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Abstract

Stopping climate change requires renewable energy sources. Microalgae are a promis-
ing biotechnological resource for biofuels. Under stress conditions they produce large
quantities of storage lipids as triacylglycerides (TAGs), which can be further converted
into biodiesel. To optimize the biotechnological production of valuable compounds
such as TAGs in microalgae, a thorough system-level understanding of the underly-
ing regulatory mechanisms is required. Current knowledge is based on mutant screens,
co-expression analyses, and predictions but a systems-level perspective is missing. The
present work is dedicated to expanding the existing knowledge of fundamental regula-
tory mechanisms in microalgae and enabling advanced biotechnological use of microal-
gae.

All regulatory processes in a cell are mediated and controlled by interactions between
macromolecules, such as protein-protein interactions (PPI), protein-DNA interactions
(PDI), or interactions between proteins and RNA or small molecules. These interactions
are organized in complex networks, and the systematic mapping of these interactomes
and regulomes is essential for understanding complex biological relationships in an
organism. In order to enable large-scale mapping of PPIs and PDIs for the model or-
ganism of microalgae, Chlamydomonas reinhardtii (C. reinhardtii), a comprehensive set of
protein-encoding open-reading frames (ORFs) was generated. This ORFeome allows
for an unbiased and high-throughput approach to performing proteomic studies. The
successfully generated ORFeome collection consists of 8,627 Gateway® Entry clones. It
enables systematic investigations of fundamental biological and regulatory processes in
C. reinhardtii.

PDIs are mediated by transcription factors (TFs) that bind to specific genomic DNA
sequences in promoter regions, enhancers, and other cis-regulatory elements, thereby
regulating the expression of target genes. These interactions are described in gene regu-
latory networks (GRN). Using the Yeast-1-hybrid (Y1H) method, the first experimental-
based large-scale GRN of C. reinhardtii was constructed, consisting of 1,451 interactions
between 142 TFs binding to 200 promoter regions. To determine the quality of the Y1H
network, a second orthogonal assay, called PampDAP-seq, was performed. This modi-
fied DAP-seq method identified 320 unique PDIs for six TFs. The comparison of DAP-
seq interactions with found Y1H interactions showed an overlap of 23.8 %, which highly
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supports the Y1H results.

The generated network map was hierarchically structured according to the outdegree
of the TFs. 15 TFs represent the highest level in this network and are responsible for
66.7 % of all interactions. In addition, multiple TFs, including previously known stress-
related TFs, were found to form an intermediate level of regulation that combines vari-
ous signals from other TFs to mediate a subsequent cellular response. Moreover, a dis-
tributed regulation structure for metabolic pathway promoters was observed. 84.5 %
of metabolic promoters are targeted by more than two TFs. This indicates that each
metabolic pathway is regulated by a large number of TFs, a distinct characteristic of
higher plants like Arabidopsis thaliana (A. thaliana). In addition, four promising key reg-
ulators of the C. reinhardtii lipid metabolism were identified.

The successfully generated ORFeome collection provides a resource for the in-depth
exploration of fundamental biological processes. Furthermore, the first experimental-
based GRN for any microalgae provides valuable insights into the global structure of
transcriptional regulation and can pave the way for advanced biotechnological engi-
neering in microalgae.

x



Zusammenfassung

Die globale Klimakrise erfordert die Energiegewinnung aus erneuerbaren Rohstoffen.
Mikroalgen stellen eine solche vielversprechende Energieressource dar, die zur Biodie-
selherstellung genutzt werden kann. Unter Stressbedingungen produzieren Mikroalgen
große Mengen an Lipiden, so genannte Triacylglyceride (TAGs), die in Biodiesel um-
wandelbar sind. Die Optimierung der biotechnologischen Produktion von TAGs hängt
entscheidend von einem fundierten, globalen Verständnis der zugrunde liegenden Re-
gulationsmechanismen ab. Dieses Wissen ist für Mikroalgen noch lückenhaft und ba-
siert bisher vorwiegend auf Mutanten Screenings und Genexpressionsanalysen.

Die vorliegende Arbeit widmet sich dem Ziel, das vorhandene Wissen zu ergänzen
und auszubauen, um grundlegende regulatorische Mechanismen in Mikroalgen zu ver-
stehen und eine zukunftsweisende, biotechnologische Nutzung von Mikroalgen zu er-
möglichen.

Zelluläre Stoffwechselreaktionen und regulatorische Prozesse werden durch Wechsel-
wirkungen von Makromolekülen gesteuert, dazu zählen Protein-Protein Interaktionen
(PPI), Protein-DNA Interaktionen (PDI) und Interaktionen zwischen Proteinen und RNA
oder niedermolekularen Verbindungen. Diese Interaktionen werden in komplexen Netz-
werken, so genannten Interaktomen und Regulomen dargestellt. Interaktome und Re-
gulome sind für ein systematisches Verständnis und die Analyse komplexer biologi-
scher Zusammenhänge in einem Organismus unerlässlich.

Diese Netzwerke können nun generiert werden, da im Zuge dieser Arbeit eine umfang-
reiche proteinkodierende Open-Reading-Frame (ORF) Kollektion (ORFeome) für den
Modellorganismus der Mikroalgen, Chlamydomonas reinhardtii (C. reinhardtii), aufgebaut
wurde. Die ORFeome-Sammlung beinhaltet 8627 Gateway® Entry-Klone und bildet die
Grundlage für proteomische Studien von PPIs und PDIs zur Aufklärung grundlegen-
der biologischer und regulatorischer Prozesse in C. reinhardtii.

PDIs definieren die Bindung von Transkriptionsfaktoren (TFs) an spezifischen geno-
mischen DNA-Sequenzen in Promotorregionen, Enhancern und anderen cis-regulato-
rischen Elementen. Diese Interaktionen regulieren die Expression von Zielgenen und
werden in einem genregulatorischen Netzwerk (GRN) abgebildet.
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Mit Hilfe der Yeast-1-Hybrid (Y1H)-Methode wurde das erste experimentell bestimm-
te GRN von C. reinhardtii aufgebaut, welches aus 1451 Interaktionen zwischen 142 TFs
und 200 Promotorregionen besteht. Um die Qualität des Y1H-Netzwerks zu bestätigen,
wurde ein zweiter Assay zur PDI-Bestimmung, PampDAP-seq genannt, durchgeführt.
Diese modifizierte DAP-seq-Methode identifizierte 320 einzigartige PDIs für sechs TFs.
Der Vergleich der Interaktionsdaten zeigte eine Übereinstimmung von 23,8 % und be-
stätigte damit die Aussagekraft der Y1H Ergebnisse.

Das Netzwerk wurde entsprechend der Anzahl der ausgehenden Verbindungen der TFs
hierarchisch strukturiert. 15 TFs repräsentieren die höchste Ebene und bilden 66,7 % der
gefundenen Interaktionen. Ein Großteil der TFs, unter anderem bereits bekannte Stress-
assoziierte TFs, formen eine mittlere regulatorische Ebene, die Signale bündeln und ge-
zielt weiterleiten. Weiterhin konnte eine dezentralisierte Regulation für die Promotoren
der Stoffwechselwege beobachtet werden. 84,5 % der Stoffwechselpromotoren werden
von mehreren TFs gebunden. Dies zeigt, dass jeder Stoffwechselweg von einer großen
Anzahl an TFs reguliert wird, was ein charakteristisches Merkmal für höherentwickelte
Pflanzen wie Arabidopsis thaliana (A. thaliana) ist. Außerdem wurden vier erfolgverspre-
chende Schlüsselregulatoren des Lipidstoffwechsels von C. reinhardtii identifiziert.

Das erste ORFeome für C. reinhardtii stellt eine bedeutende Ressource für die zukünf-
tige Erforschung grundlegender biologischer Prozesse dar. Das erste experimentell be-
stimmte genregulatorische Netzwerk für Mikroalgen liefert wertvolle Einblicke in die
globale Struktur der transkriptionellen Regulation in C. reinhardtii und ebnet damit den
Weg für eine fortschrittliche biotechnologische Verwendung von Mikroalgen.
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1 Introduction

1.1 Stopping climate change requires renewable energy
resources

In February 2022, the Intergovernmental Panel on Climate Change (IPCC) stated that
climate change threatens human life on Earth and the health of the planet, and there-
fore ’urgent action’ is required [1]. The leading causes of global warming are the rise of
emissions and accumulation of green-house gases, such as carbon dioxide (CO2) caused
by human activity. For this reason, new ways must be found to reduce these emissions.
The greenhouse gases are generated by industrial processes such as the combustion of
fossil fuels, gas, coal, and oil for energy production [1, 2, 3]. In 2018, the demand for en-
ergy in 2018 was reported at 14,550 Millions of tonnes of oil equivalent (Mtoe), and it is
expected to rise in the coming decades [4]. Given that the energy generated by burning
fossil fuels is the primary driver of climate change, the world must shift to the use of
renewable energy sources [5, 6].

To date, renewable energy sources include hydro-, solar-, wind-, geothermal-, wave-,
tidal power, and modern biofuels [5, 7]. Biofuels have been more favored of late since
they are produced from biomass in a short period, while fossil fuels are produced over
millions of years. Compared with other forms of renewable energy, biofuels can be
easily stored and used directly with existing diesel engines and distribution infras-
tructure [8]. The most common biofuels are bioethanol and biodiesel. Bioethanol is
produced by fermenting biomass, specifically from carbohydrates of starch-based feed-
stocks such as corn and sugarcane or from non-food cellulosic biomass such as grass or
trees. Biodiesel, on the other hand, is made by catalytic transesterification from glyc-
erolipids with methanol or ethanol, most commonly using triacylglycerides (TAGs) de-
rived from vegetable oils or animal fats [9, 10, 11]. Biodiesel can be classified into 1st

and 2nd generation depending on the feedstock used for their production. The 1st gen-
eration biodiesel can be produced from vegetable oil extracted from seeds or pulp of
various oil plants such as oil palm, canola, sunflower, peanut, soybean, and coconut
palm [11]. They all must be grown in agriculture, require fertile soil, and are food crops.
This raises crucial questions about sustainability. The increased demand for these crops
for biofuel production negatively affects their prices on the food market [12, 13]. At
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2 1. INTRODUCTION

the same time, it also has a negative environmental impact through additional defor-
estation, eutrophication from intensive agricultural practices, and increased energy de-
mand [13]. For example, the cultivation and processing of canola and soy plants require
50 % of the energy that is obtained by biodiesel production from them [14]. To reduce
the problems associated with 1st generation biodiesel production, fats from non-edible
resources, like oil from non-edible plants, waste cooking oil, and animal fats, has been
used for biodiesel production. They are the feedstocks for 2nd generation biodiesel [15].
Even though these feedstocks do not compete with agriculture, they have limitations.
Oil and fat waste are inexpensive, but the need for a centralized collection system and
the impurities they contain limit their industrial application [16]. In addition, animal
fats are a mixture of lipids, proteins, water and minerals that require additional pu-
rification before subsequent use in biodiesel production [17]. Therefore, alternatives to
these 1st and 2nd generation biodiesel feedstocks are sought [14]. Algae, or more pre-
cisely microalgae, circumvent all these limitations and are thus a promising alternative
[18, 19, 13, 20, 21].

1.2 Benefits of algae

Algae are a large and diverse group of around 300,000 photosynthetic species [14, 22].
Algae are eukaryotic organisms, characterized by living in aquatic biotopes, using sun-
light for photosynthesis, and being primary autotrophs. They can also grow under
mixotroph and heterotroph conditions using external carbon sources. Algae vary con-
siderably in size and habitat. Unicellular microalgae can be easily cultivated in bioreac-
tors, while large multicellular algae species require more space to grow and are unsuit-
able for growing in tanks or railways [23, 24, 25].

Microalgae have immense potential as a resource for biofuel production, as they can
synthesize substantial amounts of biomass and oil, more than comparable amounts of
conventional crops [26]. Some microalgae species produce large amounts of TAGs, neu-
tral storage lipids, which can be easily converted into biodiesel [13, 27]. They can reach
lipid amounts of 20-60 % of the algae’s dry cell weight (DCW) [19]. In contrast, the usual
lipid amount in conventional oil plants accounts for only 0.5-25 % of their DCW [28].

In addition, the life cycle of algae is faster compared to conventional oil plants. Algae
have a rapid doubling time. They can perform 1-3 doublings per day and produce up to
10-fold more biomass per area than comparable terrestrial plants [13]. This biomass can,
in turn, be used to produce bioethanol [19, 18, 13, 20, 21]. Microalgae can be cultivated
in saline or brackish water in ponds and tanks, such as raceways or photobioreactors
[29]. This provides another enormous advantage of algae: they can be cultivated on
barren lands, such as deserts, unsuitable for conventional agriculture [30]. It reduces
competition for agricultural land and freshwater with conventional food agriculture
and production. Algae utilize growth nutrients such as nitrogen and phosphorus from
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various wastewater sources like agricultural wastewater or municipal sewage, thereby
providing an additional benefit of wastewater bioremediation. Consequently, microal-
gae represent a more promising solution for biofuels production as 1st and 2nd genera-
tion biofuel sources [31].

1.3 Biodiesel quality relies on fatty acid composition

Biodiesel consists of a variety of monoalkyl esters of fatty acids (FA) released from TAGs
by a transesterification reaction [13, 27]. Oils from different sources vary in their FA
composition and, thus, in their biodiesel properties, as these are influenced by the dif-
ferent FA esters. The structure of different FA esters in terms of chain length and degree
of saturation affects low-temperature operability, e.g., viscosity, oxidative stability, and
combustion efficiency [32, 33]. The lipid composition of these FAs is determined by
the proportion of saturated FAs (SFA) and unsaturated FAs. Unsaturated FAs can be
further divided into monounsaturated FAs (MUFA) and polyunsaturated FAs (PUFA).
Biodiesel quality depends on the ratio of SFAs and unsaturated FAs and the carbon
chain length of the respective FAs [34]. SFAs are resistant to degradation and, thus, in-
crease the longevity of biodiesel, e.g., palmitic (C16:0) acid. MUFAs and PUFAs, such
as oleic (C18:1), palmitoleic (C16:1) acid, linoleic (C18:2), and linolenic (C18:3) acids,
improved low-temperature flow proprieties such as viscosity by lowering the mixture’s
overall melting point and improve the ignition properties of the biodiesel [32, 33, 35].
On the other hand, PUFAs are prone to auto-oxidation. However, the auto-oxidation
rate depends on the number and position of double bonds, which means that not all
unsaturated FAs are susceptible to oxidation processes. Linoleic (C18:2) and linolenic
(C18:3) acids, e.g., are highly sensitive to oxidation as bis-allylic FAs [32, 36]. The ap-
plicability of the produced biodiesel depends on the climate condition under which the
biodiesel fuel will be used. In summary, biodiesel quality strongly depends on the com-
position of the FAs it contains. A proportion of 50 % MUFAs and a balanced ratio of
SFAs and PUFAs are required to obtain high-quality biodiesel.

C. reinhardtii, as well as several other algae, e.g., Chlorella, and Dunaliella species exhibit
a high proportion of PUFAs (> 38 %, see Table A.1 in the appendix) and have a balanced
ratio between SFA and MUFAs. However, the lipid profile of most algae does not fit to
an optimal profile for high-quality biodiesel. Thus, they need to be blended to achieve
the proper lipid profile that satisfies cold and hot flow requirements [12, 36, 34]. Alterna-
tively, the yield and FA composition of the microalgae oils need to be improved or mod-
ified for direct use in biodiesel production [18, 37]. Successful industrial biodiesel pro-
duction from microalgae depends on the lipid composition of an algae strain. Therefore,
the first essential decision for successful biodiesel production from algae is the selection
of a specific microalgae strain. Many global screening programs have searched for suit-
able algal species in various locations. The pioneering study ’Aquatic Species Program’
from 1998 of the US Department of Energy was the first program that searched for suit-
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able new algae species for biodiesel production [38]. Although there is a wide variety
of algae, intensive research has focused on a small number of fast-growing microalgal
species that can accumulate significant amounts of lipids and other components under
certain conditions. In particular, the model organism C. reinhardtii has been extensively
studied.

C. reinhardtii is used as a model organism for lipid metabolism [39, 40] but is also used to
investigate fundamental biological processes such as photosynthesis, the CO2-concen-
tration mechanism, light perception, chloroplast biogenesis, cell-cell recognition, cell
cycle control and structure, function, and biogenesis of cilia [41, 42, 43]. It is often re-
ferred to as ’green yeast’ due to its many beneficial properties for molecular genetic
studies [44]. Its fast growth rate, colony formation on agar plates, a haploid genome,
and high-frequency transformation of nuclear, chloroplast, and mitochondrial genomes
make it suitable for cell studies [42, 45, 46, 47, 48, 49]. Additional genetic and molec-
ular tools have been developed, such as gene silencing with artificial microRNA [50]
or CRISPR-mediated targeted gene disruption [51], making C. reinhardtii an excellent
model organism. Further, a sequenced nuclear genome [52], resources for gene annota-
tions [53, 54], as well as a genome-wide collection of insertion mutants is publicly avail-
able from the Chlamydomonas Resource Center [55, 56]. This mutant collection con-
sists of over 60,000 mutant strains, covering 83 % of nuclear protein-coding genes [55].
C. reinhardtii is the microalgae with most genetic tools and the best studied metabolism.
However, studies on various Dunaliella, Chlorella, and Nannochloropsis species also con-
tributed significantly to a better understanding of lipid metabolism and criteria for mi-
croalgae cultivation [14, 57, 58, 59, 60].

In addition to deciding which algae strain to use, downstream processes such as har-
vesting, drying, lipid extraction, and biodiesel conversions determine the harvesting
and labor costs of the entire process. Compared to small-scale laboratory applications,
the productivity of large-scale cultures is often affected by contamination, evaporation,
flooding, and lack of control over temperature and light distribution in open ponds.
Limitations in constant light intensities or oxygen build-ups can impact the productiv-
ity of large-scale cultures in closed photobioreactors [61, 62, 12].

1.4 Lipid metabolism in C. reinhardtii

Optimizing technical requirements alone is not sufficient for effective biodiesel produc-
tion from microalgae. It is crucial to consider several biological factors as well, e.g.,
the growth rate and lipid productivity of a specific microalgae strain. Lipids in C. rein-
hardtii are composed of neutral lipids, such as TAGs and DAGs, and polar lipids, such
as membrane lipids. Lipid productivity, i.e., TAG synthesis and accumulation (see sec-
tion 1.4.1), is closely connected to various metabolic pathways and products, including
membrane lipids (see section 1.4.2), and strongly depends on cultivation parameters,
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such as light intensity, temperature, cultivation time, availability of carbon dioxide and
nutrients, e.g., carbon, nitrogen, phosphorus, and sulfur [63] (see section 1.4.3).

1.4.1 TAG synthesis in C. reinhardtii

TAGs are a glycerol backbone esterified with three FAs [39]. They are mainly stored
in extra plastidic lipid droplets in the cytosol, some close to the chloroplast. TAGs can
be produced by the acyl-CoA-dependent pathway, the Kennedy pathway, and the acyl-
CoA-independent pathway. The acyl-CoA-dependent pathway occurs in the endoplas-
matic reticulum (ER) and with another activated acyl donor molecule also in the chloro-
plast [63, 64]. The Kennedy pathway in the ER uses acyl-CoA varieties as substrates
to acylate the glycerol backbone [65]. Acyl-chains covalently bound to an acyl-carrier
protein (ACP) are directly used for TAG synthesis in the chloroplast.

TAG synthesis starts with glycerol-3-phosphate (G3P) and is shown in Figure 1.1. Gly-
cerol-3-phosphate dehydrogenase (GPDH) catalyzes the reversible reduction of dihy-
droxyacetone phosphate (DHAP) into G3P. G3P is converted into lysophosphatidic acids
(LPA) by incorporating one FA species by the glycerol-3-phosphate acyltransferase en-
zyme (GPAT). LPA is then again acylated with a FA by lysophosphatidic acid acyltrans-
ferase (LPAT), resulting in phosphatidic acid (PA). The phosphatidic acid phosphatase
(PAP) catalyzes the dephosphorylation of PA to DAG. The last step of the TAG syn-
thesis, also believed to be the rate-limiting step, is the acylation of DAG to TAG via a
diacylglycerol acyltransferase (DGAT) [63, 66, 67].

There are two ways to generate acyl chains for TAG synthesis. One way is the de novo
FA synthesis. It starts in the chloroplast by converting acetyl-CoA to malonyl-CoA by
acetyl-CoA carboxylase (ACCase). This is the rate-limiting step in FA synthesis. After-
ward, malonyl-CoA is transferred to an ACP by malonyl-CoA transacylase. Malonyl-
ACP is used with acetyl-CoA by the fatty acid synthase (FAS), a multi-enzymatic com-
plex, to form new acyl chains through elongation. The generated acyl-ACP molecules
are directly used for further lipid synthesis steps in the chloroplast or are hydrolyzed
by different fatty-ACP thioesterases (FAT) into three free FAs (FFA) and a glycerol back-
bone [63, 64, 68]. These FFAs are exported from the chloroplast and processed further
in the extra-chloroplastic compartment. The enzyme long-chain acyl-CoA synthetase
(LACS) links these FFAs with coenzyme A (CoA) under ATP consumption, building
the acyl-CoA substrates used for TAG synthesis in the ER [69]. De novo FA synthesis
of acyl chains is essential for TAG synthesis, as TAG accumulation decreased by almost
80 % when the FA synthesis inhibitor cerulenin was used to block the synthesis [70].

The acyl-CoA-independent pathway, the second TAG synthesis route, uses acyl-lipids
from membrane lipids to acylate DAG to TAG in the last synthesis step.
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Figure 1.1: Metabolic overview of C. reinhardtii
Overview of the central metabolic pathways related to lipid and starch synthesis in C. reinhardtii.

The metabolic substrates are represented in black, the enzymes in orange. Dashed lines represent mul-
tiple reactions. Intermediate reactions were omitted for clarity. 3-PG: 3-phosphoglycerate; ACCase:
acetyl-CoA carboxylase complex (composed of carboxyltransferase, carboxylase and Acetyl-CoA biotin
carboxyl carrier protein); ACP: acyl carrier protein; ADP-Glu: ADP-Glucose; ATP: adenosine triphos-
phate; CoA: coenzyme A; CO2: carbon dioxide; DAG: diacylglycerol; DGAT: diacylglycerol acyltrans-
ferase; DGD: digalactosyldiacylglycerol synthase; DGTS: diacylglycerol-N,N,N-trimethylhomoserine;
DHAP: dihydroxyacetone phosphate; ER: endoplasmatisches reticulum; FAS: fatty acid synthase; FAT:
fatty acyl-ACP thioesterase; FFA: free fatty acid; Fru-1,6-P2: fructose-1,6-bisphosphate; Fru-2,6-P2:
fructose-2,6-bisphosphate; G3P: glycerol 3-phosphate; GAP: glyceraldehyde 3-phosphate; GAPDH: glyc-
eraldehyde 3-phosphate dehydrogenase; GPDH: glycerol-3-phosphate dehydrogenase; GPAT: glycerol
3-phosphate acyltransferase; Glu-1P: glucose 1-phosphate; LACS: long-chain acyl-CoA synthetase; LIP:
TAG lipase; LPA: lysophosphatidic acid; LPAT: lysophosphatidic acid acyltransferase; LPE: lysophos-
phatidylethanolamine; MCMT: malonyl-CoA:acyl carrier protein malonyltransferase; MGD: monogalac-
tosyldiacylglycerol synthase; NADPH: nicotinamide adenine dinucleotide phosphate; PA: phospha-
tidic acid; PAP: phosphatidic acid phosphatase; PDAT: phospholipid:diacylglycerol acyltransferase;
PDH: pyruvate dehydrogenase; PEP: phosphoenolpyruvate; PGD: galactoglycerolipid lipase ; Pt-
dEtn: phosphatidylethanolamine; PtdGro: phosphatidylglycerol; PtdIns: phosphatidylinositol; RuBP:
ribulose 1,5-bisphosphate; RuBisCo: ribulose-1,5-bisphosphate carboxylase-oxygenase; SQDG: sulpho-
quinovosyl diacylglycerol; SQD1: UDP-sulfoquinovose synthase; SQD2: Sulfolipid synthase; UDP-
Glu: uridine diphosphate glucose; UDP-SQ: UDP-sulfoquinovose; UGP1: UDP-glucose pyrophospho-
rylase; TAG: triacylglycerol. The pathways are simplified to highlight the major routes in central car-
bon and lipid metabolism leading to triacylglyveride and starch storage. Figure was adapted from
Goncalves et al. (2016) and created with BioRender.com. References for the described pathways are:
[71, 72, 64, 73, 74, 63, 75, 76, 77, 40, 66].
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Thus, in addition to FAs that are newly synthesized and subsequently used for TAG
synthesis, a large proportion of pre-existing FAs are converted from membrane lipids to
be incorporated into TAGs. This final step is catalyzed by phospholipid:diacylglycerol
acyltransferase (PDAT). It was shown that the PDAT enzyme in C. reinhardtii has a broad
substrate specificity and can use a variety of phospholipids as well as galactolipids for
the transacylation reaction [76]. Depending on the membrane lipid used, this synthesis
pathway occurs in the ER or in the chloroplast [63, 64].

1.4.2 Membrane lipid synthesis in C. reinhardtii and their remodeling
routes

Membrane lipids in C. reinhardtii can be divided into two major lipid categories: phos-
pholipids and glycolipids. Membrane lipids are defined by different hydrophilic head
groups attached to the sn-3 position of the DAG backbone. These headgroups define the
physicochemical properties of the different membrane lipids [78]. In C. reinhardtii, phos-
phatidylglycerol (PtdGro), phosphatidylethanolamine (PtdEtn), and only one species
of phosphatidylinositol (PtdIns) represent the phospholipids, whereas monogalactosyl-
diacylglycerol (MGDG), digalactosyldiacylglycerol (DGDG) and sulfoquinovosyldia-
cylglycerol (SQDG) are the glycolipids. In contrast to other algae or terrestrial plants
like A. thaliana, C. reinhardtii lacks phosphatidylcholine (PtdCho), which usually repre-
sents the major membrane lipid of plastid membranes [79, 40, 80]. The most abundant
membrane lipid in C. reinhardtii is MGDG [40, 81]. In addition, C. reinhardtii possess
a betaine lipid, diacylglycerol-N,N,N-trimethylhomoserine (DGTS), which has similari-
ties in structure and biophysical properties to PtdCho and which might fulfill the func-
tion of the missing PtdCho [40, 70, 63].

In addition to the different head groups, all phospholipids and glycolipids are esterified
with two FAs on the glycerol backbone. Since C. reinhardtii and A. thaliana derive from
the same ancestor, they share a similar FA profile [52]. Their FA profile consists of FAs
with 16 and 18 carbons, which are saturated, monounsaturated, and polyunsaturated.
The main species in C. reinhardtii are C16:0, C18:1, C18:3, and C16:4 (see Table A.2 in the
appendix). They account for about 64 % of all FAs in C. reinhardtii [63, 82, 81].

The FAs vary in length and degree of saturation. They influence the membrane’s phys-
ical properties such as fluidity, permeability, bilayer thickness, charge and intrinsic cur-
vature [78]. The conversion of saturated into unsaturated FAs is catalyzed by fatty
acid desaturases (FADs), localized in the chloroplast and ER. FADs introduce double
bonds into saturated FAs and thereby generate unsaturated FAs [63]. Membrane lipids
in C. reinhardtii contain enriched PUFAs, like C18:3, C16:4 and C18:2. Especially C16:4,
a unique characteristic of C. reinhardtii, is almost exclusively present in MGDGs [83, 40].
In contrast, TAGs in C. reinhardtii usually contain SFAs and MUFAs, such as C16:0,
C16:1, and C18:1 [82, 83]. As previously described, C. reinhardtii contains almost equal
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amounts of SFAs (24 %) and MUFAs (23 %) and around 50 % of PUFAs. A proportion of
over 50 % of MUFAs and a balanced ratio between SFAs and PUFAs are required to pro-
duce high-quality biodiesel. Since MUFAs and SFAs are the main parts of TAGs, TAG
synthesis in C. reinhardtii needs to be favored over membrane lipid synthesis to shift the
lipid composition toward biodiesel production. However, not completely, since PUFAs
with long-chain FAs are necessary to maintain the low-temperature flow proprieties as
viscosity by lowering the biodiesel’s overall melting point [32, 33].

As mentioned before, in addition to de novo FA synthesis, alternative acyl chain flux
routes are described that provide acyl chains for TAG synthesis in C. reinhardtii. One
route uses preexisting acyl chains of membrane lipids that are extracted from mem-
brane lipids and then incorporated into TAGs. Another route uses newly synthesized
acyl chains that are first esterified in membrane lipids as intermediates before being re-
modeled and re-extracted to be incorporated into TAGs [75, 84]. All FA flux routes were
validated in several studies using labeling experiments with 13C isotopes. It was shown
that preexisting FAs of membrane lipids contribute much more to TAG synthesis than
previously assumed. More precisely, up to 35-45 % of incorporated acyl chains from
membrane lipids are remodeled and integrated into TAGs [85]. The remodeling and
extraction of FAs from membrane lipids are accompanied by a reduction of membranes
in the cell. A report of a corresponding reduction in chloroplast membranes during nu-
trient stress confirmed this [77]. Interestingly, this mechanism is reversible, resulting in
cleavage of TAGs again into DAG and FFAs by hydrolase activity [76]. This recycling
phenomenon was also predicted through transcriptomic analysis in Coccomyxa subel-
lipsoidea [86]. Quantification of this phenomenon in C. reinhardtii confirmed that acyl
chains from TAGs contribute up to 63 % to the resynthesis of membrane lipid within
the first 12h after nutrient resupply [85, 87]. Thus, lipid remodeling pathways enable
the exchange of FAs and the restructuring of FA composition in the cell [85]. Still, it
remains to be determined how these flux routes can be guided toward each other.

1.4.3 How cultivation conditions affect microalgae’s lipid metabolism
and improve TAG production

TAG production and accumulation can be increased by several factors, in particular cul-
tivation conditions, e.g., high temperatures and bright light affect microalgae’s growth
rate and productivity. Too high temperatures impair the growth of microalgae, as they
damage cells and lead to cell death [38, 15, 88]. High light intensities, on the other hand,
can accelerate lipid synthesis. For instance, C. reinhardtii accumulates high amounts
of TAG and neutral lipids when exposed to saturated or high light conditions, i.e.
> 200 µmol m-2 s-1 at constant CO2 supply [89]. Nonetheless, overfull light exposure
can also have the opposite effect. Studies with the microalgae species Chlorella sp. and
Monoraphidium dy. have shown that photosynthesis, especially photosystem II (PSII) ac-
tivity, declines at higher light intensities [90]. Excessive light intensities can lead to ox-
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idative stress by forming reactive oxygen species (ROS) that damage the photosynthetic
machinery. This mechanism, known as photoinhibition, can impair the metabolism of
microalgae [90, 91, 92].

Since lipid synthesis requires large amounts of NAD(P)H along with acetyl-CoA and
ATP to reduce acyl chains, an increased TAG accumulation under high light conditions
is thought to prevent over-reduction of the photosynthetic electron transport chain.
Thus, elevated TAG accumulation prevents photooxidative damage by using photosyn-
thetic reductants and fixating carbon [19, 85]. This indicates that the TAG biosynthesis
plays an active role in the light stress response of microalgae. Thus, TAGs have an ad-
ditional purpose besides their natural function as carbon and energy storage.

Another important factor is the cultivation time that influences TAG production. Usu-
ally, high cell density is achieved by longer growth times. With a higher cell density, a
higher biomass is achieved, which is often accompanied by a high lipid yield. Never-
theless, microalgae proliferate in the log phase and form metabolites in the stationary
state. Hence, long growth times, e.g., over 20 days, can lead to higher lipid accumula-
tion than active growing cultures in the log stage [93, 94, 88]. However, none of these
parameters affects microalgal TAG accumulation and metabolism to the same extent as
changes in carbon, nitrogen, phosphorus, or sulfur nutrients in the media. Overproduc-
tion of lipids allows microalgae to buffer extreme changes in environmental conditions
[19, 95, 96, 97], which explains why lipid accumulation changes during stress.

Nutrient starvation or limitation such as nitrogen (N), sulfur (S), or phosphorus (P) de-
privations are the main lipid inducer in green microalgae. Nutrient limitation is the
most intensively studied and successful strategy to increase TAG accumulation plus it
can be easily controlled, manipulated, and monitored [19, 82, 70, 74, 98, 99].

Besides carbon, N is C. reinhardtii’s most important nutrient for growth and division
[100]. C. reinhardtii can utilize various N sources, such as inorganic substances like ni-
trate, nitrite, and ammonium, and organic substances like urea, urate, and amino acids.
N starvation leads to increased TAG accumulation but decreased protein production.
The enhanced TAG production is a survival strategy to store reduced carbon when in-
sufficient N nutrients exist for growth and cell division [19, 82, 101, 102, 103, 104, 105].
The immediate transcriptomic response to N starvation is a strong gene expression up-
regulation of transporters for N, ammonium, and complex N-containing organic com-
pounds and activation of degradation pathways to release N from existing proteins. A
recycle mode is activated by which abundant proteins like Rubisco and ribosomes are
degraded to release bound N [104, 106, 107]. Also, photosynthesis-related proteins, such
as PSII, cytochrome b6f, photosystem I (PSI), ATP synthases and molecular chlorophyll
are degraded causing the cellular phenotype of chlorosis [108]. This reduces the amount
of total protein by 5̃0 % and total RNA by 6̃0 % per cell. Furthermore, N-deprivation
leads to a reduction in membrane lipids and a remodeling of the released FAs into TAGs,
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as described before, thereby increasing TAG concentration in the cell [85]. However, this
remodeling process is rescued after N resupply. Nevertheless, the rapid degradation of
chlorophyll and photosynthesis-related proteins, as well as the reduction of membranes
restricts the overall growth, limits expansions in lipid yield and, thus, biotechnological
productivity.

In contrast, P and S starvation can lead to an enhanced TAG accumulation without dis-
rupting photosynthesis integrity [109]. These stress responses are also characterized by
a gene expression change and increased mobilization and transport mechanisms for P
and S, respectively. Furthermore, a general metabolic slowdown, cell division stagna-
tion, and the reduction of photosynthesis activity are also common stress responses to
P and S limitations [110].

An additional stress reaction to N depletion is an increased starch formation in C. rein-
hardtii. Starch is composed of amylopectin and amylose, two differently structured
glucose-unit polysaccharide molecules made up of glucose-1-phosphate, generated via
gluconeogenesis from triose phosphates [111]. C. reinhardtii produces starch under pho-
totrophic conditions by photosynthetic carbon fixation and also under heterotrophic
and mixotrophic conditions by using carbon-reduced compounds. Starch is produced
faster than TAGs but re-consumed and converted into glucose after a few hours of N
starvation [112]. TAGs are an energy reservoir that is 2.25 times more energetic than
starch [112]. TAG and starch synthesis compete for carbon C3 precursors since their
metabolism starts from the identical pool of glyceraldehyde 3-phosphate (GAP) or di-
hydroxyacetone phosphate (DHAP) and 3-phosphoglycerate (3-PG). The metabolic con-
nections between lipid and starch metabolism are illustrated in Figure 1.1. The compe-
tition between starch and lipids leads to the partitioning of the carbon precursors and
to the still-unknown regulatory question of which synthesis pathway - starch or TAG
- is preferred. TAG production in C. reinhardtii is increased by 3.5 - 8-fold compared
to wild type when starch biosynthesis is impaired, e.g., in the C. reinhardtii starchless
mutant sta6 [64, 113, 104]. However, complete inhibition of starch synthesis, e.g., by
a disruption mutation of the starch synthesis enzymes, does not lead to an increased
TAG accumulation, as expected, but has harmful effects on the growth of C. reinhardtii
[114, 95]. This hinders the biotechnological application of this mutant, as total TAG pro-
duction is limited due to growth stagnation.

In summary, the entire lipid metabolism of C. reinhardtii composed of de novo FA syn-
thesis, FA activation and desaturation, the synthesis and turnover of membrane lipids,
FA β-oxidation, and the FA activation and transport influence TAG biosynthesis and the
lipid composition in C. reinhardtii. In addition it is highly interwoven and dynamic [68].
Various environmental influences, e.g., N starvation and readdition, trigger specific cel-
lular responses leading to different lipid compositions and an adaptation of primary
metabolism in the cell [86]. Because metabolic processes are complex, they must be
highly controlled to maintain homeostasis in the cell [115].
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Especially, a systematic understanding of the regulation of the different TAG and lipid
synthesis routes and the remodeling mechanisms are required to be able to influence
them. It would be highly beneficial for finding targets to optimize metabolic processes
in microalgae, especially for producing substantial amounts of TAGs under normal
growth conditions without stress [82].

1.5 Different layers of regulation control all cellular pro-
cesses

Regulatory mechanisms are essential for an organism to handle the effects of perturba-
tion, maintain its homeostasis and modulate its constitutive dynamics [116]. Cellular
regulation happens on different regulation layers and are mediated by the synergy of
proteins with other proteins, DNA, RNA and small molecules. Most metabolic pro-
cesses are regulated through various mechanisms, including short-term and long-term
regulation. Short-term regulation involves rapid, reversible changes in enzyme activ-
ity or substrate availability that can alter metabolic flux within minutes or seconds.
Allosteric regulation and protein phosphorylation are crucial examples of short-term
regulation [117, 118]. One prominent example for allosteric regulation can be found
in the starch synthesis pathway. The major rate-controlling step in starch synthesis is
ADP-glucose synthesis by ADP-glucose pyrophosphorylase. The allosteric binding of
3-PG activates the enzyme through a conformational change, whereas the binding of or-
thophosphate inhibits it [119, 120]. Since 3-PG is a precursor substrate for the formation
of glucose-1-phosphate, which is converted to ADP-glucose by ADP-glucose pyrophos-
phorylase, this is a classical feed-forward regulation loop.

The enzyme phosphofructokinase-1 (PFK-1) represents another well-known example
of an allosterically controlled regulator. It is sensitive to the adenosine triphosphate
(ATP) level of the cell and can be regulated by numeric allosteric effectors, including
ATP, adenosine monophosphate (AMP), fructose-6-phosphate (Frc-6-P), fructose-2,6-
bisphosphate (frc-2,6-P2) and citrate. It is one of the most important regulatory en-
zymes of glycolysis. It catalyzes the transfer of ATP to fructose-6-phosphate to build
fructose-1,6-bisphosphate and can, thus, determine the rate of glycolysis in response
to the cell’s energy requirements. Interestingly, fructose-2,6-bisphosphate, a product of
phosphofructokinase-2 (PFK-2), also known as FBP4 in C. reinhardtii, is the most potent
activator of PFK-1. PFK-2 which, in turn, is regulated by phosphorylation. Phosphory-
lation represents another important short-term regulatory mechanism. In this process,
a phosphate group is added to a hydroxyl group residue of the enzyme, which can
also have either an activating or inhibiting effect [117]. The dephosphorylation of PFK-
2 (FBP4) activates its kinase activity, resulting in enhanced synthesis of frc-2,6-P2 and
subsequently increased activity of PFK-1 with consecutive accelerated glycolysis rate.
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Since PFK-2 (FBP4) is a bifunctional enzyme, its phosphorylation leads to the opposite
reaction. In its phosphorylated form, PFK-2 expresses phosphatase activity and causes
a breakdown of Frc-2,6-P2 to Frc-6-P, which leads to an inhibition of glycolysis and stim-
ulates gluconeogenesis [121].

Long-term regulation, conversely, involves changes in gene expression and protein syn-
thesis, leading to alterations in the abundance and activity of enzymes and proteins.
Transcriptional regulation occurs over a longer time scale, typically hours or days, and
is essential for adaptation to changes in environmental conditions or developmental
stages. Transcriptional regulation acts directly at the DNA level. It determines when
and which gene is expressed, whereas other types of regulation often adjust or reduce
gene expression rather than determine it [122].

Transcriptional regulation is guided by multiple components, first, by transcription fac-
tors (TF). TFs are proteins that can bind to cis-regulatory elements (CREs), which are
cis-acting non-coding DNA regions, and induce or repress thereby the transcription of
target genes [122]. The gene expression of other TFs is also regulated by TFs. Further-
more, multiple TFs often regulate the fine-tuning of a defined cellular response. Sec-
ond, by transcriptional regulators (TR) that do not carry characterized DNA binding
domains but influence transcription by other mechanisms, such as chromatin remodel-
ing [123]. In a dynamic process, they change the chromatin architecture by introducing
chromatin modifications, e.g., histone acetylation and methylations. The opening of
chromatin enables the transcriptional machinery to access specific genomic regions and
start the gene expression of a desired gene and vice versa [124].

This can result in a specific temporal gene expression of the desired genes. Specific gene
expression is necessary to control development and physiology in a cell and allows the
cell to react to environmental changes. Gene expression of gap and pair-rule in Drosophila
embryos is a famous example for transcriptional regulation. Spatiotemporal gene ex-
pression is crucial for defining the segmentation pattern, and further development of
the Drosophila embryo [122, 125]. The MADS-box transcription factors in A. thaliana rep-
resent another prominent example of tissue-specific gene expression. The transcription
factors (TF), APETALA3 (AP3) and PISTILLA (PI) are required for specific petal and
stamen development in the A. thaliana flower [126, 127, 128]. When mutated, petals
are transformed into sepals and stamens into carpels. Tissue-specific expression of the
MADS-box genes is critical for the proper flower organ development in A. thaliana, but
their gene expression is tightly regulated by a complex network of other transcriptional
regulators to ensure accurate flower development [128].

The lipid metabolism in C. reinhardtii has been intensively studied. Nevertheless, it is
very challenging to comprehensively describe the interplay between the various meta-
bolic pathways and their respective regulation [71]. As indicated, several external in-
fluences are known that lead to increased TAG accumulation, but how the transcrip-
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tional regulation of these metabolic processes occurs remains to be unraveled. Never-
theless, over the past decade, some distinct regulatory factors affecting lipid metabolism
in C. reinhardtii were identified using transcriptomic analysis and phenotypic character-
ization of C. reinhardtii mutants [74, 101, 108, 129, 130, 131, 132, 109].

1.6 Known regulators of lipid metabolism in C. reinhardtii

The squamosa promoter-binding protein Nitrogen Response Regulator 1 (NRR1) is one
TF that was identified as a positive regulator of lipid accumulation under N depletion
by transcriptomic analysis. The insertion mutant nrr-1-1 accumulates only 50 % of TAGs
compared to its parental strain CC-4425 under N deprivation conditions. NRR1 seems
to be a specific regulator during N deficiency, as other nutrient deficiencies do not affect
the abundance of its transcript, which is increased under N deficiency [74]. In addition,
three ER stress-sensing proteins that rapidly accumulate TAGs under ER stress condi-
tions were identified, the Inositol-Requiring Enzyme 1 (IRE1) and the two basic leucine
zipper (bZIP) TFs bZIP1 and bZIP2 [133, 134, 135].

Another TF that regulates carbon storage metabolism under P and N deficiency by in-
fluencing gene expression of specific starch and lipid synthesis genes is Phosphorus
Starvation Response 1 (PSR1), a MYB-like (myeloblastosis) TF. PSR1 was initially intro-
duced as a TF that regulates P uptake and extracellular mobilization [136, 137]. Later,
transcriptomic analyses revealed that it is rather a general regulator of lipid metabolism
under N starvation [138]. In particular, the psr1 mutants showed a disturbed gene ex-
pression of a high number of starch and lipid metabolism genes and subsequent inhi-
bition of starch and lipid synthesis. Overexpression of PSR1 resulted in an increased
starch and TAG concentration, most likely triggered by transcriptional control of spe-
cific starch and lipid metabolic-related genes [138, 139].

Another MYB TF, the Lipid Remodeling Regulator 1 (LRL1), was identified as a regula-
tor for TAG synthesis and membrane remodeling under P starvation. lrl1 is upregulated
under P deprivation, and the mutant strain showed apparent repression of genes typ-
ically associated with lipid remodeling, like diacylglycerol sulfoquinovosyl transferase
2 (SQD2) and diacylglycerol acyltransferases (DGATs) (see Figure 1.1). Consequently,
TAG and SQDG accumulation was suppressed in P-depleted mutants [109]. MYB1, also
a MYB TF, was characterized in 2022 as a key regulator of lipid metabolism under stress
conditions, especially N depletion. The myb1 mutants accumulate 35-40 % fewer TAGs
and 65-70 % fewer total FAs than their parental strain during N starvation. Indeed,
genes that drive lipid transport from the chloroplast to the ER were strongly expressed
in the wild-type strain but not in the myb1-1 mutant under N depletion [140]. The tran-
scriptomic analysis revealed further that MYB1 is upregulated upon TAG-inducing con-
ditions and coexpressed with many other lipid-metabolism associated genes. The anal-
ysis of the MYB1 orthologue in microalgae Chromochloris zofingiensis strengthens the
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hypothesis that it regulates these genes since the MYB1 orthologue binds to multiple
lipid metabolism-related promoters in a yeast-one-hybrid (Y1H) assay [141]. It appears
that MYB TFs play an essential role in C. reinhardtii, as three TFs of the known key reg-
ulators belong to this TF family.

In addition to TFs, two members of the Dual-Specificity Tyrosine-Phosphorylation-Regu-
lated Kinase (DYRK) family also regulate lipid metabolism under N depletion. First, Tri-
acylglycerol Accumulation Regulator 1 (TAR1), a member of Yet another Kinase 1 (Yak1)
subfamily and the plant-specific DYRK (DYRKP). Knock-out mutant tar1-1 accumulates
only 10 % TAGs compared to its parental strain under mixotrophic N-limited conditions
[142] but accumulates more TAGs than the wild-type during photoautotrophic N star-
vation [143]. In contrast, the drykp mutant exhibits a different phenotype than the tar1-1
mutant. It produces more TAGs after N deprivation, regardless of the presence of an
external carbon source [144].

Since S deficiency triggers a different stress response in C. reinhardtii, it is only natural
that other global regulators could be identified in C. reinhardtii that mediate the sulfur-
depletion related response: Sulfur Acclimation 1 (SAC 1) and SNF1-Related Protein Ki-
nase 2.2 (SNRK2.2). SAC 1 is a high affinity sulfate transporter at the plasma membrane
that can sense a shortage of S and then transduce this signal to upregulate the transcript
level of a particular set of genes [145, 98, 146]. The SNRK2.2 protein (also known as
SAC3) belongs to the serine/threonine kinase family and regulates the physiological
response to environmental S-levels [98]. During S deficiency, SAC1 and SNRK2.2 pro-
mote the degradation of SQDG. SGDG, a specific thylakoid membrane lipid, stabilizes
the photosynthetic apparatus. Its degradation leads to the release of S and supports the
resynthesis of other proteins in the early phase of S deficiency [147, 148]. In addition,
SAC1 and SNRK2.2 appear to induce the expression of several TAG synthesis related
genes that direct metabolic flux toward TAG synthesis. However, the exact mechanism
of how they mediate this response has yet to be discovered [98].

Despite the tremendous progress and although many regulators have been already
identified, overall systematic knowledge about the regulatory correlations, metabolic
mechanisms, and regulatory pathways of stress-induced lipid accumulation remains
obscure. In addition, the regulatory responses to various stresses use different regula-
tion patterns and involve various regulators. Different gene expression profiles, multi-
ple regulators, and varying phenotypes support this conclusion.

Therefore, a systematic approach is the logical consequence to unravel the complexity of
transcriptional regulation in C. reinhardtii. In particular, only a systematic understand-
ing of the coordination and regulatory relationships of lipid metabolism in C. reinhardtii
will help to specifically influence metabolic processes and, thus, the production of de-
sired products. Furthermore, it allows the identification of new regulatory targets and
regulators.
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1.7 Network maps describe biological relationships

A systematic analysis provides information about correlations and connection between
interacting partners, such as proteins with DNA or proteins with each other. The map-
ping and analysis of protein-protein interactions (PPIs) and protein-DNA interactions
(PDIs) on a small- or large-scale has contributed significantly to unraveling fundamental
questions in biology [149, 150, 151, 152, 153]. Performed in a high-throughput manner,
PPI and PDI screens investigate the interactions of a large number of proteins to each
other or, respectively, to specific DNA molecules.

1.7.1 Interactomes are very advantageous for understanding complex
biological relationships

The yeast-two-hybrid (Y2H) system identifies binary protein-protein interactions and
was the first genetic assay for PPIs [154]. Today, it is one of the most widely used cost-
effective methods for detecting PPIs [149]. The interaction partners of a Y2H assay are
divided into bait and prey, but both are proteins. One protein (prey) is fused to the N-
terminal activation domain of the yeast Gal4 transcription factor (Gal4-AD). The second
protein (bait) is fused to the DNA binding domain, here the Gal4 DNA-binding domain
(Gal4-DB), the C-terminal part of the yeast Gal4 transcription factor [155]. Expression
of both fusion proteins in yeast plus their interaction result in the reconstitution of a
functional Gal4 TF (see Figure 1.2). This leads to an activation of one or several reporter
genes, like HIS3 [154].

A Y2H screen variant, called Barcode Fusion Genetics (BFG)-Y2H, differs from state-of-
the-art Y2H methods and uses deep sequencing to improve the identification of PPIs in
pools [156]. BFG-Y2H enables screening a whole matrix of protein pairs in a single mul-
tiplexed yeast pool [156]. Every ORF destination vector contains two unique barcodes.
Cre recombination fuses these DNA barcodes of the interacting diploid yeast strains,
generating chimeric protein-pair barcodes that can be identified using next-generation
sequencing (NGS) [156]. The efficiency of protein matrix screening is highly increased
by using BFG-Y2H.

The resulting network maps are very advantageous for understanding complex biologi-
cal relationships that are usually not visible at first glance. PPIs from a large-scale study
are mapped in an interactome. Interactomes have helped answer fundamental ques-
tions in plant biology. For example, an interactome study of virulence effector proteins
to their host plant proteins identified common hubs, which are highly connected nodes
in the network that are targeted collectively by these evolutionary distant pathogen
[158]. The independently evolved pathogens interacted with the same plant target pro-
teins, which was only visible through the systematic approach and interactome anal-
ysis. The identified plant protein targets included well-connected cellular hubs. The
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Figure 1.2: Schematic diagram of a Y2H assay
Y (blue) represents the prey protein, a fusion protein with the Gal4-AD domain, indicated as red AD.

X (yellow) stands for the bait protein, that is fused to the Gal4-BD domain (purple). Prey and bait alone
can not activate the gene expression of the reporter gene. Only through the interaction of prey and bait
protein does the activation domain get close enough to the DNA to initiate gene expression of the reporter
gene. Adapted from Lifeasible® [157].

genetic validation supports the concept that effectors likely converge on interconnected
host machinery to suppress effective host defense and increase disease susceptibility of
A. thaliana [158, 149].

Another A. thaliana interactome study has revealed higher interconnectivity between
plant signaling pathways than previously reported and expected. Plant hormones regu-
late stress responses to environmental cues and have been examined by genetic screens,
hypothesis-driven approaches, and interactome studies of selected pathways [159]. In-
terestingly, much fundamental information about crosslinks between the different path-
ways was missing. A systematic PPI map of A. thaliana phytohormone signaling net-
work discovered more than 2,000 binary interactions in a highly interconnected net-
work. Pathway communities and hundreds of unknown contact points between the
different signaling pathways were identified, representing a crosstalk network, indicat-
ing that a large majority of signaling proteins function pleiotropically in several path-
ways [150].

The first human interactome network map highlights the beneficial potential of PPI net-
works for understanding biological concepts. Analysis of the PPI network map showed
that proteins involved in the same disease were more interconnected and formed sub-
networks [160, 161]. These valuable insights into the complex protein relationships in a
cell provide clues for therapeutic targets and help to develop new hypotheses.
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The contactome of 26 viral SARS-CoV-2 proteins against 17,472 human proteins showed
that SARS-CoV-2 proteins interact enriched with human proteins, involved in immune
signaling, inflammation, protein ubiquitination, and membrane trafficking [162]. Fur-
thermore, it was found that the SARS-CoV-2 target network communities were enriched
for human proteins genetically associated with comorbidities of severe illness and long
COVID. The contactome links viral-human protein interactions to genome-wide asso-
ciation studies (GWAS) that identified genetic risk loci for severe coronavirus disease
2019 (COVID-19) and proposes potential therapeutic targets [163].

1.7.2 Gene regulatory networks describe transcriptional regulation

PDI networks, also known as gene regulatory networks (GRN), are equally crucial for
studying fundamental biological processes. PDI networks reflect regulatory relation-
ships and how TFs control biological processes in a cell [164]. They provide information
about the regulatory and hierarchical composition of TFs, like cross links and connec-
tions between multiple TFs and DNA regions that can only be detected in a network
[165, 166, 167].

Since TFs and TRs can act as activators, repressors, or both [122], different TFs can in-
teract with the same DNA region up and downstream of a target gene, resulting in a
broad and comprehensive PDI network. PDI network maps have been used to investi-
gate regulatory relationships in C. elegans [168, 169], A. thaliana [170, 171, 166, 172, 173,
174, 167, 175, 176] and humans [177]. Plant defense mechanism, plant cell regeneration
after wounding, and primary and secondary metabolism regulation of A. thaliana were
subjects of large PDI studies. They revealed novel regulators and correlations in the
metabolic regulation of A. thaliana.

GRN can be generated experimentally or computationally. Transcriptomic data is used
to construct gene correlation networks, i.e., computationally generated co-expression
networks. This computational approach groups genes with highly correlated gene ex-
pression levels into clusters. Then, the network is used to identify similar biological
functions in the gene clusters [178]. The relationships between TFs and corresponding
genes are predicted based on their similar gene expression and then clustered. In this
way, computational GRNs model physical interactions between genes and their regula-
tors based on related gene expression [122, 179]. Thanks to NGS technology and several
C. reinhardtii genome annotations, a large amount of transcriptomic data for C. rein-
hardtii is accessible. The web-based tool ’ChlamyNET’ [180] allows users to search for
one or multiple C. reinhardtii genes of interest (GOI) and provides information about
co-expressed neighboring genes under specific expression conditions. Unfortunately,
the network does not contain all C. reinhardtii genes and is limited due to the number
of expression profiles [180]. Interestingly, only a few gene regulatory co-expression net-
works for C. reinhardtii have been published so far [181, 182, 183, 184, 180, 185, 186].
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Many investigate the regulatory adaptations that C. reinhardtii undergoes in response
to different light and CO2 conditions and the associated CO2-concentration mechanism
[186, 183, 184, 185].

Another co-expression study used a combined omics approach that includes transcrip-
tome, proteome, and metabolome data to predict a regulatory network that controls
lipid metabolism in C. reinhardtii cells during N deprivation [182]. The gene expres-
sion patterns of several TFs and TRs in response to a shift from N-replete to N-deficient
media were analyzed and divided into two phases related to TAG synthesis: ’before
TAG synthesis’ and ’after TAG synthesis’. Additional TFs and TRs were correlated with
genes involved in metabolic processes different from TAG synthesis, such as N assim-
ilation and photosynthesis, to link these TFs to a specific biological function. Some
TFs were identified as hubs and subsequently categorized into specific and permanent
hubs according to their temporal gene expression behavior [182]. Unfortunately, only a
few TFs could be identified as regulatory hubs for the TAG synthesis. Moreover, even
though this prediction of regulatory hubs is very valuable, there is neither an experi-
mental grounded global-scale GRN nor an experimental validation of this prediction.

Experimental methods to generate a GRN and map physical PDIs can be divided into
two approaches: TF-centered (’protein-to-DNA’) and gene-centered (’DNA-to-protein’)
methods (see Figure 1.3). In TF-centered methods, all genomic DNA fragments bound
by a given TF are identified [122]. In this way, genome-wide TF binding sites (TFBS) can
be detected for a specific TF.

a b

GENE(S)

Gene-centered approach 
(Y1H)

TF-centered approach 
(ChiP-Seq,  DAP-seq)

gene 1

gene 1

gene 1
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Figure 1.3: Methods to identify protein-DNA interactions
a Adapted from Arda et al. (2010) [122]. Two conceptually different experimental methodologies

to identify protein-DNA interactions. TF-centered approaches begin with a TF of interest and identify
DNA fragments, that are bound by this TF. Examples are, e.g., ChIP-seq and DAP-seq. Gene-centered
approaches investigate a defined DNA fragment collection and identify different TFs that interact with
these DNA fragments.
b Schematic representation of a gene regulatory network. Different hierarchical levels are indicated. The
top layer represents the key regulators, TFs and TRs (circles), whereas the middle layers represent TFs
that are targeted by the top layer TFs and also interact with downstream promoters and thus regulate
them. The last level represents the DNA promoters of genes (squares).
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Chromatin-immunoprecipitation followed by high-throughput sequencing (ChIP-seq),
DNA adenine methyltransferase identification (DamID), and in vitro DNA-binding ex-
periments like DNA-affinity purification sequencing (DAP-seq) and protein binding mi-
croarrays (PBM) are well-known TF-centered methods [122, 115, 187, 188, 189, 190].

Gene-centered methods, on the other hand, start from one or more specific DNA frag-
ments and identify multiple TFs that can interact with this DNA fragment [122]. The
yeast-1-hybrid (Y1H) method is the classical gene-centered approach that can also be
performed in a high-throughput manner to detect PDIs and generate large GRNs. It re-
veals TF binding to specific regulatory DNA regions and is based on two components:
’DNA baits’ and ’protein preys’. DNA baits are specific DNA fragments that are con-
sidered regulatory. Large DNA fragments such as gene promoters of 500 - 2,000 base
pairs (bp) or small DNA fragments can be used as DNA baits [191]. They are placed
upstream of one or two Y1H reporter genes: HIS3 and LacZ. Each DNA bait:reporter
construct is randomly integrated into the yeast genome, resulting in a reporter bait
yeast strain (see chapter 4). A plasmid encoding the TF of interest fused to the acti-
vation domain of the yeast transcription factor Gal4 (Gal4-AD) is transformed into a
prey yeast strain. Mating of the two complementary yeast strains is followed by the
selection for diploid yeast cells. When the TF binds to the DNA fragment, the Gal4-
AD moiety activates the expression of the reporter gene. In the case of the HIS3 re-
porter and interaction between TF prey and DNA bait, the yeast can grow auxotrophic
on selection media containing 3-amino-triazol (3-AT) (see Figure 1.4) [192]. The LacZ
reporter reveals a positive interaction by conversion of X-gal into 5-bromo-4-chloro-3-
hydroxyindole. Two 5-bromo-4-chloro-3-hydroxyindole molecules react and oxidize to
5,5’-dibromo-4,4’-dichloro-indigo, which stains the growing yeast dark blue [193].

Figure 1.4: Schematic diagram of a Y1H assay
X (yellow) describes a DNA bait, a promoter sequence, here in front of an Upstream Activation Se-

quence (UAS) and a reporter gene. Y (blue) indicates the TF prey, that is fused to the Gal4-AD domain
(red). A positive interaction occurs when prey and bait interact with each other. It leads to the gene
expression activation of the reporter.
Adapted from Lifeasible® [157].

The described methods have advantages and limitations but are powerful tools for gen-
erating GRNs. They complement each other and advance our understanding of regula-
tory relationships in biological systems. Despite previous successes and systems-level
studies for C. reinhardtii, there is an urgent need for a deeper understanding of metabolic
and regulatory processes to fully exploit its biotechnological potential.
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1.7.3 Impact of a C. reinhardtii ORFeome
Y1H and Y2H assays rely on the expression of a protein of interest (POI) in a con-
trolled experimental environment. To express a protein, its DNA coding sequence, a
so-called open reading frame (ORF), needs to be available and possible to clone into
various reporter constructs, usually as covalent fusion proteins with well-characterized
protein domains, called ’tags’. For Y1H and Y2H, the Gal4-AD domain represents such
a ’tag’. These ’tags’ provide important experimental anchors or functional properties
that enable the detection and analysis of the desired ORF [194]. In particular, for high-
throughput studies, a collection of ORFs, an ORFeome, is required. It allows functional
genomic applications, such as Y2H analysis, and affinity-purification mass spectrome-
try (AP-MS) analysis [195]. They are perfect for conducting experiments to determine
the functional roles of specific proteins, such as TF regulatory studies, enzymatic activ-
ity experiments and systematic in vivo protein localization assays. The generation of an
ORFeome collection bridges ’whole genome sequencing’ efforts to downstream ’omics’
applications’ [196].

Many ORFeome collections used the Gateway® cloning system. It supports flexible
recombinant transfer of ORFs from cloning vectors into Gateway® destination vectors
and thereby high-throughput cloning and expression for any GOI in multiple experi-
mental setups [197]. Large sets of cloned ORFs were established for many model organ-
isms [194], however, such a comprehensive ORFeome collection has yet to be generated
for C. reinhardtii, as well as a TF collection. A C. reinhardtii ORFeome collection would be
highly beneficial for the C. reinhardtii research community as it enables high-throughput
functional experiments and improves the understanding of C. reinhardtii biology. It en-
ables the investigation of the dynamic regulatory relationships of TFs and regulators
that control C. reinhardtii’s metabolism. It will improve our understanding of the regu-
latory and metabolic processes C. reinhardtii undergoes under certain stress conditions.
Furthermore, it can pave the way for synthetic biology approaches to alter metabolic
regulation such that, for example, lipid accumulation can be highly increased without
nutrient deprivation.
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1.8 Objective of this thesis

Microalgae represent a promising resource for biofuel production, but the biotechnolog-
ical use of microalgae is not yet efficient enough. Neutral lipids, e.g., TAGs, produced
by microalgae can be easily converted into biodiesel. The FA composition of these lipids
directly influences the efficiency of biofuel conversion and its quality. However, most
oleaginous algae studied do not have the optimal lipid composition for direct conver-
sion into high-quality biodiesel but have the potential to produce significantly more
lipids than conventional oil plants.

Several attempts to increase lipid accumulation, particularly TAG accumulation, were
addressed without leading to a final solution for cost-effective and high-efficient pro-
duction. According to current knowledge, the increased TAG accumulation can only be
triggered by external stress factors, e.g., nutrient deficiency. Nutrient starvation, how-
ever, limits the biotechnological use of microalgae, as it usually leads to growth arrest
and further stress reactions of the alga cell. Other approaches must be found to control
and manipulate the metabolism of algae in order to exploit the full biotechnological po-
tential of microalgae.

C. reinhardtii has been intensively studied as a model organism for microalgae [39, 40].
Therefore, there is already extensive knowledge about metabolic processes [41, 42, 43].
However, a thorough system-level understanding of the underlying regulatory mech-
anisms is missing. Regulation can occur at the DNA level, such as in transcriptional
regulation, or at the protein level, such as in protein modifications mediated by protein
interactions with other proteins. Most biological processes in a cell are controlled and
structured by the synergy of these interactions.

To improve the knowledge about cellular regulation, a systematic approach is needed
to describe PDIs and PPIs, which can be mapped in large networks to understand these
complex biological relationships. A global ORFeome of C. reinhardtii represents a re-
source that enables these proteomic studies. Accordingly, one goal of the thesis aims to
create the first genome-scale ORFeome for C. reinhardtii.

The next step is to create a TF collection from the ORFeome that will enable a large-scale
PDI screen, mapping transcriptional regulation relationships in C. reinhardtii, another
goal of this work. However, to perform a PDI screen, a selection of DNA promoter se-
quences representing the second element of the Y1H screen is required. To gain a global
understanding of the transcriptional regulatory processes in C. reinhardtii, all promoters
of C. reinhardtii TFs will be included in the selection of DNA sequences. In addition,
more profound insights into the transcriptional regulation of metabolic processes are
sought. Accordingly, additional promoters of metabolic genes will be added to the se-
lection of DNA sequences. The promoters of metabolic genes will be selected based
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on RNA-seq data and literature search. The RNA-seq data will be filtered for growth
conditions with altered nutrients, such as N and S depletion conditions, as these are
known to alter overall metabolism, e.g., leading to a reduction in photosynthesis and
an increased TAG accumulation in C. reinhardtii. The network could provide valuable
clues for the regulation of metabolic changes in C. reinhardtii.



2 Results

2.1 Generation of a C. reinhardtii ORFeome collection

For many model organisms, e.g., E. coli [198], S. cerevisiae [153], C. elegans [199], A. thaliana
[200], O. sativa [201], and H. sapiens [202, 160, 151], ORFeome collections are available
[196], which enable the expression of proteins in high-throughput functional genomics
assays, such as large-scale Y2H screens. The model organism C. reinhardtii lacks such
a resource, which prevents systematic functional studies for this important model. To-
wards the goal of my thesis to generate a systematic regulatory network map, it was
necessary to generate an ORFeome collection.

2.1.1 Overall cloning strategy

Due to the diversity of coding sequences studied in large-scale experiments, the neces-
sary high-throughput cloning requires a restriction-enzyme independent cloning sys-
tem. The Gateway cloning system is based on the site-specific recombination by which
bacteriophage Lambda integrates an ORF into a plasmid [203]. This system enables the
directional cloning of any ORF into a resource vector, a Gateway Entry plasmid, from
which it can be moved into expression vectors for any experimental system, using a
simple and generic enzymatic reaction [196, 204].

A high-throughput cloning pipeline consisting of a 2-stage polymerase chain reaction
(PCR) approach followed by a Gateway® cloning procedure was established (see Figure
2.1). In the 1st PCR, the ORF is amplified from a complex complementary DNA (cDNA)
library with gene-specific primers. In the 2nd PCR, Gateway® cloning sites are added to
the amplicon using general primers containing Gateway® recombination sites. After a
quality control by gel electrophoresis, the ORF is cloned into an Entry® vector using a
Gateway® recombination reaction followed by a final quality control using colony PCR
and sequence verification.

23
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Figure 2.1: Cloning pipeline
Cloning pipeline: ORF capturing in the 1st PCR. Gateway® recombination sites are added in the

2nd PCR. The ORF is cloned using a BP® cloning reaction into a Gateway® donor vector, followed by a
bacterial transformation in DH5α E.coli cells. A colony PCR confirms the cloning of the ORF into the Entry
vector. After DNA isolation, the cloned ORF is sequenced and processed according to further application.

2.1.2 Optimization of high-throughput C. reinhardtii
ORFeome cloning

Since many ORFs are to be cloned in parallel and the cloning conditions can not be ad-
justed for each individual ORF, the PCR condition must work reliably for the majority
of ORFs. 30 ORFs that span a size range from 700 bp to 3.0 kb were selected for the
initial optimization of the PCR conditions. PCR amplification for C. reinhardtii ORFs is
challenging due to the high GC content of 65 % in the C. reinhardtii genome [52]. There-
fore, it was first addressed how the choice of DNA polymerase affects the success rate,
specificity, and yield of C. reinhardtii ORF amplifications.

Six different polymerases were tested, namely PCRBIO Hifi polymerase, TaKaRa Taq
DNA polymerase, AmpliTag Gold®(TM) 360 polymerase, Q5®, High-Fidelity DNA
polymerase, Phusion® High Fidelity DNA polymerase and KOD Hot Start polymerase,
as these polymerases were reported to work with a broad range of GC-rich targets. Se-
lected results of seven different polymerases are displayed in Figure 2.2 a. Although
optimized for high GC content, two polymerases, i.e., PCRBIO Hifi polymerase and
TaKaRa Taq, could not amplify any of the ORFs tested. AmpliTag Gold®TM 360 poly-
merase and Q5® High-Fidelity DNA polymerase amplified fragments up to 1.0 kb,
which did not correspond to the correct length of the tested ORFs. The Phusion® High
Fidelity DNA polymerase could correctly amplify some of the amplicons but did not
achieve the performance of the KOD Hot Start Polymerase, which showed the best and
cleanest overall PCR success rate. However, even though the KOD Hot Start DNA poly-
merase performed best, additional parameters had to be modified to improve the PCR
yield. Therefore, the addition of PCR additives was tested.
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The addition of betaine has been reported to improve the PCR amplification and the
yield of GC-rich DNA sequences by reducing the formation of secondary structures
caused by GC-rich regions [205]. DMSO has been reported to have the same effect on
PCR amplification of GC-rich amplicons. In many protocols, using both reagents is rec-
ommended to increase the efficiency of PCR [206, 207, 208, 209]. The concentration of
Mg2+ also affects the polymerase performance and, thereby the PCR amplification. Mg2+

ions stabilize primer-template complexes and promote the catalytic activity of the DNA
polymerase. Thermostable DNA polymerases require Mg2+ ions as a cofactor during
the reaction process, which improves DNA amplification and thus allows better ampli-
fication of longer amplicons. However, an excessive amount of Mg2+ ions can reduce
accuracy and specificity of DNA polymerase and interfere with the complete denatu-
ration of DNA strands during amplification. Furthermore, too high Mg2+ levels can
affect the primer hybridization, causing the primers to anneal to incorrect sites on the
DNA template and consequently resulting in unwanted PCR products [210, 211, 212].
Hence, optimizing the Mg2+ concentration is necessary to achieve enhanced and correct
amplification of longer amplicons. As shown in Figure 2.2 b, the addition of betaine
(1.2 M) and DMSO (5 %) resulted in a significant increase in individual PCR amplicons
and yield. However, the overall amplification background also became higher, but this
decreased significantly in the second PCR. Therefore, the addition of betaine and DMSO
was considered better than the amplification without these additions.

An increased yield was achieved with MgSO4 concentration of 1.25 mM for ORFs small-
er than 1.5 kb and 1.5 mM for ORFs larger than 1.5 kb (see Figure 2.2 c). ORFs larger
than 4.0 kb were often amplified with artifacts, even with KOD Hot Start Polymerase.
Therefore, KOD Xtreme Hot Start DNA Polymerase was tested (see Figure 2.2 d), which
is designed for PCR applications of long stranded, challenging and highly GC-rich tem-
plates. KOD Xtreme Hot Start polymerase reduced unspecific amplification artifacts in
the 1st PCR and improved the amplification of long ORFs and, thus, also the subsequent
cloning reaction. 79.2 % of the first test ORFs were successfully cloned. Sequencing
confirmed the identity of the desired ORFs. Therefore, a high-throughput approach
was started using these optimized PCR conditions.
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Figure 2.2: PCR optimization
Optimization of PCR additives. Correct amplicon size or size range is marked with an asterisk. De-

tailed ORFs (1-16, A-H) for a-d and success rates for the different polymerases of a are listed in the
appendix in Table A.3 and A.4. a Comparison of different polymerases. The KOD Hot Start polymerase
(named KOD polymerase) performed best. Selected data shown. M: 1 kb ladder, polym.: polymerase; Q5
HF polym.: Q5 High-Fidelity DNA polymerase. b Differences of PCR amplification with and without the
addition of 1.2 M betaine and 5 % DMSO with KOD polymerase. ORF size range from 1,600 - 2,300 bp.
c Testing of different MgSO4 concentrations for ORFs < 1.5 kb and > 1.5 kb. d Amplification of ORFs
larger than 3.0 kb could be increased using KOD Xtreme polymerase.
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2.1.3 Over 50 % cloning success for C. reinhardtii ORFs

4,903 C. reinhardtii ORFs were selected for the first high-throughput cloning batch. This
test set was designed to prove the reliability of the PCR conditions and cloning pipeline.
The 4,903 ORFs include genes like enzymes, transporters, metabolic polypeptides, ki-
nases, transcription factors, regulatory proteins, and cytoskeletal and motor proteins.
They were selected based on their gene model annotation in version v5.5 and v4.3 of
the databases KEGG, COG, Pfam, GO, EC, and PANTHER [52, 54, 213]. The lengths
of the 4,903 ORFs differ widely. Therefore, they were divided into four categories ac-
cording to their size to ensure a parallel procession of multiple samples (see Table 4.4 in
chapter 4).

The success rate of the 1st PCR of the 4,903 ORFs was 59.2 % for amplicons with the
expected size, in total 2,905 ORFs. An additional 14.1 % of PCR amplicons, in total 693
ORFs, were larger or smaller than expected. Out of 4,903 starting ORFs, 4,158 ORFs
were further processed in the cloning pipeline to save resources. The 2nd PCR resulted
in 53.6 % of amplicons with the correct size, in total 2,228 ORFs. An additional 4.7 % of
amplicons could be amplified with a different size than expected. The PCR success rates
varied among the four size categories, with lower success rates for larger ORF sizes (see
Figure A.1 in the appendix). This was expected as the Gateway ® cloning success rate
decreases with increasing ORF length [202].

The cloned ORFs may carry mutations that arose during PCR amplification. In addition,
after recombination, the clones may also contain an empty Gateway® donor vector in
which the toxic ccdB gene that normally prevents growth of the empty vector clone is
no longer functional due to a mutation or the insertion of a PCR artifact [196, 203, 204].
Therefore, the 4,062 ORFs were sent for NGS to verify the full-length ORF sequence.
The full-length sequence was verified for 2,309 of 4,158 ORFs. This corresponds to an
overall success rate of 55.5 %, a considerably good result according to the literature.
Thus, the high-throughput cloning attempt was successful. Nevertheless, it was ob-
served that the cloning BP reaction in the first cloning set did not always work reliably
despite good amplification in the 2nd PCR. Therefore, a PCR purification was tested to
determine whether components of the PCR mix affected the cloning reaction. At the
same time, sequencing of the miscloned plasmids revealed that short primer dimers
were cloned into the plasmid. The PCR purification removed interfering PCR artifacts,
such as primer dimers from the PCR mixture, which could improve cloning efficiency.
Hence, a purification step after the 2nd PCR was introduced to the cloning pipeline for
further experiments.

Based on this first successful high-throughput cloning, the cloning of the entire ORF
collection was planned. Primers had to be designed for the remaining ORFs to clone a
complete ORFeome. Successful primer design requires an accurate gene model. There-
fore, Dr. Yang Jae Kang, a colleague, used an existing dataset of paired-end, stranded
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RNA-seq data [138] to validate gene models of all 17,741 protein-coding genes of C. rein-
hardtii using intrinsic features and comparisons to the much better annotated genome
of A. thaliana. Distinct differences appeared by comparison of the intergenic regions
and the coding sequences (CDS) length. The average length of the intergenic region in
C. reinhardtii is much shorter than in A. thaliana. A comparison of CDS length distribu-
tion showed that C. reinhardtii contains more genes with a long CDS than A. thaliana.

Additionally, the algorithm suggested some isoforms or new transcript variants. There-
fore, in close collaboration with Dr. Yang Jae Kang, an evaluation scheme for existing
gene model annotations was developed based on four criteria extracted from RNA-
seq data. These criteria were, first, whether poly-A tail information was available for
a transcript. Second, if RNA-seq reads cover the gene model well. Third, if the gene
model was conserved among the species, and fourth if the gene transcript could be re-
constructed de novo from the RNA-seq data (see Figure 2.3 a). Transcripts with a high
score in this model showed a higher validation rate by PCR than transcripts with less
RNA-seq evidence (see Figure 2.3 b). Furthermore, 54 transcripts and splice isoforms
originally differently designated were identified and validated by comparing the se-
quencing data of the first cloning set with the newly developed algorithm. This result
demonstrates that not all genes in C. reinhardtii are well annotated and that some iso-
forms seem to be cloned easier than the annotated gene version.

After reviewing the genome annotation, a primer set for additional 10,631 ORFs was
designed. This represents the second cloning set. Primers with defined properties (see
section 4.2.4) could not be designed for 2,584 genes. Hence, these genes were excluded
from the selection. The extended set of 10,631 ORFs was processed similarly to the first
set except for two steps. First, the quality control for the 1st PCR was reduced due to
the similar amplification results in the 1st and 2nd PCR of the first cloning set. Not all
amplicons of the 1st PCR were evaluated by gel analysis, but only individual strips. The
second PCR was analyzed thoroughly and completely by gel analysis. This reduction
saved a considerable amount of time during the process. Second, the already mentioned
PCR purification was applied for all ORFs in this second set. In total, 49.3 % of 10,667
ORFs (5,256) could be amplified with the expected size in the 2nd PCR. Additionally,
14.3 % of amplicons smaller or larger than expected were amplified (1,525) (see Figure
2.4 a). Similar to the first ORF set, cloning success highly depended on the ORF length.

Due to the high sequencing cost, not all samples could be Sanger sequenced. In ad-
dition, the company seqWell, which NGS sequenced the ORFs of the first cloning set,
discontinued its sequencing service. Therefore, not all Entry® clones of the second set
were full-length sequenced. Nevertheless, a Sanger sequencing quality control was per-
formed for a subset of processed ORFs. The isolated plasmid DNA of eight ORFs of
24 out of 117 randomly selected 96-well plates were Sanger sequenced. For 22 out of
24 investigated microtiter plates, the sequencing results were analogous to the 2nd PCR
amplification results and confirmed successful cloned ORFs. This corresponds to the
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observation from the first 4,158 ORFs, where the sequencing results also confirmed the
2nd PCR results. In addition, 2,710 ORFs could be verified by full-length NGS sequenc-
ing.
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Figure 2.3: Gene model analysis
a Venn diagram of the number of transcripts supported by different evidence extracted from RNA-seq

data. b PCR success rate of an ORF according to evidence number from RNA-seq data. Graph designed
by Dr. Yang Jae Kang.

2.1.4 Higher cloning success rate for more abundant genes

The ORFs were PCR amplified using extracted mRNA converted into cDNA. This leads
to the hypothesis that highly expressed genes are cloned with a higher success rate than
lower expressed genes because the mRNA level of a transcript is crucial for the cDNA
concentration of this transcript in the PCR mix. Hence, the general gene expression of
3,000 randomly picked C. reinhardtii genes was compared to 3,000 cloned genes. Figure
2.4 b shows that the cloned genes are significantly higher expressed than the randomly
selected genes. That suits our expectations and reflects the previously reported success
rates of other ORFeome projects [201].

The gene model analysis revealed a different CDS length distribution concerning larger
ORFs in C. reinhardtii than in A. thaliana. Based on this result, the question arose whether
the cloned ORFs correspond to the general CDS length distribution of C. reinhardtii
genes or whether some gene lengths are overrepresented in the ORFeome. Therefore,
all cloned ORFs were compared in length with all annotated C. reinhardtii genes. Most
of the cloned genes have CDS lengths between 150 to 2.5 kb, but 679 ORFs larger than
4.0 kb were also successfully cloned. Figure 2.4 c shows that the cloned ORFs corre-
spond to the overall CDS length distribution of C. reinhardtii genes and fits the assump-
tion that the larger the ORF, the lower the cloning efficiency.
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2.1.5 Sequenced ORF library in BFG-Y2H vectors

The Gateway Entry® clones of the first and second cloning sets were consolidated to
facilitate their processing in further experiments. One such application is a binary Y2H
assay. The BFG-Y2H method uses deep sequencing to improve the identification of PPIs
in pools [156]. It enables screening of a whole matrix of protein pairs in a single multi-
plexed yeast pool, thereby increasing the screen’s efficiency. To perform the Y2H assay,
the examined ORFs must be present in at least one of two fusion reporter vectors (AD or
DB destination vector). Therefore, 8,627 ORFs that scored positively in the 2nd PCR were
selected to be cloned into BFG-Y2H destination vectors. DNA extracted from all Entry®
clones was divided into eight DNA pools, each containing the DNA of approximately
1.100 ORFs. Each DNA pool was used for one en masse cloning reaction, resulting in
eight en masse reactions with AD (activation domain) destination plasmids and eight en
masse cloning reactions with DB (DNA binding domain) destination plasmids.

After the bacterial transformation of the cloning reaction, a twofold oversampling was
performed for AD and DB destination vectors to capture, in the best case, each ORF
with two different DNA barcode sets. Single colonies were picked and arrayed into
96-well microtiter plates. A colony-PCR was performed with barcoded labeled primers
to identify the ORFs. Next-generation sequencing (NGS) identified 4,735 out of 8,627
ORFs (54.9 %) in either AD or DB destination vectors. 3,590 ORFs were identified as
AD-fusion destination vectors and 3,648 ORFs as DB-fusion destination vectors. The
number of identified ORFs cloned into the BFG-Y2H destination vectors after en masse
LR was far lower than expected. Here, a twofold oversampling was performed and
the en masse LR was not repeated. Yachie et al. demonstrated that a fourfold oversam-
pling with multiple rounds of cherry-picking leads to a higher cloning success rate [156].
Thus, more ORFs could be cloned by repeating the colony picking and the en masse LR
for missing ORFs. Nevertheless, these vectors are ready to be used in an upcoming Y2H
screen that was outside the scope of this work.

The C. reinhardtii ORFeome cloning resulted in a consolidated Gateway® Entry clone
collection of 8,627 ORFs plus 3,590 ORFs cloned into BFG-Y2H AD-fusion destination
vectors and 3,648 ORFs cloned into the BFG-Y2H DB-fusion destination vectors. The
generated ORFeome collection is the first broad collection of C. reinhardtii ORFs and
represents a highly beneficial resource for the C. reinhardtii community.

2.2 Gene regulatory network

This comprehensive ORFeome collection of C. reinhardtii builds the foundation for my
further work. A large-scale PDI network reflects the global structure of transcriptional
connectivity, the regulatory and hierarchical composition of TFs and how they con-
trol biological processes in a cell [164, 165, 166, 167]. For such a comprehensive high-
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throughput PDI approach, a TF and promoter bait collection are required to screen a
high number of TFs against a large set of promoters in parallel. The TF collection could
be assembled as most of the C. reinhardtii TFs were part of the ORFeome cloning at-
tempt. Together with a selection of DNA promoters the first experimental-based gene
regulatory network of C. reinhardtii was generated.

2.2.1 Consolidation of C. reinhardtii transcription factors and regula-
tors

To assemble a C. reinhardtii TF collection, all available TF and TR information from the
two plant TF databases ’PlantTFDB’ and ’PlnTFDB’ [214, 215, 216, 217, 123, 218] were
extracted and combined. In addition, C. reinhardtii orthologues of A. thaliana TFs (2,296)
were identified, extracted, and included in the selection. In total, 475 C. reinhardtii TFs
and TRs were defined. They are grouped into 61 families, of which 19 are singletons.
An overview of all defined TFs and the assigned names are listed in Table A.5 in the ap-
pendix. Since many TFs are not yet fully annotated, I assigned names to the TFs present
in the PDI screen that correspond to their respective DNA-binding domain or TF family.
Figure 2.5 displays all TFs according to their assigned families. Their CDS length varies
between 200 bp to 20 kb.
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Figure 2.5: Summary of C. reinhardtii TFs and TRs
All defined C. reinhardtii TFs and TRs split by their TF family or TR group allocation (61 in total). 12

TF families with two independent candidates and 19 TF families with only one candidate are shown in
abbreviated form due to space limitations. An extended TF list can be found in the appendix.

TF cloning was challenging, with 195 of 475 TFs having a CDS length larger than 3.0 kb
and many GC-rich repeats. 161 C. reinhardtii TFs were cloned and could be extracted
from the ORFeome collection. To expand the scope of the TF collection, the missing
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genes were commercially synthesized. Only TFs with a CDS length of up to 3.2 kb could
be selected for gene synthesis, as this was the maximum possible synthesis length that
Twist Bioscience could synthesize at that time. Longer TFs are missing in the final collec-
tion of synthesized TFs. GC-rich repeats and repetitive sequences in the TFs sequences
hampered gene synthesis of the remaining TFs. However, after codon optimization
for yeast, 96 additional TFs were synthesized. A total of 241 unique TFs, representing
50.8 % of all putative C. reinhardtii TFs and TRs, were transformed into yeast. Since TFs
can also bind non-specifically to vector DNA, an auto-activation screen was performed
to exclude these TFs before the actual screening (see section 4.2.19). 220 TFs remained
for the Y1H screening after 21 auto-activating TFs were excluded. They represent 46.3 %
of all characterized and putative C. reinhardtii TFs.

2.2.2 Promoter selection and cloning

The DNA bait collection was chosen to address two biological questions:
First, which TFs regulate other TFs, and how is this regulatory TF network structured?
Second, can this Y1H screen identify general regulators of lipid metabolism, particu-
larly of stress-adaptive metabolism in nutrient deficiency in C. reinhardtii?

To answer the first question, all promoters of the consolidated TFs and TRs, in total 475,
were included in the promoter selection. In addition, around 400 candidate genes were
preselected to address whether general regulators of lipid and primary metabolism can
be found. Two criteria defined these candidate genes. First, the genes were associated in
the literature with lipid metabolism, lipid remodeling, and metabolism remodeling dur-
ing nitrogen and sulfur deprivation. Second, the gene expression profiles of these genes
were analyzed using the RNA-seq data set of Ngan et al. [138]. Ngan et al. performed
a deep RNA-seq analysis throughout the course of N- and S depletion up to 48 h af-
ter starvation. Under these conditions, lipid accumulation is induced and pronounced.
They performed a chromatin signature and transcriptomic analysis to decipher the reg-
ulation of lipid biosynthesis in C. reinhardtii [138]. All preselected candidate genes that
showed a log2 fold change alteration in the time series of sixteen time points during N-
or S-deprivation in the study of Ngan et al. were included in the promoter selection. In
total, 139 candidate genes were chosen for cloning.

The 475 promoter regions of the TFs and TRs and the 139 promoter regions for candi-
date genes of the stress-involved deprivation metabolism, add up to a final number of
614 promoters. These promoters represent the Y1H baits and were used for bait cloning
(see Figure 2.7 a). Since previous Y1H studies reported that different promoter lengths
function in the Y1H screen (see Table 3.1), the question of the suitable promoter length
for C. reinhardtii arose. Yu et al. showed that the positional distribution of transcription
factor binding sites (TFBS) of A. thaliana lies in the regions from -1.000 bp to +200 bp to
the transcription start side (TSS) [219]. Furthermore, Scranton et al. designed synthetic
promoters capable of driving robust gene expression in C.reinhardtii with a promoter
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region of -1.000 bp and +50 bp [220]. Accordingly, in this study, promoter regions were
defined as DNA sequences that were +1.000 bp upstream and +100 bp downstream of
the annotated TSS of the selected genes.

472 promoters (76 %) could be successfully amplified in the first and second PCR. Pro-
moter PCR amplicons were Gateway® cloned into the pDONR P4-P1R vector (Entry
vector) and afterwards upstream of the HIS3 reporter gene into the pMW#2 vector, rep-
resenting the destination and reporter vector for Y1H screenings. The correct sequence
was confirmed by Sanger sequencing. The cloning efficiency of this reaction was much
lower than the previously described cloning into the pDONR223 vector. Most likely due
to the different attP sites present in the pDONR P4-P1R vector. Up to four individual
colonies were picked for each promoter construct to increase the low cloning efficiency.
Cloning efficiency could be further improved by picking more colonies for each pro-
moter construct.

340 promoter constructs were successfully cloned into the pMW#2 vector and verified
by sequencing. The vectors were linearized by restriction enzymes, followed by a ran-
domized integration into the yeast genome to generate chromatinized DNA-bait strains.
Since the promoter fragments are 1.100 bp long and randomly integrated into the yeast
genome, they may also contain binding elements to which yeast TFs could bind and
trigger transcription of the reporter. Therefore, all DNA baits were tested for auto-
activation. 37 DNA promoters showed auto-activation during the self-activation test.
These promoter bait strains were excluded from the upcoming experiments. 303 of 340
DNA promoter bait strains remained for the primary screening. 220 DNA bait strains
contained TF promoters, and 83 DNA bait strains contained promoters of structural
genes.

2.2.3 Primary Y1H pool screening identified 503 interactions

The high number of 303 promoters and the TF collection of 220 TFs resulted in an ex-
tensive screening matrix. State of the art Y1H studies uses the enhanced Y1H (eY1H)
method for their Y1H studies. eY1H works with a high-density format, where a robotic
platform arrays 1.536 yeast spots on one plate [193]. This eY1H approach was not pos-
sible for this study. Hence, a different high-throughput Y1H approach was developed.

A major difference between the developed approach and the published eY1H method
is the cultivation of the yeast strains in liquid media during the procedure. This enables
the usage of a Tecan Fluent liquid handling robot and an easy and reliable transfer of TF
prey and DNA promoter bait strains. However, this resulted in the necessity to adapt
the experimental Y1H pipeline. As indicated in Figure 2.7 b, prey and bait yeast strains
were mated in yeast extract peptone dextrose (YEPD) and afterward double selected for
diploid yeast cells in SC - His - Trp (SC-H-W) minimal media. This double selection is
different from eY1H but was necessary due to the liquid media cultivation setup. After
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one selection round, some haploid yeast cells still survived and could falsify the result.
After a second selection round, all haploid cells were eliminated, and only diploid yeast
cells were present in the medium.

To efficiently screen all promoters against all TFs and to save resources, the Y1H screen
was divided into two parts: the primary screening and the verification screening. The
primary screening is a pre-screening followed by a 4-fold one-by-one verification screen-
ing.

It has been previously reported that TFs from the same TF family that are structurally
related often bind to similar DNA-binding motifs [221]. Therefore, all 220 TFs were
subdivided into 16 TF mini pools according to their TF family affiliation. 13-20 TF yeast
strains of a particular TF family were mixed in one TF mini pool. Then, all 16 TF mini
pools were tested against all 303 DNA promoter bait strains. This distribution in dif-
ferent mini pools should minimize competitive effects between TFs from different TF
families. Furthermore, it increases the possibility of finding multiple individual inter-
actions of different TFs of one family after only one primary interaction of the TF mini
pool.

For practical reasons, the 220 TF DNA promoter strains were screened first, followed
by the 83 structural gene promoter strains. Figure 2.7 c shows one example of a yeast
readout plate of the primary screening. Eight DNA promoter baits (A-H) are mated
against TF mini pools 1-8 and an AD-GFP control yeast strain (column 9 and 10). The
AD-GFP control yeast strain expresses an AD-GFP fusion protein instead of an AD-TF
fusion protein. This negative control defines the mating background for each DNA pro-
moter bait strain on the readout plate. A primary interaction was counted when yeast
colony growth was detected for one TF mini pool with a DNA promoter bait and the
associated negative controls showed no growth.

682 protein-DNA interactions could be detected in the primary screening of 16 TF pools
against 220 TF promoter bait strains. The interactions, shown in Table 2.1, are allocated
to the 16 TF pools. Three TF pools (pool numbers 1, 10, and 14) showed very strong
yeast colony growth with a majority of DNA promoter bait strains. For TF pool 1, 150;
for TF mini pool 10, 184; for TF mini pool 14, 145 positive primary interactions were
detected.

Table 2.1: Interactions found in the primary screening of 220 TF promoter baits

TF mini pool 1 2 3 4 5 6 7 8
PDIs 150 (6) 5 8 15 27 97 2 33

TF mini pool 9 10 11 12 13 14 15 16
PDIs 2 184 (16) 3 6 1 145 (15) 3 1
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Table 2.2: Interactions found in the primary screening of 83 structural gene promoter
baits

TF mini pool 1 2 3 4 5 6 7 8
INT 8 6 35 11 23 25 7 35

TF mini pool 9 10 11 12 13 14 15 16
INT 12 11 12 54 7 6 17 31

The increased number of primary interactions compared to the other 13 TF pools sug-
gests that these three TF mini pools contain one or two auto-activating TFs. It suggests
that these TFs bind unspecifically to the bait vector backbone and were not detected in
the previously performed auto-activation screen. Therefore, the auto-activator screen
was repeated and confirmed the suspicion. 7 TFs were identified as auto-activators and
eliminated from the screen. New TF mini pools were prepared and used for further
primary screens. 240 primary interactions remained for the TF promoters after remov-
ing the auto-activators and screening the baits again against the three new TF pools 1,
10, and 14. 300 primary pool interactions could be detected in the primary screening
of 83 structural gene promoter bait strains, shown in Table 2.2. In total, 540 primary
interactions were identified in the primary screening.

2.2.4 Verification screen confirmed 1.451 interactions

Each primary interaction was tested in a 4-fold one-by-one verification screen in which
all individual TFs included in one TF mini pool were screened one-by-one against the
specific DNA promoter bait in four replicates. Figure 2.7 d shows one yeast verification
screen readout plate. Strict criteria for the readout were used to minimize the number
of false positives. An interaction was only counted if it occurred in at least three repeats,
and the mating control plate (see Figure A.2 in the appendix) indicated a positive mat-
ing, plus, the negative and positive controls met the expectations (see section 4.2.20.1).

In total, 1.451 interactions between 142 TFs and 200 DNA promoter baits were identified
in the one-by-one verification Y1H screen. Interactions were revealed for 64.5 % of the
studied TFs with 66.0 % of the investigated promoters. The identification of PDIs for
66.0 % of promoters is below expectations from reported studies. One reason for this
could be the immense size of promoter samples, which made a systematic retesting of
individual DNA promoter strains in the primary screening impossible. However, find-
ing interactions for 64.5 % of TFs is higher than expected.

Y1H can only detect interactions of monomeric or homodimeric TFs [122]. Furthermore,
several TFs need post-translational modifications to bind DNA, and thus limiting the
Y1H assay [168, 192]. To address the question of whether a particular TF family does
not interact at all in the Y1H screen, a comparison of TFs transformed in yeast and
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TFs interacted in the screen was performed. Figure 2.6 shows the comparison of TFs
transformed in yeast and TFs that interacted in the Y1H screen. It is obvious that not all
TFs interacted, but that members of most TF families were found as interactors in the
screen and that the dropout of TFs from different families is homogeneous, indicating
that the Y1H system does not have an inherent preference for or against certain types of
TFs. Finding PDIs for 142 TFs represent DNA-binding evidence for approximately 30 %
of all annotated C. reinhardtii TFs, an excellent coverage [168, 222].
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Figure 2.6: C. reinhardtii TFs and TRs transformed into yeast and Y1H interactors
Black bars are the TF and TRs defined in C. reinhardtii. Blue bars represent the TFs and TRs cloned

and screened in the Y1H screen. Yellow bars indicate the number of TFs and TRs that interacted with
promoters in the PDI screen. Surprisingly, almost all TF families and TR groups interacted in the Y1H
screen.

A saturation assay was performed to assess the sampling sensitivity of the primary
screening, since no single assay can detect every interaction [223]. It provides informa-
tion on how many interactions the assay can detect. Therefore, a subset of 48 baits was
randomly chosen and tested against all 16 TF mini pools. This experiment was repeated
in four independent repeats. Afterward, the found interactions were compared and a
saturation model was calculated (see Figure 2.7 e). The model revealed that about 50 %
of all interactions could be found after four repeats. The primary screening performed
with all DNA baits identified 34 % of interactions. Many possible interactions could
be uncovered by repeating the primary screening. The Y1H PDIs were mapped into a
network, the first experimental-based large-scale PDI network for C. reinhardtii.
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Figure 2.7: Y1H assay setup
a Description of Y1H prey and baits. b Experimental Y1H pipeline based on liquid cultures. The

yeast cultures are grown in 96-well microtiter plates. The prey and bait strains are mated in YEPD and
selected twice in SC-His-Trp media. If a PDI occurs the diploid yeast can survive on SC-His-Trp +3AT
readout plates. Adapted from [224]. c A cut-out of one yeast readout plate of the primary screening.
The plate contains 8 DNA promoter baits mated against the TF mini pools 1-8. Positive interactions are
marked with a green square. The controls are framed in an orange rectangle. Positive controls in column
11 are supposed to grow, negative controls not. Columns 9 and 10 contain the AD-GFP control yeast
strain that defines the background of the mating. d The picture shows a cut-out of a verification yeast
readout plate of the TF mini pool 5 with DNA promoter of Cre14.g621050. An interaction was counted
when it was present in three repeats. The blue rectangle highlights the four different repeats. e Sample
sensitivity model: black bars represent the verified interactions of the four saturation assay repeats. The
black dashed line shows the screen saturation model based on four repeats. f Venn diagram shows the
PDI overlap of all found interactions of six C. reinhardtii TFs in Y1H and PampDAP-seq.
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2.2.5 PampDAP-seq validated PDIs for six C. reinhardtii TFs

A second orthogonal test is required to determine the quality of the network. Therefore,
a modified ampDAP-seq experiment was performed as biophysical validation to evalu-
ate the quality of the detected Y1H interactions. DAP-seq is an in vitro TF-DNA binding
assay that detects TF binding sites in genomic DNA with in vivo expressed TFs [190].
The modified DAP-seq version ampDAP-seq uses a PCR-amplified genomic DNA li-
brary as a template for the TF-binding. Here, ampDAP-seq was further modified. The
DNA promoter sequences cloned for the Y1H screen were PCR amplified and used for
the DNA library preparation. A detailed description of the DNA library preparation
is displayed in section 4.2.24.1. Hereafter, the method is referred to as PampDAP-seq,
promoter PCR amplified DAP-seq. It is characterized by the fact that PCR amplified
promoter sequences were sonicated and subsequently tagmented to minimize the size
of the fragments. Afterward, all fragments bound by a given affinity-purified TF were
NGS-sequenced and analyzed. Enriched DNA fragments can be identified by mapping
the NGS reads to the reference sequences of the used promoters. The pile-up of DNA
fragments enriched on a specific DNA position is called a peak. Identified peaks repre-
sent a PDI of a particular TF with a promoter sequence. The computational pipeline for
peak detection and analysis was developed by my colleague Dr. Chung-Wen Lin, and
is described in section 4.2.24.3.

Initially, 25 TFs were selected, depending on their outdegree within the regulatory net-
work, to be tested by PampDAP-seq. 19 of the 25 TFs have been successfully cloned
into the expression vector pGEX6 (further described in section 4.1.3). Ten TFs could
be expressed, purified, and processed in the PampDAP-seq experiment. Peaks in two
biological replicates were identified for six out of ten TFs tested. Two additional TF
proteins showed peaks only in one replicate and were therefore excluded from further
analysis. In summary, 320 unique PDIs were detected for six TFs in PampDAP-seq.

For yeast-driven experiments, the detection profiles of two assays are different in most
cases [223]. Consequently, the profile of interactions detected by two different assays
will only partially overlap. By comparing the PDIs of Y1H and PampDAP-seq, an over-
lap of 23.8 % was identified, supporting the Y1H-binding results (see Figure 2.7 f). The
PDI overlap and the PDI interactions are listed in Table A.9 in the appendix.

Given the lack of previously reported Y1H studies compared with DAP-seq, a compari-
son of previously reported ChIP-seq and eY1H data was performed to relate the results
to other regulatory networks. The PDI overlap of this study is of the same magnitude
as other previous studies and even a bit higher. A fisher test was performed to show the
significance of the overlap between the Y1H and PampDAP-seq data. The fisher test re-
sulted in a non-significant p-value of 0.11 for the overlap, which could be explained by
a subsequent power analysis showing that the experiment was underpowered due to
the insufficient sample size in PampDAP-seq. Even if the overlap is not significant, the
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validation rate is similar to previously PDIs reported in the literature and underscores
the high quality of the detected PDIs.

2.2.6 Analysis of the network structure

This C. reinhardtii GRN displays interactions between 303 interaction partners (see Fig-
ure 2.8) and dramatically expands the number of known DNA binding evidence for
C. reinhardtii TFs. The network is directed, i.e., connections between nodes are direc-
tional. In contrast, Y2H networks are undirected networks. Connected nodes in a Y2H
network are proteins interacting with each other. In contrast, connected nodes in a Y1H
network represent TFs, the active part of the network that binds to other nodes, which
represent DNA sequences, the targeted element in the network. This results in a differ-
ent topology. The outgoing connections of a TF to DNA promoters are described as the
outdegree of this TF. Indegree is the opposite, the number of interactions directed to a
node. The edge count represents the sum of the out- and indegree of every node. Here,
the GRN comprises a special characteristic; it contains promoters of TFs, which are also
present as active proteins in the screen. This experimental feature will help to reveal
the transcriptional structure of these TFs and how they regulate other TFs. 89 TFs are
only present as promoters and not as active TFs. Hence, they have an outdegree of zero
because they can not target other promoters. The network in Figure 2.8 is structured
according to the TF outdegree. Figure A.5 in the appendix shows the network with all
annotated and assigned names.

The lowest layer of the network is composed of the promoters since their outdegree is
zero. TFs that interact with one to nine promoters are shown in the layer above the
promoters with an outdegree of zero and represent the third layer in the network. 69
TFs interact with one or two promoters (see Figure 2.9). Another 45 TFs interact with
three to nine promoters. These 114 TFs account for 19.9 % of interactions and could
represent specialized TFs that regulate the gene expression of only a few target genes
or performed poorly in the Y1H screen. The second layer represents TFs with an out-
degree between 10 - 24. They account for 13.4 % of interactions. These TFs are already
well-connected and seem to represent a middle layer in the network. 15 TF comprise
the highest level of the network. They form 66.7 % of all interactions in the network.
TFs with the highest outdegree are the following:

Six TFs belong to the zinc finger family, but subdivide into four C3H zinc finger TFs
(Cre06.g250950, Cre10.g460400, Cre04.g231124, Cre06.g278136) and two C2H2 zinc fin-
ger TFs (NFXL1 (Cre17.g696300), Cre12.g538801). Further, three basic leucine zipper
(bZIP) domain TFs, BLZ1 (Cre13.g590350), BLZ5 (Cre07.g321550), and Cre07.g344668;
two MYB/MYB-like TFs, called MYB_9, (Cre03.g144907) and LRL1 (lipid remodeling
regulator 1, Cre03.g197100); one unannotated TF, called MS_1, (Cre10.g450500); one
forkhead-associated (FHA) domain TF CGL86 (Cre12Fang.g534450)); one basic helix-
loop-helix (bHLH) domain TF, called bHLH_6 (Cre16.g667150), and one tumor necrosis
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factor receptor-associated factor (TRAF) TF, called TRAF_19 (Cre04.g219600) are part of
this hierarchical layer.

Based on previous studies, the top outdegree scorers, known as hubs, can be consid-
ered as important ’regulators’, whereas nodes with a high indegree represent promis-
ing ’modulator’ candidates [225, 226]. Hubs usually play essential roles in the networks
and fulfill critical functions in the biological context of the examined organism [160].
The studied promoters showed interactions with 1-40 TFs, of which 84.5 % are targeted
by more than two TFs.

Interestingly, 31 % of promoters are targeted by six or seven different TFs. 82.3 % of
these promoters belong to TFs (51 of 62), and only 11 promoters are from structural
genes. This strengthens the assumption that C. reinhardtii has a middle layer of TFs that
are very well connected with other TFs but do not represent large hubs. It could reflect
the convergence of several regulation strands merged in the targeted promoter. It could
be a fine-tuning effect, concentrating the incoming signal from different TFs to respond
precisely to a specific event.

The known stress-associated TFs Lesion Simulation Disease Resistance 1 (LSD1) [227]
and Radical-induced cell death 1 (RCD1) [228] are part of these TF promoters, which
are targeted by more than six other TFs. Two other stress-associated TFs are the heat-
shock TF HSF2 and a cold-shock domain containing protein named CSD_2. Seven of
nine promoters of Gcn5-related N-acetyltransferases (GNAT), which represent histone
acetyltransferases, are also part of this middle-layer. These examples support the hy-
pothesis that different signal strands converge in one TF.

For previous networks, it has been shown that most biological networks are scale-free,
not randomly distributed, and follow a power-law distribution [229]. Therefore, the
edge count and the out-and-indegree distribution were tested for their distribution be-
havior. All three are not normally distributed (tested with the Kolmogorov-Smirnov
test). They follow a power law distribution, but the network does not have the power
to show significance due to the relatively low node number.
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Figure 2.8: C. reinhardtii’s gene regulatory network
C. reinhardtii GRN represents all found Y1H PDIs. The network is structured according to the TF

outdegree. TFs are shown as circles, promoters as squares, and interaction partners that function as
promoter and TF are shown as hexagons. The assigned colors are designated to the different GO groups.
Network was analyzed and displayed by using Cytoscape [230]. 1: Cre07.g334150, 2: Cre10.g425100.
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Figure 2.9: Network attributes
a Edge count distribution b Outdegree distribution c Indegree distribution d Count of promoters for

each GO group e Count of PDIs for each GO group f Count of TFs targeting promoters of a certain GO
group g Count of TFs corresponding to their interaction profile with multiple GO groups.
Classified GO group terms: A: Amino acid metabolism; B: Carbohydrate metabolism; C: Cell cycle; D:
Cell signaling; E: Chromatin organization; F: Cytoskeleton; G: DNA repair; H: Lipid metabolism; I: Ni-
trogen metabolism; J: Oxidative phosphorylation; K: Photosynthesis; L: Protein modification; M: RNA
processing; N:Stress response; O: Translation; P: Transport; Q: Development; R: Unclassified

2.2.7 GO group analysis of network partners

To analyze the functional relationships within the regulatory network, it is crucial to
know the biological function or the process in which the interaction partner is involved.
Therefore, all 303 interaction partners were manually assigned to Gene Ontology (GO)
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Table 2.3: GO terms

• amino acid metabolism • DNA repair • protein modification
• carbohydrate metabolism • development • RNA processing
• cell cycle • lipid metabolism • stress response
• cell signaling • nitrogen metabolism • translation
• chromatin organization • oxidative phosphorylation • transport
• cytoskeleton • photosynthesis • unclassified

Biological Process (BP) terms [231, 232]. Further description of the GO dedication is
stated in section 4.2.25. The GO terms of the interaction partners were grouped into
18 functional GO groups as multiple GO terms describe similar biological functions or
categories (see Table 2.3).

Some genes in the screen are assigned to two or three GO terms, e.g., GPX5, which
is assigned to ’lipid metabolism’ and ’stress response’. GPX5 is essential in oxidative
stress homeostasis during lipid biosynthesis and belongs to both GO terms. However,
113 TFs in the screen could not be grouped in any GO group because they have no
known functional or metabolism-associated annotations. They were labeled as ’unclas-
sified’. The network attributes corresponding to the different GO groups were analyzed
to determine whether some TFs bind only promoters of single biological functions or
multiple metabolic areas (see Figure 2.9). Therefore, all TF-promoter interactions were
also assigned to their respective GO term. Plot d of Figure 2.9 shows the number of
promoters belonging to the different GO terms. The number of gene promoters clas-
sified as ’lipid metabolism’ and ’unclassified’ is higher than the number of promoters
that belong to other GO groups. One explanation is that the promoter selection primar-
ily included promoters of all C. reinhardtii TFs, also carrying uncharacterized TFs and
promoters of genes involved in overall lipid metabolism. Plot e in Figure 2.9 visualizes
the total number of interactions found in the Y1H screen. A general positive correlation
exists between the number of interactions and the number of promoters screened for
each functional group except for promoters of genes assigned to the GO term protein
modification. Figure 2.9 f shows the number of TFs that target promoters of a specific
GO term. There is a trend that many TFs are targeting promoters of the lipid, carbo-
hydrate, and nitrogen metabolism, photosynthesis, and stress-response related genes in
this screen (see Figure 2.9 f).

72.5 % of TFs in the network bind to promoters of two or more GO groups, meaning
that only 27.5 % of TFs bind to promoters of genes within one GO group. In addition, it
was observed that C. reinhardtii TFs are strongly interconnected, and multiple TFs can
bind to the same promoter. This indicates that C. reinhardtii’s primary metabolism is
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mediated by interconnected transcriptional regulation. It suggests that TFs regulate the
gene expression of multiple genes in different metabolic processes to coordinate these
interdependent processes. It allows more precise regulation of the promoter gene and
an adaptation to different environmental circumstances.

2.2.8 Identifications of regulator candidates in C. reinhardtii

To identify key TFs regulating C. reinhardtii’s primary metabolism, particular lipid me-
tabolism, 83 promoters of enzyme-coding genes involved in lipid metabolism, photo-
synthesis, amino acid-, carbohydrate-, and nitrogen metabolism were screened against
all 220 cloned TFs. As indicated, nodes with high out- or indegree represent promising
regulator candidates in a network [225, 226]. Eleven promoters were targeted by more
than 19 TFs, ranking them the most targeted promoters in the Y1H screen (95th per-
centile). Several of these highly targeted promoters belong to well-studied genes (see
Table 2.4).

Table 2.4: Highly targeted promoters in the Y1H

Promoter Indegree Gene ID Description
NRR1 23 Cre16.g673250 Known key regulator (TF) involved in

TAG accumulation during N-starvation
stress response [74].

FBP4 25 Cre16.g652150 Encodes for fructose-2,6-
bisphosphatase/ 6-phosphofructo-
2-kinase. This bifunctional enzyme
regulates the fructose-2,6-bisphosphate
concentration in the cell by catalyzing
the formation and degradation of the
allosteric regulator, Fru-2,6,-P2. By
influencing Fru-2,6,-P2 concentration,
carbohydrate metabolism is guided
towards glycolysis or gluconeogenesis
[233].

SQD1 21 Cre16.g656400 Encodes for DP-sulfoquinovose syn-
thase, the major enzyme of SQDG syn-
theses. Mutations in this gene have a
high impact of photosynthesis and sul-
folipid synthesis. The mutant contains
no SQDGs [234].

HYDA1 37 Cre03.g199800 [FeFe]-hydrogenase isoform 1 that is cat-
alyzing H2 production from fermenta-
tion or photosynthetic pathways [235].
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PsaH 23 Cre07.g330250 Chloroplastic photosystem I reaction
center subunit H that binds light-
harvesting complex II (LHCII) and sta-
bilizes photosystem I subunit D [236].

GPX5 22 Cre10.g458450 Thioredoxin-dependent glutathione
peroxidase that catalyzes the reduction
of hydrogen peroxide and organic
hydroperoxides during photooxidative
stress. Reactive oxygen species (ROS)
can be formed during high light condi-
tions and can cause severe damage to
the cell [237, 238].

OTC1 19 Cre12.g489700 Encodes for ornithine carbamoyltrans-
ferase 1 that catalyzes the conversion of
ornithine to citrulline, the first step of
arginine biosynthesis in C. reinhardtii. It
seems to play an important role in N as-
similation during N deficiency, as it was
one of eight genes whose gene expres-
sion was strongly impaired in the tar1-1
mutant [239, 142].

Cre07.g334150 40 Cre07.g334150 not well characterized
S1Fa-like_2 35 Cre09.g386753 not well characterized

MYB_21 21 Cre08.g364050 not well characterized, MYB TF with
SANT-domain

Cre10.g425100 20 Cre10.g42510 0 not well characterized

Seven of these 11 genes are well characterized in C. reinhardtii and play important roles
in its metabolism. To be targeted by multiple TFs could give C. reinhardtii the possibility
to adjust the activity of these enzymes and TFs very precisely, according to different en-
vironmental conditions and cellular needs. Four genes of the identified promoters are
not well characterized but based on the other identified highly targeted promoters, they
may also have important roles in C. reinhardtii.

One is an MYB-related TF (MYB_21, Cre08.g364050) of unknown function that contains
a SANT-domain, which enables chromatin remodeling [240]. Two other TFs are not yet
annotated. They belong to the genes Cre10.g425100 and Cre07.g334150. Cre10.g425100
has a predicted acyl transferase/lysophospholipase domain, a histone deacetylation
domain, and a leucine-rich repeat. It could play a role in chromatin remodeling be-
cause deacetylation of chromatin and histones lead to a condensed chromatin structure.
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This chromatin structure usually leads to gene repression [241]. Cre07.g334150 is pre-
dicted to encode for a TRAF TF but is also annotated with a triglyceride lipase activity
to degrade TAGs. The fourth uncharacterized TF is the DNA binding protein S1FA
(Cre09.g386753) [242].

S1FA was present as a promoter and active DNA-binding protein in the screen. S1FA
is targeted by 35 other TFs and targets three other promoters. These three promoters
belong to genes that have functions in carbohydrate and lipid metabolism. One pro-
moter is additionally involved in the light stress response. The first targeted promoter
of S1FA is the promoter of ALD6 (Cre12.g501050). ALD6 is an aldehyde dehydrogenase
that catalyzes the oxidation of acetaldehyde and coenzyme A together with NAD+ to
acetyl-CoA and NADH + H+ and vice versa. This reaction supplies NADH + H+ and
acetyl-CoA, both important substrates for lipid and carbohydrate metabolism. The sec-
ond promoter belongs to PDH2 (Cre03.g194200), an E2 subunit of the pyruvate dehy-
drogenase complex. It catalyzes the pyruvate and coenzyme A reaction to acetyl-CoA
and CO2. It is a critical reaction in carbohydrate metabolism and one starting point for
the de novo FA synthesis. The third promoter belongs to GPX5 (Cre10.g458450). The
GPX5 gene codes for a dual-targeted protein that can be localized in the chloroplast and
the cytoplasm. GPX5 was shown to protect the cell from oxidative stress (ROS). The
gpx5 mutant showed inhibited lipid biosynthesis with high ROS levels. In addition,
down-regulation of photosynthesis was observed in the gpx5 mutant to minimize ROS
accumulation. Therefore, GPX5 plays an important role in the homoeostasis of oxida-
tive stress during lipid biosynthesis [237, 238]. All three genes, ALD6, PDH2, and GPX5,
are part of different metabolic pathways and belong to different GO groups. The bind-
ing of S1FA to these three gene promoters belonging to different processes indicates that
S1FA is involved in their regulation and strengthens the hypothesis that a TF does not
target only promoters of one GO group. Furthermore, the fact that S1FA is targeted by
35 other TFs makes it an essential hub in the middle regulatory layer of the network and
illustrates as an example that these four proteins may be involved in essential processes.

It was observed that many TFs target gene promoters belonging to different biological
processes. Therefore, the question arose whether there are also TFs that target promot-
ers of different GO terms more than expected or interact enriched with promoters of
one GO term. To address this question a hypergeometric test was performed for all
interacting TFs. Significant enrichment or depletion (p-value < 0.05) in terms of tar-
geting promoters of a particular GO group was detected for 34 TF out of 142 TFs. For
additional 25 TFs, the p-value for enrichment or depletion was highly significant (p-
value < 0.01). Enrichment or depletion was observed for the GO groups amino acid
metabolism, carbohydrate metabolism, lipid metabolism, nitrogen metabolism, pho-
tosynthesis, and unclassified promoters. The matrix for enrichment and depletion of
single TFs is shown in Figure 2.10).
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Figure 2.10: Enrichment analysis of TF interactions
Enrichment analysis of single TFs and their interaction profile with promoters of different GO groups.

A significant depletion for interactions with promoters of a specific GO group is colored in blue. A
significant enrichment is colored in red (p-value < 0.05). 59 TFs were observed to have a higher or lower
interaction number, as expected, after the hypergeometric test.
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Some TFs preferentially interact with promoters of genes from specific metabolic pro-
cesses. Therefore, the question arose whether entire TF families are more involved in
regulating specific metabolic processes than others.

2.2.9 TF families are involved in specific metabolic
processes

The GO enrichment analysis confirmed that two TF families are more involved in tar-
geting of promoters of metabolic processes than others. In addition, one TF family ap-
pears to be more involved in the general regulation of other TFs. The C3H-TF family,
represented by 8 TFs in the Y1H screen and responsible for 602 interactions, targets sig-
nificantly fewer promoters of the primary metabolism but have many more interations
with promoters of other TFs than it would be expected by chance (see Figure 2.10). In
contrast, MYB and MYB-related TFs show significant enrichment in their interactions
for promoters of lipid and carbohydrate metabolism and photosynthesis. In addition,
they display a significant depletion visible for interactions with promoters of unclassi-
fied TFs, protein modification, RNA processing and stress response. This indicates that
the MYB and MYB-related TFs, tested in the Y1H screen, are more involved in the spe-
cific regulation of metabolic pathways than in the overall transcriptional regulation.

The TRAF TR family represents another interesting TF family. So far, not much is known
about TRAFs in C. reinhardtii, even if they represent one of the largest TR families in
C. reinhardtii. 19 of the 38 members were present in this Y1H screen, and caused 90
PDIs. Two TRAF TRs (Cre04.g219600 and Cre02.g145602) interacted with a high num-
ber of promoters (25 and 13, respectively). The remaining 11 TRAFs have an average
interaction number of three. As indicated in Figure 2.10 and Figure A.4 in the appendix,
the interactions are significantly enriched for photosynthesis promoters. This suggests
that C. reinhardtii TRAF TRs may play a role in the photosynthesis regulation.

2.2.10 Promising TF regulators for C. reinhardtii lipid metabolism

The enrichment analysis revealed some TFs that interacted significantly more with pro-
moters of specialized metabolic processes than others. A key regulator for a specific
process is expected to interact with multiple promoters of this metabolic process. Sec-
tion 2.2.8 describes promising regulator candidate genes depending on their indegree.
Here, the outdegree is used to find promising regulator candidates. In the search for
promising new key regulators of lipid metabolism, TFs characterized by a high outde-
gree were analyzed to determine whether they exhibit enrichment behavior for promot-
ers of lipid metabolism.

MYB_9, MS_1, CGL86, HMG_6 and the known key regulator LRL1 all have a high
outdegree of 24 or higher (see Figure 2.8), indicating a role as TF hubs in the Y1H
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screen. LRL1 (Cre03.g197100) represents a TF regulator for lipid remodeling under cer-
tain stress conditions in C. reinhardtii [109]. It interacted with 26 promoters in the screen
and is part of the highest network layer (see Figure (2.8). Together with the four other
TFs, it targeted many promoters of lipid metabolism and other primary metabolism pro-
cesses. All interaction partners of LRL1, MYB_9, MS_1, HMG_6 and CGL86 are shown
in a subnetwork in Figure A.3 in the appendix. MYB_9, MS_1, and HMG_6 are, to date,
uncharacterized TFs with unknown functions. They all belong to different TF families.

MYB_9 (Cre03.g144907) belongs to the MYB/MYB-like TF family like LRL1. MS_1
(Cre10.g450500) is an unknown TF. CGL86 (Cre12.g534450) contains a forkhead-asso-
ciated domain (FHA) and belongs to the FHA TF family and HMG_6 (Cre16.g672300)
is part of the high mobility group (HMG) TF family. MYB_9 interacted with 53 promot-
ers, MS_1 with 37 promoters, HMG_6 with 24 promoters, and CGL86 with 60 promot-
ers. The enrichment analysis for these proteins showed that LRL1, MYB_9, MS_1 and
HMG_6 interacted significantly enriched (p < 0.01) with promoters of lipid metabolism.
In addition, LRL1, MYB_9, MS_1, and HMG_6 showed significant depletion of interac-
tion with promoters of uncharacterized TFs. More precisely, 13 %, 16 %, and 4 % of
their interactions were with other TF promoters, respectively (MYB_9, MS_1, HMG_6).
All other interactions were with promoters of functional genes involved in metabolism.
CGL86 interacted with 13 of 33 lipid metabolism promoters but also interacted with 47
promoters of genes classified in other GO groups. Therefore, the hypergeometric analy-
sis did not reveal an enrichment for lipid metabolism promoters, even if CGL86 targets
almost 40 % of them. CGL86 showed a significant enrichment only for promoters in-
volved in photosynthesis. Interestingly, 52 % of CGL86 targets were promoters of other
TFs. Significant enrichment (p < 0.05) of all five hubs for other GO groups, in addition
to lipid metabolism, are shown in Table 2.5.

Table 2.5: Enrichment analysis of interaction behavior of TF hub candidates

GO term MYB_9 MS_1 HMG_6 LRL 1 CGL86
lipid metabolism x x x x
carbohydrate metabolism x x
photosynthesis x x x
nitrogen metabolism x x
aminoacid metabolism x

Since MYB_9, MS_1, and HMG_6 and CGL86 interacted with many promoters for lipid
metabolism and are therefore potential regulators or lipid metabolism, the question
arose whether they have a similar interaction profile to LRL1, a known important reg-
ulator of lipid metabolism. In addition, a comparison with PSR1, another known reg-
ulator of lipid metabolism, would have been interesting. However, PSR1 could not be
cloned and was therefore not part of the Y1H screen. By comparing the interaction pat-
tern of MYB_9, MS_1, HMG_6, and CGL86 with LRL1, it became obvious that these four
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TFs share a high number of similar interactions with it (shown in Figure 2.11). MYB_9
and MS_1 interact with 96 % of the promoters targeted by LRL1, plus with additional
promoters. CGL86 and HMG_6 share 12 interactions (46 %) with LRL1.

Comparison of the associated Jaccard index also showed that MYB_9 and MS_1 have
high similarity with LRL1 (see Table A.6 in the appendix). However, MYB_9, MS_1, and
CGL86 have significantly more interactions than LRL1, influencing the Jaccard index
calculation.

Table 2.6: Overlap of interaction

C. reinhardtii
gene ID TF PDIs MYB_9 LRL1 MS_1 CGL86 HMG_6

Cre03.g144907 MYB_9 53 - 25 35 26 15
Cre03.g197100 LRL1 26 25 - 25 12 12
Cre10.g450500 MS_1 37 35 25 - 18 13
Cre12.g534450 CGL86 60 26 12 18 - 12
Cre16.g672300 HMG_6 24 15 12 13 12 -

It is known that the stress adaptation of lipid metabolism in C. reinhardtii affects many
other metabolic processes such as carbohydrate and nitrogen metabolism, as well as
photosynthesis. Assuming a distributed regulation model for the metabolic regulation,
as it was indicated in the GRN, a key metabolic regulator is also expected to interact
with multiple promoters of different metabolic processes to influence them in addition
to its interactions with promoters of lipid metabolism. Since this is the case for MYB_9,
MS_1 and HMG_6, they represent new key regulator candidates of lipid metabolism
and related processes.

MYB_9 and MS_1 interacted with more targets than HMG_6 and showed a higher inter-
action overlap with LRL1 targets. Therefore, the individual target promoters of MYB_9
and MS_1 were listed and analyzed for biological relationships (see Table 2.7). The
target genes of MYB_9 are illustrated in their biological context in Figure 2.11. For a
broader overview, a detailed list of all targets of LRL1, MYB_9, MS_1, HMG_6, and
CGL86 are shown in the appendix in Table A.7.

Table 2.7: Description of single promoters targeted by MYB_9 and MS_1

TF gene promoters biological process
MYB_9, MS_1 KAR1 de novo FA biosynthesis
MYB_9 BCC2 de novo FA biosynthesis
MYB_9, MS_1 FAD7 FA desaturation
MYB_9, MS_1 ADH11 very long chain FA biosynthesis
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MYB_9, MS_1 Cre14.g615050 very long chain FA biosynthesis
MYB_9 Cre08.g363500 very long chain FA biosynthesis
MYB_9 MECR, NRBF1 very long chain FA biosynthesis
MYB_9, MS_1 Cre08.g377300 TAG biosynthesis
MYB_9, MS_1 Cre08.g365950 TAG biosynthesis
MYB_9, MS_1 Cre07.g334150 TAG degradation
MYB_9, MS_1 Cre01.g038900 TAG degradation
MYB_9, MS_1 TGL18 TAG degradation
MYB_9 PHC45 TAG degradation
MYB_9, MS_1 ACOX2 FA activation, export and β-oxidation
MYB_9, MS_1 Cre03.g182050 FA activation, export and β-oxidation
MYB_9, MS_1 PLAP2 LD structural proteins
MYB_9, MS_1 PLAP7 LD structural proteins
MYB_9, MS_1 LBP1 sulfolipid synthesis
MYB_9 SQD1 sulfolipid synthesis
MYB_9, MS_1 Cre10.g425100 phosphatidylcholine acyl editing
MS_1 GGPS1 terpenoid biosynthesis
MYB_9, MS_1 GAP1 carbohydrate metabolism
MYB_9, MS_1 FBP4 carbohydrate metabolism
MYB_9 PDH2 carbohydrate metabolism
MYB_9 DLA2 carbohydrate metabolism
MYB_9 TAL1 pentose phosphate pathway
MYB_9 RPE2 pentose phosphate pathway
MYB_9, MS_1 ACLA1 TCA cycle
MYB_9, MS_1 LHCBM9 photosynthesis
MYB_9, MS_1 PSBP1 photosynthesis
MYB_9, MS_1 PETM photosynthesis
MYB_9, MS_1 PSBP6 photosynthesis
MYB_9 CGL30 photosynthesis
MYB_9 LHCBM5 photosynthesis
MYB_9 PSBX photosynthesis
MYB_9 FNR1 photosynthesis
MYB_9, MS_1 LHCB4 photosynthesis
MYB_9, MS_1 PsaH photosynthesis
MYB_9, MS_1 CAH3 photosynthesis + CCM
MYB_9 NII1 nitrogen metabolism
MYB_9, MS_1 OTC1 nitrogen metabolism
MYB_9 NRR1 nitrogen metabolism
MYB_9, MS_1 NAR1.2 nitrogen metabolism
MS_1 GLN1 nitrogen + amino acid metabolism
MYB_9 HAS1 amino acid + ACP metabolism
MYB_9 HYDA1 stress response
MYB_9, MS_1 CYP51G1 stress response
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MYB_9, MS_1 GPX5 stress response
MYB_9, MS_1 Cre09.g386753 TF of unknown function
MYB_9, MS_1 Cre04.g216200 TF of unknown function
MYB_9, MS_1 Cre08.g364050 TF of unknown function
MYB_9 Cre04.g216200 TF of unknown function
MYB_9, MS_1 APK1 cell signaling
MYB_9, MS_1 Cre07.g351550 cell signaling
MYB_9, MS_1 SHR12 DNA repair
MYB_9, MS_1 NAT5 chromatin remodeling

MYB_9 and MS_1 bound to many gene promoters of different metabolic processes in
the cell. They interacted with promoters of key enzymes involved in carbohydrate
metabolism, nitrogen metabolism, and photosynthesis (see Figure 2.11. Further, they
targeted promoters involved in various parts of the lipid metabolism as de novo FA
biosynthesis, FA activation, export, desaturation, and degeneration; TAG biosynthesis;
TAG degeneration; phospholipid synthesis and structural protein synthesis for lipid
droplet formation.

Their targets reflect a diversity and interconnectivity of the different metabolic pro-
cesses. MYB_9 and MS_1 appear to regulate many important processes in the cell,
which only strengthens the hypothesis that they are potential key regulators for altered
cell metabolism during stress. CGL86 seems to be more involved in the upper-level reg-
ulation of other TFs.

As promising regulatory candidates, MYB_9, MS_1, HMG_6, CGL86, and LRL1 were
part of the selection of TFs for the previously described PampDAP-seq experiment per-
formed to validate interactions from the Y1H screen. The cloning of HMG_6 into the
expression vector pGEX6 failed. MYB_9 also dropped out of the collection because the
bacterial transformation into RosettaTM (DE3) competent cells failed. It appeared that
MYB_9 had a lethal effect on the cells as the DNA concentration and the transformation
procedure corresponded to those of the other TFs that were successfully transformed
into RosettaTM (DE3) competent cells. Cloning of MYB_9 was repeated several times
but never worked. This reinforces the assumption that MYB_9 harmed the cells. Pro-
tein expression of MS_1 as GST-fusion protein failed or the protein expression was so
low that it could not be detected. Probably, protein expression failed due to the large
protein size of around 100 kDa of MS_1.

CGL86 and LRL1 could be expressed, purified, and examined in the PampDAP-seq
experiment. For CGL86, the most considerable overlap of interactions of all TFs was
observed. 26 of 60 Y1H interactions were also detected in PampDAP-seq. For LRL1, 7
out of 26 Y1H interactions could be confirmed by PampDAP-seq. This corresponds to
an overlap of interactions of almost 44 % and 30 %, respectively.
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Figure 2.11: Target promoters of key candidates
a Promoter target genes of MYB_9 are illustrated in their metabolic context. Target genes are shown

in red, enzymes in brown, metabolic substrates in black. ’Photosynthesis’ includes PSI, b6f, PSII and ATP-
synthesis. The pathways are simplified to emphasize the reactions that involve target genes of TF MYB_9.
b Interaction pattern of MYB_9, MS_1, HMG_6, LRL1, and CGL86. Black represents an interaction. All
five TFs share multiple interactions.
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2.2.11 Search for insertion mutants
Subsequent analyses would include in vivo experiments to demonstrate the biological
function of the proposed key regulators candidates. Therefore, knock-out mutants for
MYB_9, MS_1, CGL86, and HMG_6 were sought, since a vast mutant library is available
for C. reinhardtii.

No mutants were available for MYB_9, CGL86, and HMG_6. Only one mutant was
available for MS_1, whereas the insertion mutation is close to the 3‘-end of the ORF. The
protein’s function is most likely not affected by this mutation. The absence of mutants
for MYB_9, CGL86, and HMG_6, may support the hypothesis that they are essential in
regulating primary metabolic processes in C. reinhardtii. Propably, an insertional muta-
tion in these genes has a too strong effect on the regulation of metabolism in the cell and
is, therefore, lethal.

2.2.12 Overexpression of key candidates in C. reinhardtii

Another way to test whether these TFs exhibit a biological effect in C. reinhardtii is
to overexpress them in vivo. In collaboration with the research group of Prof. Olaf
Kruse of the University Bielefeld, the overexpression mutants for LRL1, CGL86, MYB_9,
and MS_1 were planned to be generated. For exogenous protein expression in C. rein-
hardtii, all sequences had to be codon-optimized. Furthermore, intron insertions into
the expression sequence are required for functional protein expression in C. reinhardtii
[243, 244, 245].

All sequences, except for MS_1, were gene synthesized by GenScript and cloned into
a YFP-fusion encoding vector construct for transient transformation by Alexander Ein-
haus (Prof. Kruse’s laboratory). Alexander Einhaus performed the transformation of
the constructs several times but could only find cells with minimal expression of the
regulatory proteins. Most transformed cells showed a 1-3x fold protein expression com-
pared to the parental strain. In a first experiment for lipid quantification with Nile red
staining no significant change in lipid concentration could be detected. Overexpres-
sion was no longer detectable after the transformed cell populations were exposed to
nutrient stress. However, transcriptional regulation can occur even at low regulator
concentrations since an mRNA can be translated multiple times. For E. coli, the average
translation rate is around 40 translations per transcript [246]. Further, it was reported
that the ratio of mRNA and protein is exponential to each other [247].

Therefore, the overexpressed cell lines were sent to our collaborators in Prof. Salehi-
Ashtiani’s laboratory at NYU Abu Dhabi for further analysis. The fatty acid composi-
tion of the overexpression cell lines and the overall FA content will be investigated. The
results of these experiments were not yet available at the time this work was completed.
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3 Discussion

The global climate crisis requires the use of renewable energy instead of convention-
ally used fossil fuels. Microalgae represent a promising resource for biofuel production,
as neutral lipids, e.g., TAGs can be directly converted into biodiesel. However, most
oleaginous algae studied do not have the optimal lipid composition for direct conver-
sion to high quality biodiesel, and even if they could produce significantly more TAGs
than conventional oil plants, increased lipid accumulation can so far only be triggered
by external stress factors such as nutrient deficiencies. This, in turn, has adverse effects
on the biotechnological production of TAGs in microalgae, leading to growth arrest and
stress reactions in the alga cell. To date, no cost-effective and high-efficiency production
has been established. Nevertheless, with a deeper global understanding of microalgae
metabolism, genetic modification, and targeted manipulation, higher productivity of
biotechnological lipids may be possible [95]. To systematically study C. reinhardtii, an
ORFeome is immensely useful because it allows large-scale functional genomic studies.

This work aimed to generate the first ORFeome for the model organism C. reinhardtii, an
essential resource for fundamental studies of microalgal biology. It will help to improve
our understanding of algal metabolism and biology and allow conducting proteomic
studies (section 3.1). Despite a broad knowledge of overall metabolism in microalgae,
there is a high demand for a more detailed understanding of the regulation and diverse
interdependencies of metabolism, especially for lipid metabolism, without stressing the
cell. To date, knowledge of general transcriptional regulation and specific master regu-
lators of essential cellular processes in C. reinhardtii is limited.

The second goal of this thesis was to generate a large-scale GRN that serves as a model
to predict regulatory relationships and master regulators. This first experimental-based
GRN for C. reinhardtii provides a comprehensive overview of the interrelationships in
transcriptional regulation (section 3.2). In addition, the network analysis revealed excit-
ing biological insights and suggested four promising regulator candidates for the regu-
lation of lipid metabolism (section 3.3).
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3.1 The C. reinhardtii ORFeome represents a powerful tool

The first global ORFeome for C. reinhardtii is essential for accomplishing future high-
throughput functional studies such as Y2H or AP-MS. 8,627 of 15,157 attempted ORF
could be successfully cloned, corresponding to a success rate of 57 %. The first cloning
attempts of the C. elegans ORFeome resulted in 55 % of predicted protein-encoding
ORFs [199]. Further cloning attempts were required to complete the ORFeome. The
Rice ORFeome contained less than 10 % of all predicted O. sativa genes, more pre-
cisely 2,300 of 30,000-50,000 predicted protein-coding genes of O. sativa were cloned
[201]. The A. thaliana ORFeome started with about 8,000 cloned ORFs (29 %). It was
expanded several times and now comprises approximately 13,000 ORFs, which account
for about 47 % of all protein-coding genes of A. thaliana [158, 248, 150]. The S. cerevisiae
ORFeome published in 2005 included 5,854 ORFs [249], representing 93 % of all ORFs
known up to that time. Further genome analysis increased the total ORF number to
6,769 ORFs, thus, the ORFeome collection corresponds to 87 % of all known ORFs. The
S. cerevisiae ORFeome construction benefited greatly from previous cloning attempts
and library constructions that already validated many ORFs and the genome annota-
tion [250, 251, 252, 253].

Compared to other cloning attempts of previous ORFeoms, the success rate of the C. rein-
hardtii ORFeome was on a par or better, with the exception of the S. cerevisiae ORFeome.
Interestingly, the cloning success for C. reinhardtii is more comparable to multicellular
organisms than to the unicellular organism S. cerevisiae, even though C. reinhardtii is a
unicellular organism. One possible reason could be the high GC content of the C. rein-
hardtii genome. Many polymerases had difficulties amplifying the C. reinhardtii ORFs,
despite being reported to work with GC-rich templates and difficult amplicons. Further,
the PCR conditions could not be adjusted for each ORF, which may also have resulted
in a loss of a few amplicons. Nevertheless, KOD Hot Start polymerase performed best
and enabled high-throughput cloning.

Another limitation for ORFeome cloning is that the cloning efficiency decreased with
increasing ORF length. ORFs up to 1.0 kb in length were amplified with a 70 % success
rate, whereas only approximately 30 % of ORFs larger than 4.0 kb could be amplified
(see Figure A.1 in the appendix). This phenomenon has been observed in previous ORF
cloning projects, e.g., the human ORFeome project [202], and was, therefore, to be ex-
pected.

Furthermore ORF cloning is dependent on the genome annotation. Here, the genome
assembly and annotation v5.5 was used, which contains gaps, unplaced scaffolds, and
misannotated genes. However, the quality and level of annotation play a crucial role in
generating an ORFeome. Continued efforts to improve the ORFeome of C. elegans could
increase the size of the first ORFeome by approximately 20 % in the second cloning at-
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tempt. More accurate gene predictions have been shown to improve cloning success
immensely [199].

In 2022, a new genome annotation for C. reinhardtii, called v6, was released, which
proved that the gene annotation v5.5 contained incorrect annotations. The preprint of
Craig et al. compares and annotates the C. reinhardtii genes. The total number of nu-
clear genes dropped from 17,741 to 16,795 genes [254]. More interesting, however, is the
increased number of alternative transcripts, which rose from 1,789 to 14,874 alternative
transcripts [254]. There is a possibility that the discrepancy in the length of the ORF
detected in 14 % of the 1st PCR amplicons is due to this misannotation. In fact, the OR-
Feome provides systematic and experimental annotation evidence for more than 8,000
ORFs. It would be interesting to re-align the sequencing data of the cloned ORFs with
the new genome annotation. Some genes may have been cloned but not assigned to the
correct genes because of incorrect reference annotation.

For most predicted genes in C. reinhardtii, the function is uncharacterized. Only 4,408
C. reinhardtii genes have assigned gene names, and their functional role is known. An
additional 1,119 genes have a description and functional prediction. Of 8,627 ORFeome
Entry clones, only 2,450 have an assigned gene name within the new genome annota-
tion v6.1. This implies that 6,177 ORFs have been cloned, but their function is unknown
or only predicted. Even if the function of thousands of genes or precisely proteins are
already known, information at the structural, functional, and dynamic levels is needed
to develop new models for cellular systems and to understand the underlying princi-
ples of cellular systems [196].

The ORFeome can be used to map PPI and regulatory networks and can help to provide
this information. 4,893 C. reinhardtii ORFs have already been successfully transferred
into the Y2H target vectors and can be screened in a BFG-Y2H screen. Hence, the ORF-
eome represents a powerful resource for further fundamental functional studies.

3.2 Revealing key elements of the C. reinhardtii gene
regulatory network

A key question of this thesis was to explore the regulatory relationships within the
C. reinhardtii metabolism using systematic approaches. Once the ORFeome was avail-
able, I used this potent resource to map transcriptional regulation in C. reinhardtii. Al-
though there are some RNA-seq-based co-expression networks for C. reinhardtii, it lacks
an experimental GRN. The Y1H method is designed for large-scale mapping of PDIs
between TFs and promoters of target genes and was used here to generate the first ex-
perimental GRN for C. reinhardtii global map of these regulatory interactions in C. rein-
hardtii.
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3.2.1 Y1H identified PDIs for 30 % of annotated TFs

The experimental setup for this Y1H screen differs from commonly used eY1H setups.
All high-throughput Y1H assays provide a tremendous increase in performance com-
pared to small scale Y1H assays. eY1H, in particular, was used to identify and analyze
C. elegans, A. thaliana and human regulatory PDIs [177, 222, 193, 255, 168, 167, 256, 257].
Here, a different growth strategy for the yeast cultures was established as they were
mated and grown in liquid media. A TECAN Fluent liquid handling robot was used
in place of an HDA RotoR robot (Singer Instruments), a commonly used array pinning
robot for eY1H [193, 256]. The cultivation in liquid media resulted in an incomplete se-
lection of diploid cells and a background of unmated haploid cells that remained in the
solution and falsified the result. Therefore, the Y1H screening pipeline was extended
by a selection step to ensure that only diploid yeast cells survive. After implementing
the adapted Y1H method in the laboratory, the screen revealed 1,451 interactions be-
tween 142 TFs and 200 DNA promoter baits. It utilized a newly compiled TF collection
representing 46 % of all annotated C. reinhardtii TF. The resulting network describes in-
teractions between 64.5 % of TFs with 66 % of promoters.

The detection of interactions found for 66 % of promoters was at the lower end of those
reported in previous studies, where PDIs were identified for 65 - 96 % of investigated
promoters [257, 177, 168, 258, 169]. However, in most previous Y1H studies, fewer DNA
promoters were analyzed than were examined here. Deplancke et al., e.g., screened 116
promoters of C. elegans against 167 TFs, and Gaudinier et al. screened 98 promoters
against 345 TFs [168, 175]. Only Fuxman Bass et al. screened more than 300 promoters
in a single Y1H study [259]. The fact that interactions were not found for every pro-
moter may be due to the extensive promoter matrix of 303 promoter strains, which did
not allow retesting of individual promoter strains for technical reasons.

Furthermore, there might be biological reasons as the TF promoters in this study cov-
ered only 46 % of all C. reinhardtii TFs and they were also tested against only a subset of
TFs (also 46 %). Brady et al. screened a subset of tissue-specific A. thaliana TFs against
promoters of genes that encode these TFs and identified even fewer PDIs for the TF
promoters screened, namely, 25 % [173].

Finding interactions for 64.5 % of investigated TFs is higher than reported in other
studies, in which the proportion of interacting TFs was below 45 % (see Table 3.1 and
[224, 222, 171, 259, 174, 175]). Furthermore, no inherent preference for a particular TF
family could be seen in the Y1H screen (see Figure 2.6). This phenomenon was also
observed before, e.g., for C. elegans [122, 168, 258], but it is still surprising since the Y1H
assay has limitations.

Y1H is conducted in yeast, which can affect the results due to its genetic background.
Furthermore, Y1H can only detect interactions of monomeric or homodimeric TFs.
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Table 3.1: Previously reported Y1H studies
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Since many TFs bind DNA as heterodimeric dimers, these interactions will be missed by
the Y1H screen. TFs that need post-translational modifications absent in yeast to bind
to DNA, or are misfolded in yeast when fused to the AD-domain, can also be missed in
the screen [260, 256, 122]. However, PDIs and, thus, DNA-binding evidence for around
30 % of all annotated C. reinhardtii TFs were detected. This suggests excellent coverage
since other primary gene-centered PDIs networks identified interactions for 10-20 % of
annotated TFs in their respective organisms [168, 222, 259].

The total PDI number of 1,451 is comparable to the previously mentioned Y1H studies
in Table 3.1. Only two PDI studies [259, 176] identified more interactions than in this
screening. Tang et al. found significantly more PDIs on an entirely different scale. Nev-
ertheless, comparing the PDI to active TF ratio, this Y1H screen here performed very
well. 1,451 PDIs identified for 142 TFs represent an average ratio of 10.2 PDIs/TF. The
network of Fuxman Bass et al. [259] has an average ratio of 7.88 PDIs/TF and Tang et
al. a ratio of 14.2 PDI/TF [176].

However, since a Y1H network is a directed network, these ratios are not necessar-
ily biologically relevant and do not reflect connectivity or density of the network per
se, since a TF can also interact with, e.g., 509 promoters and only one promoter [176].
Moreover, the various PDI studies were performed with different biological questions,
and as already seen in Brady et al. [173], the choice of TFs and promoters to be studied
has a significant influence on the outcome. Thus, these total interaction numbers are
not easily comparable in a biological manner. In addition, varying amounts of TFs and
promoters were investigated using different technical pipelines and parameters.

To compare Y1H results of different experiments more consistently, it would be of great
benefit to establish an empirical framework of quality parameters for a network, as de-
veloped by Venkatesan et al. for mapping binary interactomes [261]. However, this
would have been beyond the scope of this work and therefore a saturation assay and
a second orthogonal assay were performed to firstly determine the sample sensitivity
of the primary screening and secondly to be able to assess the quality of the detected
Y1H interactions. The performed saturation assay confirmed the assumption that only
a subset of interactions was detected. The saturation assay indicates that the primary
screening detected around 34 % of possible interactions. Nevertheless, it demonstrated
a high technical quality of the Y1H primary screening due to the high reproducibility
between independent repeats.

A second independent method was used to validate the Y1H data set and to estimate the
data quality. Indeed, once it has been shown that a data set consists of reliable interac-
tion data, the interactions can be analyzed for their biological and structural significance
[223]. The second orthogonal interaction assay performed was a modified ampDAP-seq
assay called PampDAP-seq. DAP-seq is a cost-effective method that detects TF binding
sites in a high-throughput manner, similar to Y1H. The PampDAP-seq method takes
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advantage of the already cloned and amplified DNA promoters, which serve as a DNA
library for the binding assay. Protein stability or particular requirements for protein ac-
tivity, like protein partners, cofactors, or post-translational modification affects the TF
performance in this assay. It is likely the reason why PDIs could not be identified for all
ten proteins but for six of ten TFs in two biological repeats. A total of 320 unique PDIs
were detected in the PampDAP-seq assay.

To put these results in context, they were compared with previous studies. Due to the
lack of previously reported comparisons between Y1H and DAP-seq experiments, a
comparison of ChIP-Seq and eY1H was performed to relate the results to other regula-
tory networks. As no single assay can detect every interaction, the interaction profile
detected by two different assays will only partially overlap [223]. Fuxman-Bass et al.,
Reece-Hoyes et al., and Santoso et al. describe comprehensive GRNs for C. elegans and
H. sapiens TFs. Their studies revealed a significant PDI overlap of 11.7 % [259], 17.5 %
[262], 20.0 % [255], and 20.3 % [257] between eY1H and ChIP-seq. This study’s PDI over-
lap between Y1H and PampDAP-seq is 23.8 %, which is on a par with previous reports
and thus indicates a high quality of the generated Y1H network map.

3.3 Biological insights

After evaluating the quality of the network, a central question of this thesis was whether
new biological insights could be gained through the network.

3.3.1 The Network displays a distributed regulatory system for meta-
bolic promoters

The C. reinhardtii regulatory network reflects the structure of a scale-free network, con-
sisting of a few highly connected hubs and many nodes with low degrees [263]. The
network topology of GRN of E. coli and S. cerevisiae show a pyramid-shaped hierarchi-
cal structure. They consist of four layers: top, middle, bottom, and target. The top,
middle, and bottom layer consists of TFs, and the lowest layer is composed of target
genes [264, 265]. Prokaryotic promoters, e.g., promoters of E. coli, were believed to be
regulated by a single specific regulatory protein, either a repressor or an activator. This
specific regulation was initially identified in the lac operon regulation by the LacI re-
pressor [266]. Accordingly, it has been believed that a single TF regulates one specific
gene or a small number of transcription units [267, 268]. However, more advanced tech-
niques have enabled screening of entire genomes for regulatory DNA sequences bound
by TFs. Most E. coli promoters were found to be regulated by multiple TFs [269]. Con-
sequently, the term regulon was introduced for a regulatory unit of a set of multi-target
regulators that control a large number of genes [270]. However, also single global reg-
ulators were identified for specific metabolic processes that regulate an entire pathway
or process, e.g., the TF cAMP receptor protein (CRP) that regulates genes for transport
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and utilization of carbon sources in E. coli [270, 271]. Additional studies on E. coli and
S. cerevisiae led to a model in which different transcription units control specific cellular
processes or metabolic pathways [272, 273, 274, 275, 276, 176].

A critical question was how plant metabolism is regulated to maximize performance
under various biotic and abiotic environmental stresses. The aliphatic glucosinolate
metabolism plays an essential role in the defense against microorganisms and herbi-
vores and was used to study this question [277]. Several key TFs were identified to
regulate the aliphatic GSL pathways in A. thaliana. Mutants of the TF genes MYB28,
MYB29, and MYB76 resulted in impaired accumulation of GLS metabolites. However,
it seemed that these key regulators do not regulate the entire metabolic pathway, as their
mutations only led to a gene expression reduction of some, but not all, GLS synthesis
genes [277, 278, 279]. Therefore, they did not correspond to the classical definition of a
master transcriptional regulator and suggested the necessary involvement of other TFs.
A large-scale Y1H study by Li et al. identified numerous additional TFs that bind the
aliphatic GLS enzyme promoters and could also regulate GLS accumulation [170, 280].

The transcriptional regulatory network in A. thaliana is much more interconnected and
complex than previously thought. Several large-scale PDI screens confirmed this. Taylor-
Teeples et al. identified hundreds of novel regulators of the developmental regulation
of secondary cell wall differentiation [171]. Another large-scale Y1H study on plant
regeneration in A. thaliana also revealed a multilayered transcriptional network that is
highly interwoven [167]. Nevertheless, they could also identify critical regulators of
certain underlying subnetworks that regulate specific processes. These key regulators
play essential roles in transmitting signals in their subnetwork [171, 167].

The GRN for nitrogen-associated metabolism in A.thaliana consisted of highly intercon-
nected interactions and demonstrated that central TFs regulate multiple processes. They
demonstrated that TFs regulating nitrogen metabolic pathways also regulate growth-
promoting processes related to nitrogen metabolism [175]. The high interconnectiv-
ity was also observed in the GRN for A. thaliana primary and specialized metabolism.
It showed that 90 % of TFs bound to promoters of genes in two or more metabolic
pathways instead of promoters of one particular pathway. Consequently, a model for
A. thaliana was proposed in which each metabolic pathway is influenced and regulated
by a large number of TFs [176]. Such a distributed TF regulation system provides the
ability to coordinate several pathways together as a unit and to fine-tune a precise re-
sponse to either environmental or developmental events. Further, it increases the flexi-
bility of a particular pathway.

The C. reinhardtii network displays a clear connectivity hierarchy. Only 15 TFs, de-
scribed as the first layer in section 2.2.6, constitute for around 66.7 % of interactions in
the network. However, the majority of TFs (80.3 %) bound only few promoters and form
19.9 % of all interactions. Moreover, after analyzing the interaction behavior of all TFs, it
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becomes clear that 72.5 % of TFs in the network bind to promoters of two or more func-
tional GO groups (Figure 2.9 d). This indicates that these TFs regulate genes of different
metabolic processes and pathways. Prominent examples are the identified key regula-
tors described in section 2.2.10. They all target promoters of very different metabolic
processes, such as the different pathways of lipid and carbohydrate metabolism, and
promoters of photosynthesis. This supports the assumption of a distributed regulation
system in C. reinhardtii as it exists in A. thaliana.

It appears that the C. reinhardtii regulatory system additionally contains key regulators
that regulate multiple metabolic pathways together as a module to allow a precise, fast,
and flexible adaptation to external influences and stresses. A large proportion of pro-
moters are targeted by six and seven different TFs. Remarkably, 82 % of these promoters
belong to TF promoters (51 of 61), and only 11 are from enzymatic genes. This indicates
that C. reinhardtii has a middle regulatory layer. These are well connected with other TFs
but do not represent large hubs. Several TFs, known to concentrate external signals and
trigger a response, are part of these middle TF layers. RCD1 is known to be involved
in the intersection of mitochondrial and chloroplastic retrograde signaling cascades. It
integrates ROS-dependent signals from the chloroplast and mitochondria for establish-
ing transcriptional control over metabolic processes in both organelles [228, 281]. LSD1
is a negative regulator of programmed cell death but also plays an important role in the
response and acclimation of plants to a wide range of abiotic stresses such as drought,
UV-C radiation, and cold and light stress [282, 283, 284, 285, 227]. If LSD1 in A. thaliana is
mutated, the cell can not stop cell death once activated [283]. LSD1 concentrates differ-
ent external stimuli and mediates, through crosstalk with other TFs, global acclimatory
and defense mechanisms in A. thaliana cells [284]. Heat shock TFs sense temperature
changes and activate the transcription of heat shock proteins, which mediate a heat re-
sponse, a survival mechanism of the cell. All of these TFs are known essential mediators
that detect external influences and induce intracellular stress responses. These examples
of known TFs support the hypothesis of an intermediate regulation level that converges
multiple signals of several regulation strands and TFs and mediates a subsequent cellu-
lar response.

3.3.2 TRAF TF family showed enriched interaction behavior

Here, the network suggests a distributed regulation system together with key regula-
tors. Further, several PDI studies have shown that TFs from different TF families regu-
late metabolic pathways [171, 167, 175, 222, 176]. The enrichment analysis also revealed
multiple TFs of different TF families with an enrichment or depletion for promoters of a
certain GO group. Whether entire TF families preferentially interact with promoters of
a particular GO group and have thereby a unique role in C. reinhardtii was investigated
by analyzing the interaction behavior of these TF families.
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The MYB TF family showed enrichment interaction behavior. Nevertheless, it was not
limited to one metabolic process. The enrichment of interaction could be detected for
promoters of lipid-, carbohydrate-, and photosynthesis metabolism (see Figure A.4 in
the appendix). This means the MYB TFs are not exclusively involved in regulating one
particular metabolic process. Four of 15 MYB TFs tested in the Y1H screen, interacted
with more than 15 promoters. These results support the assumption of a distributed
regulatory system and reinforce the suggestion that MYB TFs play a primary role in the
regulatory coordination of several metabolic processes.

Only one TF family could be allocated to a specific metabolic process. The TRAF family
represents this exception. They represent one of the largest TR families in C. reinhardtii,
with up to 38 members. This is surprising because they represent a minor TR group in
other organisms. C. elegans has one member [286], D. melanogaster two [287], and mam-
mals have six TRAF TRs [288]. Not much is known about TRAF TFs, but they have
been described as molecular adapters or E3 ubiquitin ligases that facilitate the signal
transduction from cell surface receptors to their downstream effectors in plants [289].
19 of the 38 members were studied in the Y1H screen, and 90 PDIs detected. Two TRAF
TRs showed many interactions (25 and 13) in the Y1H screen with various promoters.
The other 16 studied TRAF TRs interacted with an average of three promoters and were
responsible for 52 interactions. The enrichment analysis of their interactions revealed
that TRAF TFs interacted significantly more with photosynthesis promoters in the Y1H
screen than expected. Transcriptional regulators usually do not interact directly with
DNA but with other TFs or proteins, thereby regulating transcriptional activity [123].
The C. reinhardtii TRAF TFs, which showed interactions in the screen, contain additional
to their E3 ubiquitin ligase domain also a DNA-binding domain. Thus they can interact
with DNA, and furthermore they could also act as chromatin remodeling proteins due
to their ubiquitinylation function. Thus, their biological function, possibly as regulators
of photosynthesis, and why they are so expanded in C. reinhardtii [182] remain to be
determined. The fact that not only individual TFs but also entire plant TF families are
involved in the regulation of specific processes has been described before and supports
that the TRAF TF family in C. reinhardtii may have a specialized role.

The WRKY-TF gene family, e.g., plays an important role in regulating transcriptional re-
programming in the context of plant stress responses [290, 291]. The WRKY TF is one of
the largest TF families in plants. They are involved in the response to abiotic stress and
defense regulation but also contribute significantly to plant growth and development
[292]. In addition, the AP2/ERF (ethylene-responsive factor), NAC (NAM, ATAF1/2,
CUC1/2), and MYB TF families are also reported to play essential roles in controlling
plant-specific regulation [293, 294, 295, 296, 297].
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3.3.3 Identification of key regulator candidates of the lipid metabolism

The GO enrichment analysis showed that three TFs, specifically MYB_9, MS_1 and
HMG_6 target significantly enriched promoters of lipid and primary metabolism in
C. reinhardtii. Could these TFs represent novel key regulators of the lipid metabolism in
C. reinhardtii?

The interaction pattern of MYB_9 and MS_1 contained, among other promoters with
96 % concordance, the target promoters of LRL1, a known TF regulator of lipid remod-
eling under certain stress conditions in C. reinhardtii. HMG_6 and CGL86 shared 46 %
of LRL1 targets. MYB_9, MS_1, and HMG_6 interact with multiple promoters of lipid-
associated genes and promoters of photosynthesis and central carbon metabolism or
nitrogen-associated metabolism. Half of the promoter targets of CGL86 belong to enzy-
matic genes. The other half are TF promoters.

I propose that all four TFs (MYB_9, MS_1, HMG_6, CGL86) play essential roles in regu-
lating lipid metabolism, particularly in stress-induced TAG accumulation and metabolic
adaptation to stress. The metabolic adaptation of C. reinhardtii to stress, especially nutri-
ent stress, is highly complex. N, S, or P deficiency result in increased TAG accumulation
and a significant lipid metabolism remodeling. This remodeling involves the de novo
biosynthesis of lipids, the degradation of existing membrane lipids, and the conversion
of existing FAs. Other metabolic processes, such as photosynthesis, starch metabolism
and the associated carbohydrate metabolism, are also involved in this altering process.

The precursors of lipid biosynthesis originate from carbohydrate metabolism. Thus,
there is a direct competition between starch metabolism and lipid biosynthesis, neces-
sitating close corregulation of the carbohydrate metabolism. Furthermore, protein and
lipid synthesis are also in competition with each other. All regulator candidates target
promoters of several important key enzymes of different metabolic pathways. The de-
tailed description of the different targets is intended to illustrate the complexity of the
regulation of these TFs.

MYB_9 interacts with the promoters of PDH2 and DLA2. PDH2 and DLA2 are pyru-
vate decarboxylation enzymes that catalyze the conversion of pyruvate to acetyl-CoA.
By regulating the gene expression of pyruvate decarboxylation enzymes, their protein
concentrations are changed, which directly influences the acetyl-CoA production in the
cell. Another target of MYB_9 and all other mentioned potential key regulators (LRL1,
MS_1, CGL86, HMG_6) is the promoter of the enzyme ACL(A)1. ACL(A)1 is a subunit
of the ATP citrate lyase in the TCA cycle. ATP citrate lyase catalyzes the reverse enzy-
matic step of the citrate synthase. It converts citrate into acetyl-CoA and oxaloacetate
under the consumption of ATP. Assuming that ATP citrate lyase activity is increased,
this leads to a raised acetyl-CoA concentration in the cell, which could subsequently
be used in FA biosynthesis. Deng et al. showed that the C. reinhardtii citrate synthase
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mutant, which can not synthesize citrate of acetyl-CoA and oxaloacetate anymore, sig-
nificantly accumulated increased TAG levels (169 %). This solidifies the assumption
that there is substrate competition in green algae [298] and that the different biosynthe-
sis routes of acetyl-CoA play important roles in the multifactor-dependent biosynthesis
of lipids. Since acetyl-CoA, which is needed for FA de novo synthesis, is also used as a
substrate to form oxaloacetate or enters directly as acetyl-CoA the TCA cycle, thus also
provides the substrates and energy for aminoacid synthesis.

Another enzyme that directly influences the acetyl-CoA concentration and is also a
target of MYB_9, MS_1, LRL1, and CGL86 is the promoter of ACOX2. ACOX2 is an
acyl-CoA oxidase/dehydrogenase that catalyzes the first step of FA β-oxidation, the
breakdown process of FAs into acetyl-CoA units in the peroxisome. An impaired FA
β-oxidation significantly impacts FA turnover in C. reinhardtii. The mutant strain accu-
mulated 20 % more neutral lipids than the wild-type strain under N deprivation [299].
The regulation of the acetyl-CoA level by controlling these promoters could lead to an
increased acetyl-CoA concentration and a subsequent enhanced FA biosynthesis.

Two enzymes directly involved in the de novo FA synthesis are KAR1 and BCC2. BCC2 is
part of the ACCase complex that catalyzes the ATP-dependent carboxylation of acetyl-
CoA to malonyl-CoA in a multistep reaction. It represents the first step in FA synthesis
and is the rate-limiting step for the pathway [300]. Experiments where the activity of
ACCase was inhibited in fungi resulted in FA depletion and subsequent rapid cell death
[301]. KAR1 represents one subunit of the multi-subunit fatty acid synthetase complex
(FAS complex). In several steps, the FAS complex forms from acetyl-CoA and malonyl-
CoA, a fatty acid-ACP molecule, a precursor for DAG- and TAG-biosynthesis. Previ-
ous overexpression experiments of cyanobacterial KAR in the chloroplast of red algae
Cyanidioschyzon merolae could increase TAG accumulation while maintaining the cellu-
lar growth of the algae [302]. MYB_9 interacts with the promoters of both genes, MS_1,
LRL1, and HMG_6, only with the promoter of KAR1. The regulation of both enzymes
could directly affect FA synthesis and, in turn, TAG biosynthesis.

Another exciting target of MYB_9 and MS_1 is the promoter of fad7. FAD7 is the only re-
ported plastid desaturase in C. reinhardtii, while multiple isoforms are known for other
plants [68]. FAD7 is responsible for the production of PUFAs [303]. Since PUFAs ac-
count for more than 50 % of total FAs in C. reinhardtii, the FA desaturase enzyme FAD7
is crucial. The fad7 mutant strain exhibits a reduction of more than 65 % of PUFAs com-
pared to the wild-type C. reinhardtii strain but no difference for SFAs or MUFAs was
observed. The gene restoration by nuclear complementation resulted in a wild-type
fatty acid profile [303]. Since C. reinhardtii carries a too high level of PUFAs for high-
quality biodiesel, controlling the expression of the fad7 gene, e.g., by MYB_9 or MS_1, is
a potential solution to enhance the quality of biodiesel derived from C. reinhardtii, as it
can help to reduce the level of PUFAS.
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The promoters of two other known regulatory genes are also targets of almost all key
regulators mentioned : NRR1 and FBP4. MYB_9, LRL1, HMG_6, and CGL86 target the
promoter of NRR1, and FBP4 is targeted by all except for CGL86. NRR1, a known TF
regulator in N deprivation, was identified based on increased expression levels during
N starvation and subsequent mutant analysis, which showed a 50 % reduction in TAG
accumulation [74]. However, the exact process of how NRR1 influences and regulates
lipid metabolism is not known.

FBP4 is a bifunctional kinase/phosphatase enzyme that regulates the metabolism of car-
bohydrates toward glycolysis or gluconeogenesis [233] (see Table 2.4). Thus, it strongly
influences the overall carbohydrate metabolism of the cell. Moreover, together with
TAL1, it represents one of the central genes upregulated in the sta6 mutant during N-
starvation [101]. Interestingly, TAL1 is targeted only by MYB9, in contrast to FBP4,
which is targeted by MYB_9, MS_1, HMG_6, and LRL1. TAL1 encodes a transaldolase
in the pentose phosphate pathway (PPP), which, together with a transketolase, pro-
vides a link between the glycolytic and PPP. The PPP produces reduction equivalents
in the oxidative phase, which are required for reductive FA biosynthesis. It also yields
glyceraldehyde-3-phosphate (G3P), the starting point for DAG or TAG biosynthesis.

All proposed regulator candidates also target the previously mentioned promoters of
two lipid degradation enzymes, Cre07.g334150 and Cre10.g425100. As indicated in sec-
tion 2.2.8, both proteins possess a lipase domain but also DNA-binding domains. GPX5,
which is involved in stress response in C. reinhardtii, is also a target of all four regu-
lator candidates plus LRL1. MYB_9 and MS_1 also interact with promoters of some
unknown genes, e.g., with two diacylglycerol o-acyltransferases (Cre08.g377300 and
Cre08.g365950). These genes are predicted to be involved in TAG biosynthesis. At least
one gene, Cre08.g365950, displays a substantial increase in gene expression during N
and S deprivation in the time course of Ngan et al. [138].

These examples highlight that MYB_9 and MS_1 may play important regulatory roles
in lipid and carbohydrate metabolism in C. reinhardtii. However, besides the lipid and
carbohydrate metabolism, MYB_9, MS_1, and HMG_6 interact with multiple promot-
ers involved in the photosynthesis light reaction of PS I and II, e.g., LHCBM9, PSBP1,
PETM, PSBP6, LHCB4, PSAH, PSBX, LHCBM5, FNR1. Photosynthesis is usually down-
regulated to avoid photooxidative stress during substrate shortage caused by nutrient
deficiency. Since MYB_9, MS_1, and HMG_6 appear to be involved in the regulation
of photosynthesis-related genes, they may represent the regulatory nodes that link all
these processes.

This biological analysis of the targets shows that the proposed regulator candidates are
important for the regulation of C. reinhardtii. Since all TFs, with the exception of LRL1,
are not well characterized, I searched for the orthologs and analyzed the protein domain
structure to find further clues to their function.
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MYB_9 contains a SANT/MYB domain, and additionally, a domain that is a homolog
of yeast SWR1-complex 4 (Swc4/Eaf2), the human DNA methyltransferase 1-associated
protein 1 (DMAP1), and the SWC4 protein in A. thaliana. SWC4 is one subunit of the
SWR1 chromatin remodeling complex (SWR1-C). It is a DNA-binding protein that re-
cruits SWR1-C to the target DNA by interacting with the other subunits of SWR1-C and
bridges SWR1-C with the nucleosome [304]. The SWR1-C in A. thaliana catalyzes the
exchange of H2A-H2B histone dimers with H2A.Z-H2B dimers. This replacement is
known to affect the nucleosome stability and chromatin structure. Although it was de-
scribed that the deposition of H2A.Z in A. thaliana genes plays a repressive role in tran-
scription, Sura et al. showed that the enrichment of H2A.Z close to the TSS activates
gene expression of multiple genes during stress responses [305]. Thus, SWR1-C can
positively and negatively regulate gene expression in A. thaliana in an active process.
Various studies have shown that it is involved in plant development, DNA damage
repair, stress responses, perception of ambient temperature, and flowering time regula-
tion [305, 306, 307, 304, 308, 309]. As MYB_9 is the orthologue of the A. thaliana protein
SWC4 and interacts with promoters of essential enzymes involved in the remodeled
metabolism during N-deprivation stress conditions, I assume it plays an important role
as a metabolic regulator. It is likely activating or repressing the gene expression of its
targets by regulating the chromatin architecture around the target genes by interacting
with other chromatin-remodeling proteins.

Another potential key TF seems to be MS_1, a to date uncharacterized protein. MS_1
was mistakenly annotated as MYB/MYB-related TF in the plant database ’PlnTFDB’
[123]. It was, thereby, part of the TF selection for the Y1H screen. A closer analysis of
the protein sequence revealed no known DNA-binding domain. Nevertheless, it inter-
acted with 37 promoters in the Y1H screen, demonstrating that it can bind to DNA. It
has an annotated carbohydrate-binding-like fold and consists of 761 aa, of which only
105 aa at the N-terminus belong to the carbohydrate-binding domain. It is a homolog
of the A. thaliana protein OK1, also known as phosphoglucan, water dikinase (PWD).
PWD represents one of two important kinases in the starch degradation pathway that
phosphorylates starch molecules at the C3 position of the glucose units. Together with
α-glucan water dikinase (GWD), the second kinase, it phosphorylates the starch gran-
ule surface and stimulates starch degradation via hydrolytic enzymes. This homology
emphasizes a role in starch degradation. Since it interacts with many promoters of
genes related to lipid and carbohydrate metabolism, it supports the hypothesis that it
is involved in regulating the starch and lipid metabolism in C. reinhardtii. Lipid and
starch metabolism are closely connected and in constant competition for carbon precur-
sors. During nutrient stress, there is a switch from starch to increased lipid synthesis,
for which the regulation is still unknown. Since MS_1 can bind to starch, stimulate the
degradation mechanism and bind multiple important enzymatic promoters, it could be
one regulator that controls this connection.
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The third TF that shares 50 % the interaction pattern of LRL1 and represents a potential
new regulator of lipid metabolism is HMG_6. It belongs to the high mobility group TR
family. For C. reinhardtii, very little is known about this group of transcriptional regula-
tors. They are regulators that regulate chromatin dynamics in eukaryotes. They are not
thought to regulate by intrinsic transcriptional activity but by altering chromatin struc-
ture to allow TFs to bind to DNA [310]. Interestingly, in this study, HMG_6 interacted
directly with 24 promoters, all enzymes’ promoters. The enrichment analysis of the
interaction profile revealed significant enrichment for promoters of the lipid and car-
bohydrate metabolism and for nitrogen and amino acid metabolism (p < 0.01). Other
HMG proteins in the screen interacted only with one to three promoters. Their inter-
acting behavior matches the reported abilities of HMG regulators. HMG_6 behaved
differently than the other HMG proteins in the screen and different than expected. This
indicates that HMG_6 has specific properties and may be a regulator for the intercon-
nection of the lipid, carbohydrate and nitrogen metabolism.

The FHA TF CGL86 also belongs to the highly connected TFs, which share 50 % interac-
tions with LRL1. CGL86 is an ortholog to the nuclear inhibitor of protein phosphatase-1
(NIPP1), which is expressed in both plants and animals [311, 312, 313]. It targets 60 pro-
moters in the Y1H screen, of which 30 belong to promoters of other TFs, 28 to promoters
of enzymes, and two belong to the previously described promoters, Cre07.g334150 and
Cre10.g425100, that are annotated to have regulatory abilities as well as enzymatic ac-
tivity. The FHA TF CGL86 was proposed by Lopez Garcia de Lomana et al. to be one
transcriptional regulator during N starvation according to their gene expression profile
described in their transcriptional regulatory network (TRN) [87]. They categorized it
into the mid-stage response, representing the time period of 24 to 60 minutes after ap-
plying nutrient stress to the cells, named the ’metabolic state transition’. In this cluster,
they categorized many differential regulated transcripts that allocate to proteins that
scavenge N from amino acids, nucleotides, and polyamines. Their described mid-stage
serves as an adaptation process to mitigate starvation using internal N resources for
cellular homeostasis. CGL86 interacts with many promoters of known important TFs,
like ROC40 (Cre06.g275350) and NRR1. ROC40 is a TF involved in circadian rhythm
regulation and is also known to be involved in the N-deprivation response of C. rein-
hardtii [44, 72]. The C.reinhardtii roc40 mutant accumulates less neutral lipids than the
compared wild-type strain. As CGL86 was suggested before as a regulator during N
starvation, this study’s findings emphasize the hypothesis that it is a key regulator in
stress response to N deprivation. Interestingly, there was no significant enrichment de-
tectable for lipid or carbohydrate metabolism promoters, only a significant enrichment
for promoters of photosynthesis.

All of this evidence suggests that the four TFs presented are essential in regulating
C. reinhardtii. MYB_9, MS_1, and HMG_6 seem to have a significant role in regulat-
ing the adaptation of lipid metabolism and the associated metabolic pathways. CGL86
instead seems to act as a key regulator at a higher level of transcriptional regulation,
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e.g., by controlling gene expression of other TFs, which then regulate downstream en-
zymatic genes. However, without in vivo experiments, there is no evidence to what
extent or in which conditions the candidates regulate lipid metabolism or other related
pathways. Therefore, validation experiments are currently being conducted to elucidate
their biological function. This first experimental-based GRN for C. reinhardtii provides
a valuable resource for selecting candidates for further studies and gives an overview
of the transcriptional connectivity and regulation in C. reinhardtii.
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3.4 Concluding remarks

A deeper understanding of the metabolic processes in microalgae is required to exploit
their full biotechnological potential, e.g., as a renewable energy resource. Since C. rein-
hardtii is the model organism for microalgae, it was the logical choice for this study.

Metabolic processes are mediated and controlled by PPIs or PDIs that regulate the tran-
scriptional expression of target genes. This work has generated multiple resources al-
lowing a systems-level analysis of the C. reinhardtii metabolism. The first genome-scale
ORFeome for C. reinhardtii, generated as one goal of this work, will enable proteomic
studies and help to unravel fundamental biological questions. It represents a powerful
resource for further high-throughput functional assays.

Another resource compiled from the ORFeome was a C. reinhardtii TF collection con-
sisting of 241 C. reinhardtii TFs. A TF collection allows the investigation of regulatory
relationships in C. reinhardtii. Investigating how transcriptional regulation is structured
and organized in C. reinhardtii and how C. reinhardtii’s TFs are interconnected was the
second goal of this work. I also intended to find new key regulators controlling primary
metabolism, particularly lipid metabolism in C. reinhardtii, during its stress response to
nutrient deficiencies. For this purpose, I generated the first experimental-based gene
regulatory network for C. reinhardtii.

The network exhibits a clear hierarchy, as expected for a unicellular organism [272, 273,
314, 315, 274]. Furthermore, the network is highly interconnected and features a middle
regulatory layer of TFs that receives input from other TFs and mediates a subsequent
cellular response. The regulation of the metabolic pathways differs from the master-
regulatory and pathway-specific regulation system described for unicellular organisms.
Over 72 % of TFs, including members of almost all TF and TR families, interact with pro-
moters of various metabolic processes and 84.5 % of all metabolic promoters are targeted
by more than two TFs. Only the TRAF TR family interacted predominantly and signifi-
cantly enriched with promoters of photosynthesis (see Figure A.4 in the appendix).

The results propose a distributed regulatory system hypothesis for the unicellular alga
C. reinhardtii, which is similarly described for multicellular organisms such as A. thaliana
[176, 170, 280]. It allows a more precise, fast, and flexible adaptation to external influ-
ences. Lipid metabolism in C. reinhardtii is complex and linked to many other metabolic
pathways. From previously reported studies, it is known that the stress response of
C. reinhardtii to nutrient deficiency is accompanied by considerable metabolism remod-
eling. Processes such as photosynthesis, starch, and carbohydrate metabolism are sig-
nificantly altered. Key regulators that mediate this remodeling as a stress response must
co-regulate all these processes to ensure proper functioning and cell survival. Based
on my network, I identified multiple potent key regulator candidates of the primary
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metabolism: MYB_9, MS_1, and HMG_6. These regulators interact with promoters of
different metabolic pathways. All target genes of these TFs exhibit changes in their
gene expression upon nutrient starvation. Several of the found and described interac-
tion partners of MYB_9, MS_1, and HMG_6 represent essential enzymes in their respec-
tive metabolic pathways. Consequently, these three TFs represent promising candidates
that are thought to mediate the different cellular responses to stress in lipid metabolism
and related processes. Further experiments are needed to prove their regulatory role in
the altered stress-induced lipid metabolism. CGL86, another identified and previously
predicted key regulator during N starvation, seems to regulate the primary metabolism
from an upper transcriptional level by interacting with many other TFs hierarchically
below it.

The GRN provides an excellent starting point for further analysis. To overcome certain
limitations of the Y1H method, the PDI data could be merged with data from other
methods, such as transcriptomic co-expression data or further physical PDI determina-
tion methods, to gain more insights from the network or to refine it.

However, the network substantially improves our understanding of transcriptional reg-
ulation in C. reinhardtii, although it remains to be completed as it reflects about 34 %
of the possible interactions. It provides in-depth insights into the global structure and
cross talk of transcriptional regulation in microalgae and provides regulatory context in-
formation that raises ideas and candidates for further research. Furthermore, the GRN
can pave the way for future in vivo biotechnological experiments to manipulate the pri-
mary metabolism in C. reinhardtii.



4 Material and Methods

This chapter gives an overview of all used materials and describes the used methods
and protocols.

4.1 Material

4.1.1 C.reinhardtii strain

The RNA and genomic DNA extraction samples were derived from the C. reinhardtii
strain cc-1883 cw15 NIT+ mt-. The Chlamydomonas reinhardtii culture was grown on
a shaker in 20 ml TAP media (recipe according to ḧttps://www.chlamycollection.org/,
[316]) at 22°C and constant light conditions (300-350 µMol m-2 -1) and under N- and
S-deprivation conditions. The C. reinhardtii RNA and genomic DNA were kindly pro-
vided by the research group of Prof. Dr. Olaf Kruse at the University of Bielefeld. Dr.
Lutz Wobbe extracted the RNA. Dr. Polina Dementyeva extracted the genomic C. rein-
hardtii DNA.

4.1.2 Bacterial strains

DH5α E.coli cells were used for bacterial transformations of cloned constructs, described
in section 4.2.12. DB3.1 E.coli cells propagated empty Gateway® plasmids containing
the cell suicide gene ccdB. RosettaTM (DE3) competent cells were used for bacterial trans-
formation of TF-expression constructs. The genotype is the following: F- ompT hsdSB(rB

-

mB
-) gal dcm (DE3) pRARE (CamR).

4.1.3 Plasmids

The following Gateway® plasmids were used to clone the C. reinhardtii ORFs for the
ORFeome collection: the Gateway® pDONR plasmid pDONR223. The Gateway® plas-
mids pDONR P4-P1R, pDEST AD 2µ (adapted from pDEST22 (Invitrogen)) and pMW#2
[168] were used to clone the promoters and TFs for the Y1H screen. The pGEX-6P-1 plas-
mid was modified by introducing Gateway® cloning sites by Prof. Pascal Falter-Braun.
This modified plasmid, hereafter referred to as pGEX6, was used to clone several TF
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from entry clones into this expression plasmid for protein expression in E.coli. Further
details are explained in section 4.2.21.

4.1.4 Yeast strains
For the Y1H assay, two S.cerevisiae strains, Yα1867 and Y1H-aS2, were used. All Gal4-
AD-TF constructs were transformed into Yα1867, referred to prey yeast strain (Matα
SUC2, gal2, mal, mel, flo1, flo8-1, hap1, ho, bio1, bio6, ura3-52, ade2-101, trp1-901,
his3-∆200). The DNA baits were genome integrated into Y1H-aS2, the DNA bait yeast
strains. Y1H-aS2 originated from the S.cerevisiae strain YM4271 (MATa, ura3-52, his3-
∆200, ade2-101, ade5, lys2-801, leu2-3, 112, trp1-901, tyr1-501, gal4∆, gal80∆, ade5::hisG)
[192] and was modified by change of the his3-∆200 locus with his3-∆1 (190 bp deletion)
[193].

4.1.5 Antibiotics

The antibiotics listed in Table 4.1 were used to select correct clones on agar-agar media
plates.

Table 4.1: Antibiotics

Antibiotics Supplier Company Cat.number
Ampicillin sodium salt Roth K029
Carbenicillin disodium Roth 6344
Gentamycin sulfate Duchefa G0124
Kanamycin sulfate Carl Roth T832
Spectinomycin HCl pentahydrate Duchefa SO188
Chloramphenicol Carl Roth 3886.2

4.1.6 Chemicals
The chemicals listed in Table 4.2 were used to prepare media. A detailed description
of the amounts and concentrations of the different chemicals used is explained in the
corresponding sections.

Table 4.2: Chemicals, reagents, kits for media and buffer preparation and common
applications

Name Supplier Company Cat.number
Yeast extract Carl Roth 2363.5
Tryptone/Peptone Carl Roth 8952.5
Sodium chloride (NaCl) Carl Roth 9265.3
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Potassium chloride (KCl) Carl Roth 6781.1
Magnesium sulfate (MgSO4) Carl Roth 682.1
Magnesium chloride (MgCl2) Carl Roth KK36.3
Ethanol HMGU Lagermaterial 5000006
Agarose VWR-Peqlab 732-2789
Agar Agar Applichem A0949, 5000
Glycerol Carl Roth 3783.2
Dipotassium hydrogenphos-
phate (K2HPO4)

Carl Roth P749.2

Potassium dihydrogenphos-
phate (KH2PO4)

Carl Roth 3904.1

Glucose Carl Roth X997.5
Sodium hydroxide (NaOH) Carl Roth 6771.1
Isopropyl-ß-D-
thiogalactopyranosid (IPTG)

PanReac AppliChem A1008,0005

Coomassie Blue R-250 Santa Cruz sc-24972
SERVA Tris-Glycine/SDS sam-
ple buffer (2x)

SERVA ELECTROPORESIS GmbH 42527.01

Glycine Sigma-Aldrich Chemie GmbH G7126-500G
Tris base Carl Roth 4855.2
Sodium dodecylsulfate (SDS)
solution (10 %)

Applichem A0676

30 % NF-Acylamide/Bis Carl Roth A124.1
TEMED Carl Roth 2367.1
10 % APS Carl Roth 9592.1
Methanol Carl Roth 4627.6
Tween-20 Merck Millipore 655205-250ML
SUPERSIGNAL® WEST
FEMTO

VWR PIER34095

Midori Green Advance Biozym Scientific GmbH 617004
DEOXYNUCLEOTIDE SET,
100 mM

Sigma-Aldrich Chemie GmbH DNTP100-1KT

Nucleospin Plasmid No Lid Macherey - Nagel 5001251
Gateway® LR Clonase II Mix Life Technologies GmbH 11791100
Gateway® BP Clonase II En-
zyme Mix

Life Technologies GmbH 11789100

GeneRuler 1kb DNA Ladder Life Technologies GmbH SM0312
KOD HOT START DNA POLY-
MERASE

Merck Chemicals GmbH 71086-4

Dream Taq Green DNA Poly-
merase

Thermo Fisher Scientific GmbH 5001171

Quant-itTM PicoGreenTM Thermo Fisher Scientific GmbH P7589
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4.1.7 Yeast media

4.1.7.1 YEPD

The YEPD media contains 2 % tryptone/peptone and 1 % yeast extract. The pH is ad-
justed to 5.9 with acidic acid or sodium hydroxide. After autoclaving the media, 50 ml
40 % glucose and 15 ml 65 mM adenine are added. For solid YEPD plates, 20 g of agar-
agar is added before autoclaving the medium. The YEPD plates must dry at RT for one
week before yeast can be spotted onto them. This prevents the spotted cultures from
running into each other.

4.1.7.2 SC-media

SC media is prepared by mixing 2.6 g amino acid mix (contains of 6.0 g of each of
the following aminoacids, all are purchased by Sigma-Aldrich Chemie GmbH: alanine
(A7627), arginine (A5006), aspartic acid (A9256), asparagine (A8381), cysteine (C7352),
glutamic acid (G5889), glycine (G7126), isoleucine (I2752), lysine (L5626), methionine
(M9625), phenylalanine (P2126), proline (P0380), serine (S4500), threonine (T8625), ty-
rosine (T3754), and valine (V0500)). 5.0 g ammonium sulfate (Carl Roth, 9212.1) and
6.7 g yeast nitrobase mix (Sigma-Aldrich Chemie GmbH, Y0626) is also added. Every-
thing is solved in 950 ml milli-Q (mQ) H2O. The pH is adjusted to 5.9 with sodium
hydroxide and hydrochloric acid. Afterward the media is autoclaved. For solid plates
20 g agar agar is added before the autoclaving process. The media can be stored up to
six month at RT and solid plates were stored at 4°C for up to three month.
If the selective amino acid uracil (U0750) is needed in the media, 6.0 g of uracil is added
to the amino acid mix.
Stock solutions are prepared for the selective amino acids tryptophan (T0254), histidine
(H8125), leucine (I2752) and adenine. They are dissolved at 65 ◦C for 30 minutes and
then sterile filtered using a 0.2 µM filter.

Table 4.3: Stock solutions for yeast media

Solution concentration
tryptophan solution 40 mM
histidin solution 100 mM
leucine solution 100 mM
adenine solution 65 mM

Before using the media, 50 ml 40 % glucose, 15 ml 65 mM adenine stock solution and
8 ml of the respective selective amino acid stock solution were added.
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For SC-Trp: add 8 ml Leu and 8 ml His. For SC-His: add 8 ml Trp and 8 ml Leu. For
SC-Leu: add 8 ml Trp and 8 ml His. For SC-Trp-His: add only 8 ml Leu. For SC-Leu-Trp:
add only 8 ml His.
For plates that contained 3-amino-1,2,4 triazole (3-AT), 4.2 g 3-AT (Sigma, A8056) was
solved in 50 ml destilled H2O to obtain a 1 M stock solution. The solution was sterile
filtrated using a 0.2 µM or 0.45 µM filter.
For plates that contained cycloheximide (CHX) (Sigma, C4859), 100 mg CHX were solved
in 10 ml 100 % ethanol and stored at the -20 °C.

4.1.8 Bacterial media

4.1.8.1 LB

LB media is prepared by mixing 5 g yeast extract (Carl Roth, 2363.5), 10 g tryptone/pep-
tone (Carl Roth, 8952.5), and 10 g NaCl (Carl Roth, 9265.3). Everything is solved in
950 ml mQ H2O. The pH is adjusted to 7.0 with sodium hydroxide and hydrochloric
acid. Afterward, the media is autoclaved. For solid plates, 10 g agar agar is added to
1 l media before autoclaving. The media can be stored for up to six months at RT, and
solid plates were stored at 4°C for up to three months.

4.1.8.2 TB

Terrific broth (TB) media is prepared by mixing 24 g yeast extract (Carl Roth, 2363.5), 12
g tryptone/peptone (Carl Roth, 8952.5), and 40 ml glycerol (Carl Roth, 3783.2). Every-
thing is dissolved in 900 ml mQ H2O. Usually, the pH is around 7.0 and does not need
further adjustment. Afterward, the media is autoclaved. The media can be stored for
up to six months at RT. Immediately before usage, 100 ml phosphate buffer is added.
The phosphate buffer (0.017 M) for TB media is prepared by mixing 2.31 g KH2PO4 (Carl
Roth, 3904.1) and 12.54 g K2HPO4 (Carl Roth, P749.2) in 1,000 ml mQ H2O followed by
autoclaving.
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4.2 Methods

4.2.1 ORFeome selection and cloning strategy

To clone ORFs for the C. reinhardtii ORFeome collection, a subset of 4,903 ORFs was se-
lected. The annotated gene models need to be reliable by two criteria. First, the gene
model annotation of the ORF was consistent between the C. reinhardtii gene annotation
Chlre v4.3 and v5.5. Second, the ORF size did not show a 2-fold difference in A.thaliana
orthologous. The first C. reinhardtii subset of 4,903 ORFs represented functional genes
like enzymes, transporters, metabolic polypeptides, kinases, transcription factors, reg-
ulatory proteins, and cytoskeletal and motor proteins. These genes were selected with
corresponding gene model annotations from KEGG, KOG, pfam, GO, EC, and PAN-
THER of genome annotation version Chlre v5.5 and v4.3. To extend the first set of
C. reinhardtii ORFs, all remaining of the 17,741 protein-coding C. reinhardtii ORFs were
reviewed by my colleague Dr. Yang Jae Kang, and the accuracy of their gene model
was examined by using stranded RNA-seq data from Ngan et al. [138]. The Gateway®
Cloning strategy (Invitrogen) was used for cloning. It is described in more detail in
section 4.2.10.

4.2.2 Definition and consolidation of C. reinhardtii TF and TRs

To select transcription factors (TFs) and transcriptional regulators (TR) of C. reinhardtii
all annotated TF for C. reinhardtii from the plant TF database ’PlantTFDB’ [214, 215, 216,
217] (PlantTFDB 3.0 and 4.0) were extracted. This refers to 230 TFs (206 loci) divided
into 29 families. Their analysis was based on the C. reinhardtii v5.5 gene annotation [52].
A second plant TF database ’PlnTFDB’ [123, 218] provided 346 TF protein sequences
for C. reinhardtii TFs and transcriptional regulators, arranged into 35 TF families and 19
groups of transcriptional regulators. A protein was defined as a transcriptional regula-
tor if one or more domains were present, which does not allow their classification into
a defined family. This also occurred if a combination of two different TF family motifs
were present. The C. reinhardtii v4.0 gene annotation was used to annotate the 346 pro-
tein models. To determine the overlap and differences between the two databases, the
selected protein IDs and sequences of C. reinhardtii v4.0 were blasted against the v5.5 an-
notation [53] to identify the corresponding v5.5 gene IDs. Moreover, all 2296 A.thaliana
TFs (tair 10, 1,717 loci) were compared (blasted) to the C. reinhardtii v5.5 gene annotation
to detect orthologous. Further, all corresponding orthologous groups for the A.thaliana
TFs (2,296) were extracted from Plaza Diacots 4.0 (last modified 2017/11/14) [317] to-
gether with the corresponding orthologous group for C. reinhardtii and analyzed. By
combining all information and deleting the duplicates, a list of 475 TFs remained. All
TFs are listed in Table (A.5).

161 TFs could be cloned and extracted from the ORFeome collection. 96 additional
ORFs were gene synthesized from the company Twist Bioscience. To that date, Twist
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Bioscience was the only company that offered a gene synthesis service for genes with a
length of up to 3.2 kb. ORFs with a CDS length smaller than 1.8 kb were synthesized
as fragments that needed to be cloned into a vector. ORFs larger than 1.8 kb were de-
livered as ’clonal genes’ already incorporated into a vector, ready to be cloned into the
Gateway® system. Many TFs contained GC rich repeats and repetitive sequences, in-
terfering with the gene synthesis. Therefore all coding sequences were codon optimized
for yeast and could thus be synthesized.

4.2.3 Promoter selection

The promoters for the Y1H screen were selected according to two categories. First,
all promoter regions for the characterized 475 TF and regulators were selected. Sec-
ond, genes associated in the literature with lipid metabolism, lipid remodeling and
metabolism remodeling during nitrogen and sulfur deprivation were chosen. The gene
expression profiles of this subset of around 400 genes were analyzed using the RNA-
seq data set of Ngan et al. [138]. All candidate genes that showed a log 2-fold change
alteration in the time series of the 16 time points were included in the promoter selec-
tion. Finally, promoter regions of 139 genes were selected for the cloning pipeline. In
the study of Yu CP et al., [219], they examined the positional distribution of TFBS (tran-
scription factor binding sites) in A. thaliana and found that 86 % of the TFBS are in the
regions from -1,000 bp to +200 bp with respect to the transcription start side. Scranton
MA et al. [220] designed synthetic promoters capable of driving robust gene expression
in C. reinhardtii with a promoter region of -1,000 bp and +50 bp. This study defined DNA
sequences -1,000 bp upstream and +100 bp downstream of the annotated transcription
start site as promoter region. A total of 614 promoters were chosen for the protein-DNA
interaction screen. Primers were designed according to section 4.2.4 by Dr. Chung-Wen
Lin and subsequently ordered.

4.2.4 Primer design

To amplify a C. reinhardtii ORF or promoter of interest, the following criteria were used
to design primers for the PCR. The primer length was set to 15 - 30 bp, and the anneal-
ing temperature range to 54 - 63°C. The software Primer3 [318, 319, 320] was adapted
by Dr. Yang Jae Kang and Dr. Chung-Wen Lin to design the primers for all ORFs and
promoters. The adapted script of Dr. Yang Jae Kang and Dr. Chung-Wen Lin can be
found at github: https://github.com/k821209/seq2primer.

Since an accurate gene model is required for successful primer design, my colleague Dr.
Yang Jae Kang used paired-end stranded RNA-seq data from Ngan et al. [138] to re-
view the gene models of all 17,741 protein-coding C. reinhardtii ORFs. He developed an
algorithm using reference-based assembly, RNA-seq read coverage, and Poly-A tail in-
formation to score the predicted C. reinhardtii CDS and reconstructs the ORF sequences.
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A detailed list of all used primers can be found in the appendix in Table A.2. Primers for
amplification of C. reinhardtii ORFs and C. reinhardtii promoters were ordered as mixed
primer plates from the company Eurofins Genomics. The concentration of the mixed
plates was set to 200 µM from Eurofins Genomics. The specific primers of the C. rein-
hardtii ORFs were sorted by annealing temperature for the first PCR and according to
the ORF sizes, so that all ORFs in one plate have similar annealing temperatures and
would also require similar elongation time in the PCR. Since the promoter amplicon
length was fixed to 1,100 bp, the primer for the amplification of C. reinhardtii promoters
were sorted only by the annealing temperature.

The used primer for C. reinhardtii ORFs were extended by a linker sequence between the
start - and end of the ORF and the recombination sites. This extends the sequences by
four amino acids. The use of a linker sequence can increase the stability of fusion pro-
tein, the flexibility of certain domains caused by more distance between the two fused
proteins and therefore can improve the biological activity of the fusion protein and the
ability to interact with other proteins more easier [321]. The primers were designed that
the stop codon at the end of the C. reinhardtii ORF is eliminated during the PCR ampli-
fication. This allows to clone the ORFs into destination vectors with an N-terminal and
a C-terminal fusion domain. For amplifying C. reinhardtii ORFs like TFs, the following
linker sequence were added to all specific primers:

Linker adapters forward (ORFs): 5´-GGA-GGC-GGA-GGT-3´

Linker adapters reverse (ORFs): 5´-GGT-TCC-ACC-ACC-ACC-3´

The PCR primers for the first and second PCR are the following:

1st PCR primer forward (ORFs):
5´-CA-GGA-GGC-GGA-GGT-ATG- ORF-specific-sequence-3´
1st PCR primer reverse (ORFs):
5´-GGT-TCC-ACC-ACC-ACC-ORF-specific-sequence-3´

2nd PCR attB1 forward primer:
5´-GGGG-ACA-AGT-TTG-TAC-AAA-AAA-GCA-GGC-TCA-GGAGGCGGAGGT-ATG-3´
2nd PCR attB2 reverse primer:
5´-GGGG-AC-CAC-TTT-GTA-CAA-GAA-AGC-TGG-GTC-GGTTCCACCACCACC-3´

To amplifying C. reinhardtii promoters, no additional linker sequence was placed between the
promoter sequences and the recombination site. The PCR primers were added to the specific
primers:

1st PCR primer forward (promoter):
5´-GTA-TAG-AAA-AGT-TGC-C-3´
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1st PCR primer reverse (promoter):
5´-TTT-TTG-TAC-AAA-CTT-GT-3´

2nd PCR attB4 forward primer:
5-GGGG-ACA-ACT-TTG-TAT-AGA-AAA-GTT-GCC-3´
2nd PCR attB1R reverse primer:
5´-GGG-GAC-TGC-TTT-TTT-GTA-CAA-ACT-TGT-3´

4.2.5 RNA extraction

The C. reinhardtii RNA and genomic DNA was kindly provided by the the research group of
Prof. Dr. Olaf Kruse at the university of Bielefeld. The RNA extraction was done by Dr. Lutz
Wobbe. Dr. Polina Dementyeva was extracting the genomic C. reinhardtii DNA.

4.2.6 Genomic DNA isolation

As mentioned above, all described steps were performed by Dr. Polina Dementyeva at the uni-
versity of Bielefeld C. reinhardtii cells were grown to a logarithmic phase of OD750 0.6-0.8. The
cells were harvested by centrifugation at 3,000 g for 5 minutes and resuspended in 1 ml wa-
ter afterward. After another centrifugation step at 16,000 g for 5 minutes, the supernatant was
discarded. Cells were frozen at -80°C or lysed directly with 350 µl CTAB-buffer (100 mM Tris-
HCl, 20 mM EDTA, 1.4 M NaCl, 2 % CTAB, pH 8.0), 50-100 µl proteinase K and 25-50 µl 20 %
SDS in a water bath for 2 h at 55°C. Afterward the sample was cooled down on ice, and 50-
100 µl of 5 M potassium acetate was added, followed by incubation on ice for 30 minutes. The
centrifuged sample (13,000 g, 15 minutes) was mixed with an equal volume of phenol/chloro-
form/isoamyl alcohol. The aqueous phase was mixed with 1 ml -20°C cold ethanol to precipi-
tate the genomic DNA. The DNA pellet (centrifugation: 16,000 g, 5 minutes) was washed with
500 µl 70 % ethanol, followed by another centrifugation step at 10,000 g for 5 minutes. After the
removal of ethanol, the DNA pellet was resuspended in 50 µl TE buffer (25 mM Tris-HCl, 5 mM
EDTA, pH 7.5) plus 1 µl RNase (1 µg/µl).

4.2.7 cDNA synthesis for ORF amplification

500 ng total mRNA (in 5 µl) was used in a 25 µl approach for the cDNA synthesis. It was
mixed with 0.1 µl 50 µM random primers (Promega, C1181), 0.5 µl (50 µM) oligo(dT)16 (Life
Technologies, N8080128), and 1.5 µl 10 mM dNTPs (dNTP mix, consists of dATP, dGTP, dCTP,
and dTTP) (Roth, K039.1). The following steps were performed in a thermocycler. The reaction
mixture is heated for 5 minutes at 70°C followed by 10 minutes at 21°C. A second reaction
mixture is prepared by mixing 5 µl 5x reaction buffer (250 mM Tris-HCl (pH 8.3), 375 mM KCl,
15 mM MgCl2), 2.5 µl 100 mM DTT, 5.0 µl 5 M Betaine, 1.25 µl RNasin Ribonuclease Inhibitor
(40U/µl) (Promega, N2511), 1.25 µl SuperScript III (SSIII) (200 U/µl) (Thermo Fisher, 18080-x)
and 1.25 µl water. Both reaction mixtures were mingled together and the following thermocycler
steps were applied to them: 10 minutes at 21°C, 120 minutes at 42°C. After this time additional
250 U of SSIII were added to the reaction mix and the sample was treated for 30 minutes at 55°C
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followed by a heating step of 15 minutes at 70°C. The cDNA was stored at -20°C before being
used to amplify C. reinhardtii ORFs.

4.2.8 Amplification of desired ORF by use of nested PCR
For the amplification of C. reinhardtii ORFs via PCR, 10 different DNA polymerases were tested.
The best high throughput test result was achieved with the KOD Hot Start DNA polymerase
(Merck, 71086). 0.5 U of KOD Hot Start DNA polymerase (1U/µl in 50 mM Tris-HCl, 1 mM
DTT, 0.1 mM EDTA, 50 % glycerol, 0.001 % Nonidet P-40, 0.001 % Tween 20, pH 8.0) and 500 ng
cDNA as template were used per reaction. 10 mM dNTPs, 25 mM MgSO4 and 10x KOD reaction
buffer were added according to manufacturing recommendations. Due to the high C+G content
in the coding sequence of C. reinhardtii additional substances needed to be added to the recom-
mended protocol for the KOD Hot Start DNA polymerase. DMSO to a final concentration of
5 % together with 3 M betaine (final concentration of 1.2 M) were added to the reaction mix. The
specific primers for the PCR were diluted to a concentration of 10 µM and 2 µl were added to
the first PCR [final concentration: 0.66 µM].

The amplicon of the first PCR was used as template (2µl of the reaction mix) for the second PCR.
The Gateway® recombination cloning sites were added onto the first PCR product in the second
PCR. A primer end concentration of 0.2 mM was used. All other additives described for the first
PCR were also added in the second PCR. For amplification fragments larger than 2,000 bp, the
MgSO4 concentration was adapted to 1.5-1.75 mM. The used thermocycler program is based on
the KOD manual and differs according to the annealing temperatures of the primer of the first
PCR. The annealing temperature for the first PCR primers varies from 54°C - 63°C. Table A.2
lists all primer sequences for the cloned ORFs and promoters.

PCRs were performed in 96-well microtiter plates, and if the PCR success rate of that 96 ORFs
was lower than 40 % or if it was apparent that the PCR failed, the whole PCR was repeated. The
vector DNA was isolated afterward as described in section 4.2.12.

For the second PCR, the primer annealing Tm is 54°C. The elongation time depends on the size
of the amplicon. All C. reinhardtii ORFs were devided in five sets. As described in 4.4, the elon-
gation time depends on the ORF size. All ORFs of one category, e.g., P1, were amplified with
the same elongation time, e.g., 30 seconds. All PCR amplicons of the PCR were analyzed by gel
electrophoresis. 3 µl of 6x loading dye were added to 5 µl of the finished reaction and loaded
onto agarose gel containing Midori Green (Biozym, 617004) for analysis.

Table 4.4: Elongation time according to ORF size

P1 P2 P4 P6 P9
ORF size < 1.0kb 1.0-2.5 kb 2.5-4kb 4.0-6.0 kb > 6.0kb

annealing time 20 sec 30 sec 30 sec 30 sec 30 sec
elongation time 0.5 min 1.5 min 3 min 6 min 10 min
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4.2.9 Amplicon purification with magnetic beads
This PCR purification was done for the extended ORF set (10,667 ORFs) and the promoter
cloning. PCR amplicons of the 2nd PCR were purified before they were cloned into a destination
vector. This decreased undesired cloning products and increased cloning efficiency. The purifi-
cation procedure was performed manually or with the help of the Tecan liquid handling robot
called Fluent Automation Workstation. The size selection purification of the PCR product was
done with magnetic beads (Steinbrenner, MDKT00010075) and accordingly to the Steinbrenner
manual for DNA purification. Therefore, a specific ratio of PCR-magnetic beads was used to
exclude DNA particles and primer from the PCR mix and to exchange the reaction mix with
Tris-HCl, pH 8.0. In Table 4.5, three different PCR amplicon-magnetic bead ratios are further
described.

Table 4.5: Ratio between PCR fragment size and amount of magnetic beads

Ratio PCR-fragment size magnetic beads
1 : 1 0 - 300 bp 25 µl

1 : 0.8 301 - 1000 bp 20 µl
1 : 0.6 from 1000 bp on 15 µl

The larger the PCR amplicon, the fewer magnetic beads are needed for the size exclusion purifi-
cation. The PCR mix and the appropriate magnetic beads ratio are mixed. The magnetic beads
bind the DNA amplicon during incubation of 5 minutes at room temperature. After another
incubation step on the magnetic separation plate of 5 minutes, the supernatant was removed,
and the beads were washed twice with 100 µl freshly prepared 80 % ethanol. The ethanol was
removed by pipetting and completely evaporated by drying at the sterile bench. To eluate the
DNA amplicons of the magnetic beads, the beads were resuspended in 5 mM Tris-HCl, pH 8.5
(25-40 µl according to starting material of the PCR and handling procedure. Purification manu-
ally: 25-30 µl, purification on the Tecan liquid handling robot: 40 µl). The elution mix is placed
back into a magnetic separation plate to separate the eluted DNA amplicons from the magnetic
beads. The bead-free eluate is transferred after an incubation of 5 minutes to a fresh reaction
tube or reaction plate.

4.2.10 Gateway® cloning
For cloning, the established and commercially available Gateway® Cloning System from Thermo
Fisher Scientific was used. In the first cloning step, 3 µl PCR product was mixed with 1 µl
pDONR plasmid (50 ng/µl), 0.5 µl TE buffer (10 mM Tris pH 8.0, 1 mM EDTA) and 0.5 µl BP
II clonase mix (Thermo Fisher Scientific, 11789) to perform the BP reaction. Table 4.6 describes
which pDONR plasmid was used for cloning of C. reinhardtii promoter and C. reinhardtii ORFs.
The BP reaction was performed in a 96-well microtiter plate by incubation overnight at 25°C in
a thermocycler.
2-2.5 µl of the BP reaction were transformed into high chemical competent E.coli cells as de-
scribed in section 4.2.12.
For the LR reaction 2.5 µl of plasmid DNA containing the entry clone (35-100 ng/µl) was mixed
with 1 µl of pDEST (150 ng/µl), 0.5 TE buffer (10 mM Tris pH 8.0, 1 mM EDTA) and 0.5 µl LR II
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Table 4.6: Plasmids used in the Gateway® Cloning System

BP
cloning pDONR plasmid

promoter pDONR P4-P1R
ORF/TFs pDONR223

ORF pDONR223
protein expression pDONR 223/pDONR Twist

LR
cloning pDEST plasmid

promoter pMW#2
ORF/TFs pDEST AD 2µ

ORF pDEST AD/pDEST DB
TF pGex6

clonase mix (Thermo Fisher Scientific, 11791), followed by a 4-16 hours incubation at 25°C in a
thermocycler. 2-2.5 µl of LR reaction were transformed into high chemical competent E.coli cells
as described in section 4.2.12. For all cloning reactions, different controls were performed to de-
tect contamination and destination vectors without functional selection markers. As a negative
control the BP reaction master mix was tested without a PCR amplicon. Instead of 3 µl PCR
mix, 3 µl of TE buffer was added to the reaction mix. This control contains the empty pDONR
or pDEST vector, which should not show bacterial growth after the transformation because the
selection gene ccdB should kill the cells.

4.2.11 Gateway® cloning into BFG-Y2H plasmids
All entry clones of successfully amplified 2nd PCR amplicons were consolidated and freshly
spotted on agar plates, in total 8627 ORFs. Afterward, the spotted bacteria spots of 12 x 96 ORFs
were pooled into one bacterial culture pool, and the DNA was subsequently isolated. By this
procedure, eight DNA pools were created, containing roughly 1,152 ORFs. Afterward, an en-
masse LR Gateway® reaction was performed. As destination vectors, two different vector pools
were used:

• AD-destination BC plasmid pool

• DB-destination BC plasmid pool

All vector plasmids were previously generated and reported by Yachie et al. [156]. Each of the
destination vectors contains two different barcodes (BC) and parts of an ARS along with part
of a centromere sequence (CEN). These sequences enable the plasmid to replicate itself inde-
pendently in the yeast cells and are considered as low copy vectors. All BFG-Y2H plasmid are
CEN-vectors. A different type of yeast vectors are yeast episomal plasmids. They contain a
fragment from the 2-micron circle that allows a plasmid copy number of more than 50 per cell,
thereby considered a high copy number. These vectors are hereafter referred to as 2µ-vectors.
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This study used them for the TF transformation for the Y1H screen.

After the en-masse LR reaction with the AD - and DB-destination BC plasmid pools, the LR
reaction was transformed into bacteria and plated on LB-Carb agar plates. After one day of
growth, for each DNA pool, around 2500 single colonies (26 x 96-well plates) were picked with
the QPixTM 420 Colony Picker from Molecular Devices. In total, 416 plates (218 AD-containing
plasmids, 216 DB-containing plasmids) per DNA pool. Glycerol stock plates were produced for
all plates and frozen at -80°. The following BFG-Y2H screen still needs to be performed.

4.2.12 Bacterial transformation and plasmid extraction

The cloned constructs were transformed into competent E. coli cells to get the plasmid constructs
amplified from the bacterial cells. The transformation protocol was adapted from a single reac-
tion tube to a 96-well microtiter plate. The frozen competent cells were thawed on ice. 20 µl
of competent cells (>1x108 cfu/µg) were used per well. If the transformation efficiency of the
competent cells was less than 1x108 cfu/µg 30 µl of competent cells were used. For the trans-
formation of BP or LR reaction, 2.5 µl of the reaction mixture was added to each well using an
8-channel pipette or the Integra liquid pipette VIAFLO 96. The microtiter plate was sealed and
incubated for 30 minutes on ice, followed by a heat shock of 30 seconds (max. 60 seconds) at
42°C in a thermocycler or water bath, plus a 2 minutes incubation on ice. To recover the cells,
100 µl of SOB media (0.5 % yeast extract, 2 % tryptone, 10 mM NaCl, 2.5 mM KCl, 10 mM MgSO4,
10 mM MgCl2) were added to each well, followed by incubation at 37°C for 45-60 minutes with-
out shaking. Afterward, the cell solution was transferred into a prepared deep-well microtiter
plate, filled with 1.7 ml TB media (2.4 % yeast extract, 1.2 % tryptone, 4 % glycerol, 10 % phos-
phate buffer (0.017 M KH2PO4, 0.017 M K2HPO4)) or 1.7 ml LB media (0.5 % yeast extract, 1 %
tryptone, 1 % NaCl) with the respective antibiotics and incubated for 16 - 18 hours on a plate
shaker at 37°C.

4.2.13 Determination of the presence of insert DNA in plasmid con-
structs via colony PCR

To verify that a particular cloned plasmid construct was incorporated into E.coli cells, a colony
PCR was performed. Therefore, one colony of transformed E.coli was resuspended in 15 µl
mq H2O or directly with the PCR mix. If the colony was resuspended in water, 3 µl of this
mix was used for the subsequent colony PCR. 5 µl of the resuspended sample was spotted on
the respective selection plate to maintain the clone for further experiments. The 30 µl PCR
reaction containing 3 µl sample, 4 µl H2O, 3 µl dNTPs (2.5 mM each), 3 µl DreamTaq buffer
(20 mM MgCl2), 1.5 µl forward primer (10 µM), 1.5 µl reverse primer (10 µM), 1.5 µl DMSO,
12 µl betaine (3M), 0.5 µl DreamTaq were subjected to the following thermal cycles: 10 minutes
at 98°C, followed by 35 cycles of step 1: 95°C for 30 seconds, step 2: 56°C for 30 seconds, step 3:
72°C elongation time depending to the ORF size, see 4.4) and finally 5 minutes at 72°C. 3 µl of 6x
loading dye were added to 5 µl of the finished reaction and loaded onto agarose gel containing
Midori Green for analysis.
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4.2.14 Glycerol stocks and plasmid extraction
For long-term storage the bacterial cultures were frozen in glycerol stocks. After the growth of
16 - 18 hours 75 µl/well of the bacterial culture is transferred into a skirted 96-well u-bottom mi-
crotiter plate and gently mixed with 75 µl/well 40 % glycerol. The glycerol stocks are kept at -80
°C. The remaining over-night culture was pelleted by centrifugation at 1000xg for 10 minutes.
The supernatant was aspirated with a 8-channel pipet or a liquid handling robot. The remaining
cell pellet was used directly for plasmid isolation or frozen at -20°C for later usage. For plas-
mid isolation commercially available plasmid purification kits were used from Macherey-Nagel
for single tube plasmid purification and kits from Qiagen (962241) or 7Bioscience (EM21-BR,
custom-made product for us) were used with the Qiagen liquid handling BioRobot according to
manufacturer´s recommendations.

4.2.15 ORF sequencing
The first set of functional ORFs was verified by next-generation sequencing. To verify the full-
length ORF sequence and not the vector backbone, a PCR onto the isolated plasmid DNA was
performed to amplify the ORF sequence. 4062 ORFs were sent for sequencing to the company
seqWell. To that date, seqWell provided a service to serve full-length next-generation sequenc-
ing (NGS) for plasmids. With NGS, a vast number of short sequences can be sequenced in
one reaction. For this, the input DNA is randomly cleaved into short fragments, followed by
5´and 3´adapter ligation. For Illumina sequencing, the cleaved fragments are between 100 -
150 bp long. Afterward, these fragments are loaded into a flow cell on surface-bound oligos
complementary to the library adapters. The fragments are then amplified to clonal clusters and
sequenced afterward. To provide the full-length information of an ORF with more than 150 bp,
seqWell performed a tagmentation reaction during the library preparation of all samples. Dur-
ing the tagmentation reaction, DNA samples get fragmented, and two unique barcodes with
Illumina NGS linkers are added to these DNA fragments. The barcodes are unique for each well
position and each 96-well microtiter plate. As the cost for a single sample is high, three ORF
PCR samples were pooled in one sequencing sample. 318 ORF PCR samples were pooled 4:1
instead of 3:1. By this pooling, the sequencing sample size could be decreased from 4062 to 1328
samples. Due to the pooling of three ORF PCRs in one well, these three amplicons carried the
identical two unique barcodes for the well and plate position. As the three ORFs had different
coding sequences and the tagmentation occurs randomly, the short sequencing fragments could
be aligned afterward to the C. reinhardtii reference genome. The data analysis and the alignment
of paired-end reads of the 4062 ORFs were performed by Dr. Yang-Jae Kang. A minimum of
10 paired-end reads was determined as the threshold for a sequenced ORF. 96 ORFs were only
Sanger sequenced.

4.2.16 Yeast transformation
The Y1H assay is based on DNA promoter bait constructs and TF-AD constructs. The TF-AD
constructs are transformed into the Y1H-S2a strain. The promoter bait constructs were inte-
grated into the genome of the Yα1867. Both strains are further described in 4.1.4. The trans-
formation and integration were performed according to previously reported protocols [322, 192,
191]. The linearization of the plasmid construct is necessary to integrate the DNA bait constructs.
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Otherwise they will not be integrated into the yeast genome. The plasmid constructs were lin-
earized by the restriction enzymes AflII, XhoI, and SbfI. The transformation of the TF-AD con-
structs and the integration of the DNA promoter bait-reporter constructs into opposite mating
types of yeast enables yeast mating and reduces the workload compared to co-transformation
protocols.

The yeast strains were streaked out on separate 145 mM YEPD plates (see 4.1.7) and incubated at
30°C for 48-72 hours to obtain isolated colonies. One day before the transformation, a preculture
was inoculated. Therefore 20-50 ml of YEPD media (2 % bacto peptone, 1 % yeast extract, 2 %
glucose) was inoculated with 5-10 single colonies of the respective yeast strain and incubated
for 14-18 hours at 30°C shaking (150-180 rpm). 200 ml YEPD media per 96-well microtiter plate
that should be transformed is inoculated with the preculture to an OD600 of 0.1. When the OD600
of the culture reached 0.4-0.6, the culture was harvested by centrifugation (5 minutes, 800 g,
RT), the supernatant was discarded, and the cell pellet was gently resuspended in 40 ml H2O.
After another centrifugation step (5 minutes, 800g, RT), the cell pellet was resuspended in 10 ml
TE/LiAc buffer (10 mM Tris, pH 8.0, 0.5 mM EDTA, 100 mM LiAc), followed by a third cen-
trifugation step. The supernatant was discarded again, and the pellet was gently resuspended
in 2 ml TE/LiAc buffer (see above). 200 mg of single-stranded carrier DNA (Sigma-Adrich
Chemie GmbH, D1626) (was boiled before for 5 minutes and cooled down on ice) together with
10 ml TE/LiAc/PEG solution (10 mM Tris, pH 8.0, 0.5 mM EDTA, 100 mM LiAc, 80 % of 44 %
PEG stock solution) were added to cell solution. 120 µl of this cell suspension was then aliquoted
into each well a 96-well microtiter plate using an 8-channel pipette. This solution now carried
the competent yeast cells. 0.5-1 µg of plasmid DNA (10-15 µl) per well were added to yeast cell
suspension with an 8-channel pipette or with the Integra liquid pipette VIAFLO 96. The cell-
DNA mix was then incubated for 30 minutes at 30°C without shaking, followed by a 15 minutes
heat shock at 42°C. The plate was centrifuged for 5 minutes at 800g, and the supernatant was
discarded. The cells were washed in 100 µl sterile mQ H2O, followed by another centrifugation
for 5 minutes and 800 g. If the yeast was transformed with a TF-AD plasmid construct, the
transformed cells were resuspended in 15 µl sterile mQ H2O and then spotted on a respective
selection plate (SC-Trp (see 4.1.7)). If the yeast was transformed with a DNA promoter bait con-
struct, the transformed cells were resuspended in 50-100 µl of sterile mQ H2O and then streaked
out on a selection plate (SC-His (see 4.1.7)) to obtain single colonies after the integration transfor-
mation. The plates were incubated for 48-72 hours at 30°C. The TF-AD yeast transformants were
inoculated afterward into a u-bottom cikroplate containing 170 µl SC-Trp media and incubated
on a vibration plate shaker for 72 hours at 30°C, following the preparation of glycerol stocks.
Therefore, 75 µl of grown cells were gently mixed with 40 % glycerol, sealed, and stored at -
80°C. Usually, two glycerol copies were prepared, one for common use and one copy as archival
stock. For the integrated DNA baits, 8-12 single colonies were picked and inoculated in SC-His
media to prepare glycerol stocks and perform a self-activation test (described below 4.2.18).
´

4.2.17 Yeast lysis and subsequent colony PCR of lysed yeast cells

To examine if a transformation of a cloned plasmid was transformed or integrated into yeast,
a yeast lysis with subsequent colony PCR of the lysed yeast cells need to be done. Therefore
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two approached were performed depending on the availability of reagents. One approach was
the yeast lysis with Zymolyase (amsbio, 120491-1). The other approach was the yeast lysis with
sodium hydroxide. For the lysis with Zymolase, 2.5 mg of Zymolase (2500 U/g) were solved
in 1 ml 0.1 M phosphate buffer (solve 5 ml 10M stock solutions KH2PO4 and 5 ml K2HPO4 in
500 ml H2O, adjust pH to 7.4). This solution can be kept for maximal two weeks. One colony
was resuspend in 15 µl of zymolase solution and subjected the following thermocycler program:
45-60 minutes at 37°C, followed by 15-20 minutes at 95°C. 85 µl mq H2O was added, followed
by a centrifugation step at 800g for 10 minutes. 3 µl of lysed sample was used for the subsequent
colony PCR.

The second approach was performed when the zymolase enzym has lost their activity and
was not functional. Therefore a small yeast cell pellet (grown in respective liquid media) were
washed twice with 100 µl H2O to remove media components. In case of yeast colonies grown
on a solid plate, one colony was used for the lysis, resuspended in 25 µl H2O. Afterwards the
cell pellet was solved in 25 µl mq H2O. 25 µl of 40 mM sodium hydroxide solution was added,
followed by a 30 minutes treatment at 95°C in a thermocycler, followed by a centrifugation at
1000g for 5 minutes. 3 µl of cell lysate was used for the subsequent colony PCR.

The colony PCR was performed as follows. The 30 µl PCR reaction containing 3µl sample, 3.2 µl
H2O, 3 µl dNTPs (2.5 mM each), 3 µl 10x KOD Hot Start buffer, 1.8 µl MgSO4 (25 mM), 1 µl
forward primer (10 µM), 1 µl reverse primer (10 µM), 1.5 µl DMSO, 12 µl betain (3M), 0.5 µl
KOD Hot Start polymerase were subjected to the following thermal cycles: 10 minutes at 98°C,
followed by 35 cylces of step 1: 95°C for 20-30 seconds (according to Table 4.4), step 2: respective
annealing temperatur depending on the used primers for 30 seconds, step 3: 70°C elongation
time depending on the ORF size, see Table 4.4) and finally 5 minutes at 72°C. 3 µl of 6x loading
dye were added to 5 µl of the finished reaction and loaded onto agarose gel containing Midori
Green for analysis.

4.2.18 Self-activation test of yeast bait strains

After the yeast transformation of the DNA promoter bait constructs, the strains must be tested
for their self-activation. Every incorporated plasmid construct has a minor background activity
because of the minimal promoter in the plasmid reporter construct. This activity needs to be
determined and the yeast clone with the least self-activation is chosen for the actual Y1H screen
afterward.

For each yeast DNA promoter strain, eight single colonies (if available) were picked and grown
in 150 µl SC-His media for 24 hours. Afterward, the yeast cultures were diluted 1:4 (120µl media
+ 40 µl grown culture), and 5 µl of the dilution was spotted on SC-His plates containing 10, 20,
and 40 mM 3-AT. The dilution was done on cell cultures with an OD600 of 0.65-0.9, meaning that
cells with an OD600 of around 0.2 were spotted onto the selection plates were spotted. After two
days of inoculation at 30°C, pictures of the plates were taken and analyzed. The yeast clone with
the least growth on the plate with the lowest 3-AT concentration was picked and grown again
in 150 µl SC-His media to prepare glycerol stocks (described in section 4.2.16).
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4.2.19 Auto-activation test for TF prey strain
Since TFs can also bind nonspecifically to vector DNA, an auto-activation screen is performed
with all TF prey strains. Therefore, all TF prey strains are mated with a yeast strain that contains
an integrated pMW#2 vector without any additional promoter sequence. This pMW#2 vector
is called ’an empty pMW#2 vector’. This assay can detect nonspecific binding to the pMW#2
vector. If the mated yeast can grow after selection, the studied TF binds unspecifically to the
vector backbone and is therefore excluded for the following Y1H screen.

4.2.20 Y1H pipeline
For the Y1H assay, a DNA promoter is cloned upstream of the His3 reporter. This reporter
construct is integrated into the yeast genome of Yα1867. The corresponding interaction partners,
the TFs, are transformed into the Y1H-S2a yeast strain. After picking the DNA promoter bait
strain clone with the least self-activation (one clone per promoter), this bait strain clone will be
tested in a primary screening against a mini-pool of various TFs. The 16 TF mini-pools contain
between 13 and maximal 20 TFs (detailed description of the TFs, see Table A.5). The positive
interactions found in the primary screening are verified in a one-by-one analysis Y1H screen,
where each bait strain clone is mated against one TF strain in four repeats.

4.2.20.1 Y1H primary screening

The Tecan liquid handling robot distributed all used DNA promoter bait strains. One bait strain
was inoculated into position 1-10 of one row of a 96-well microtiter plate (filled with 170 µl SC-
His media), indicated in Figure 4.1 (red circles). These DNA promoter bait strain plates were
grown on a vibration plate shaker for 72 hours at 30°C. 75 µl of grown culture was mixed with
75 µl 40 % glycerol, sealed and stored at -80°C. Two glycerol copies were prepared, one for com-
mon use and one copy as archival stock.

The TFs were picked according to the distribution pattern, illustrated into Figure 4.3, into a 96-
well u-bottom plate, filled with 170 µl SC-Trp media and grown on a vibration shaker for 24
hours at 30°C. Afterwards they were spotted on solid SC-Trp plates and grown for 72 hours at
30°C. The various TFs of one pool were scraped from one plate and resuspended in 20 ml of
SC-Trp media. TF mini-pool 1-8 were filled into the TF_pool_all_1 plate, TF mini-pool 9-16 were
filled into the TF_pool_all_2 plate (clarified in Figure 4.1). Two glycerol stocks were made from
each TF mini-pool mix, sealed and stored at -80°C.

The Y1H primary screening is performed by mating of one DNA promoter bait strain plate with
a TF_pool_all plate. Therefore 5 µl of both plates (DNA promoter bait plate and TF_pool_all
plate) were inoculated with the Tecan liquid handling robot in a 96-well u-bottom microtiter
plate, filled with 150 µl of YEPD, followed by 24 hours shaking on a vibration shaker at 30°C. To
select for diploid yeast cells, 5 µl of the mated yeast culture were transferred into a new 96-well
u-bottom microtiter plate, filled with 150 µl SC-Trp -His media, followed by 48 hours incubation
on a vibration shaker at 30°C. On the third day after the mating, 5 µl of the diploid yeast cells
were transferred again into a new 96-well u-bottom microtiter plate, filled with SC -Trp -His
media, to obtain a second generation of diploid cells. The plates were incubated on a vibration
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shaker for 24 hours at 30°C. The next day, the diploid selected yeast cells were diluted 1:5 with
fresh SC - Trp - His media to an OD600 of 0.2 and 5 µl were spotted on SC -Trp -His + 3-AT
plates (containing 1 mM, 2.5 mM, 5.0 mM, 10 mM 3-AT). Two days after the spotting pictures
were taken from all plates. The read-out plates were scored manually. Afterwards a python
script, written by Patrick Schwehn, was trained to recognize and score the positive interactions.
The score was categorized into 5 categories, from 1, almost no yeast growth to 5, strong yeast
growth. After the automated analysis the results were double-checked and the positive scored
interactions were selected for the Y1H verification.

TF pools of 
max 20 TF 
of similar 
TF famlily

DNA promoter bait with 
least autoac�va�on

Controls 
+/-

AD 
GFP

Figure 4.1: 96-well microtiter plate layout for primary screening
One DNA promoter bait strain was distributed into one row of a 96-well u-bottom shape microtiter

plate (grey circles), leading to eight different DNA promoter bait strains filled into one microtiter plate. TF
mini-pools were distributed into columns, 8 mini-pools were distributed over one microtiter plate (black
circles). Column 9 and 10 were filled with Y1H-S2a strain transformed with pDEST AD 2µ GFP and an
empty pDEST AD 2µ vector as negative mating control. Column 11 was filled with several negative and
positive controls.

4.2.20.2 Saturation assay

For the saturation assay, four independent primary screens with 12 DNA promoter bait plates
(contain each 8 DNA baits) against all TF mini pools were performed.

4.2.20.3 Y1H verification

The TFs of one mini-pool were distributed over three columns of a 96-well microtiter plate for
one repeat. All four repeats of the same bait strain clone with the respective TFs were performed
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Figure 4.2: Experimental setup of Y1H pipeline
The Y1H workflow is based on liquid cultures. They are grown in 96-well u-bottom shape microtiter

plates and transfered as described in the text. The prey and bait strains are mated in YEPD and afterwards
double selected in SC-His-Trp selection media. For the subsequent analysis the diploid yeast is spotted
on SC-His-Trp +3AT readout plates. Adapted from Reece-Hoyes et al. [193].

on one 96-well microtiter plate. Figure 4.3 illustrate the distribution pattern of the four repeats
of single TFs on one 96-well microtiter plate. For the verification of primary positive interac-
tions, each DNA promoter bait strain was inoculated separately into 8 ml of SC-His media and
grown shaking for 48-72 hours at 30°C and for the mating distributed over a 96-well u-bottom
microtiter plate to be able to use the Tecan liquid handling robot for the mating. As mating
partners, the TF_pool_single_plates 1-16 were inoculated in 170 µl SC-Trp media and grown
on a vibration shaker for 48-72 hours. 5 µl of DNA promoter bait strain culture and 5 µl of
the TF_pool_single_plate culture were inoculated into 150 µl YEPD media, filled in a 96-well u-
bottom plate with the Tecan liquid handling robot. After 12-24 hours incubation on a vibration
shaker at 30°C, 5 µl of the mated yeast cells were transferred into the selection media SC -Trp -
His (150 µl in a 96-well u-bottom plates) to select for diploid cells. 48 hours later, 5 µl of diploid
cells were transferred again into fresh 150 µl SC -Trp - His media, followed by 24 hours incu-
bation on a vibration shaker at 30°C. 5 µl of the mated yeast cells were 1:5 diluted and spotted
on dried YEPD and SC - Trp - His + 1 mM 3-AT plates for the readout. Two days after, pictures
of all plates were taken and analyzed. Cytoscape plugins were used to analyze and display the
network [230].

Position E3, E6, E9 and E12 were filled with a Y1H-S2a strain transformed with pDEST AD 2µ
GFP. Position F3, F6, F9 and F12 were filled with a Y1H-S2a strain transformed with an empty
pDEST AD 2µ vector. pDEST AD 2µ GFP and pDEST AD 2µ vector are the negative controls for
the DNA promoter bait strains, to identify DNA promoter bait auto-activators. Position G3, H3,
G6, H6, G9, H9, G12 and H12 were filled with already mated positive control strain.

4.2.21 Protein expression

A subset of TFs were chosen and transformed into the pGEX6 expression vector, listed in Table
4.6. The plasmid vector contains a N-terminal GST-tag, that is fused to the TFs. They were
transformed into RosettaTM (DE3) cells. Rosetta host strains are BL21 derivates that enhance
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Figure 4.3: Distribution of TFs on 96-well microtiter plate for verification
Each TF pool contain up to 20 TFs of one TF family. For some TF pools two TF families were merged

into one pool. For the 4-fold verification each single TF was distributed four times onto a 96-well plate to
achieve a four repeat design on one single spotting plate. Each three columns represent one repeat. The
last four samples of each third column contain two negative controls and two positive controls.

the expression of eukaryotic proteins in E.coli. The correct clones were sequenced verified and
showed a resistance again Carb and CAM. The transformed Rosetta cells were grown over night
at 37°C on a orbit shaker and freshly inoculated the next day in LB-Carb/CAM media. With an
OD of 0.4-0.6, the cells were induced with a final concentration of 1 mM IPTG. After 4 hours of
growth the cells were harvested, spun down and the cell pellet was frozen at -20°C.

4.2.22 Protein lysis and purification
The cell pellet undergoes three freeze and thaw cycles on ice and with liquid nitrogen. Then
the cells are resuspended in 10 ml lysis buffer (140 mM NaCl, 10 mM Na2HPO4, 2.7 mM KCl,
2.0 mM KH2PO4, 1 mM EDTA, 1 mM DTT, 1 mg/ml Lysozym, 0.1 % Triton X-100, 1x Protease
Inhibitor cocktail, 1x DNase) and incubated for 30 min at 4°C. For 50 ml cells, 10 ml lysis buffer
was used, if less cells were used, the amount of buffer was adjusted. The lysate was spun at
4°C for 10 min at 10000g. The lysate supernatant was transferred to a new tube. MagneGST#
Glutathione Particles, 4 ml (Promega, V8611), hereafter referred as MagneGST beads, were used
for the purification of the GST-tagged TF-proteins.

100 µl magnetic beads per sample were preequilibrated according to the manufacturer protocol
and subsequently added to the centrifugated lysate. Incubate the beads with the lysate at 4°C
for 60-120 min on a shaker (120 rpm, the beads should be in constant motion). Using a magnetic
rack, the beads are separated from the supernatant, which can be collected as ’flow through’ for
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further gel analysis. The beads are washed with 1000 µl MagneGST Bind/Wash buffer (140 mM
NaCl, 4.2 mM Na2HPO4, 10 mM KCl, 2.0 mM KH2PO4, 1.0 mM DTT) and incubated and mixed
for 5 min at 4°C or RT. The washing step is repeated without incubation two times. The beads
remain in the sample tube, while the washing buffer is discarded. For each step the samples are
put in the magnetic rack, that the beads are bound by the magnet. For protein elution, the beads
are incubated in 50-100 µl elution buffer (50 mM Glutathione, 50 mM Tris-HCl, pH 8.1) for 30-60
min at 4°C on a shaker (1000 rpm). After putting the samples back on the magnetic rack, the
eluat can be transferred into a new tube. The eluat contain the purified proteins.

4.2.22.1 Buffer exchange

For protein quantification with the PierceTM BCA Assay kit (Thermo Fisher, 23227) the buffer of
the eluted proteins need to be change to get rid of the glutathione. Otherwise the glutathione
would interfere with the BCA Assay. Therefore a buffer exchange by ultrafiltration with Amicon
Ultra 0.5 ml 30 K columns was performed. The buffer exchange was performed with 50 mM Tris-
HCl because this is part of the elution buffer. The ultrafiltration filters are prerinsed with 500 µl
50 mM Tris-HCl, pH 7.4 and centrifugated at 14000 g for 4 min. Then the eluted proteins (50-
100 µl) are loaded onto the ultrafilters and diluted with 350-400 µl 50 mM Tris-HCl, pH 7.4. The
ultrafilters are centrifugated with 14000 g for 3-5 min at 4°C. Afterwards the fluid level needs
to be checked. It should not run under 50 µl. 450 µl 50 mM Tris-HCl was added again to the
ultrafilters and the centrifugation step was repeated. (14000 g, 3-5 min). The fluid level should
be now between 50-100 µl. The ultrafilters were then transferred to a new tube and reverse spun
at 1000 g, 2 min at 4°C.

4.2.23 Protein detection on SDS-PAGE and Western Blot

To validate if TF proteins were expressed 100-500 µl of cell culture or 10 µl of cell lysate were
loaded and separated on 10 % SDS polyacrylamide gels (120V, 60-120 min). Before the samples
were resuspended and boiled in 2x Lämmli buffer (2x Tris_Glycerine Buffer + 1 M DTT (end
concentration 1x buffer, 10 mM DTT)) for 10 min at 90°C. The SDS-polyacrylamide gels were
either stained in Coomassie solution and destained afterwards. Or the proteins were transferred
to a nitrocellulose membrane via wet-blotting (100V, constant, 60-90 min). The electrophoresis
chambers and the mini Trans-BlotR Cell of Bio-Rad was used for the separation and transfer.
The membranes were blocked in TBS-T 0.1 % + 5 % skim milk for 90 min or over night and
subsequently incubated with the primary antibody, diluted in blocking solution (TBS-T 0.1 % +
1 % skim milk) at 4°C over night or for 120-180 min. After washing the membranes three times in
TBS-T 0.1 % for 5-15 min, they were incubated with the secondary antibody, diluted in blocking
solution (TBS-T 0.1 % + 1 % milk) for 60-180 min and washed again three times. For signal
detection the membranes were incubated in Super Signal West Femto substrate analyzed using
a Luminescent Image Analyzer. The membranes were stained with Ponceau rouge to control
equal loading and transfer.
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4.2.24 PampDAP-seq

DAP-seq is an in vitro TF-DNA binding assay that detects TF binding sites in genomic DNA
with in vitro expressed TFs [190]. In a modified version of DAP-seq, called ampDAP-seq, a
PCR-amplified genomic DNA library is used as template for the TF-binding. For this study a
slightly modified ampDAP-seq assay was used as a biophysical validation to verify PDIs from
the C. reinhardtii gene regulatory network. The DNA promoter sequences that were cloned for
the Y1H screen were PCR amplified and used for the DNA library preparation (detailed de-
scription of the DNA library preparation is displayed in section 4.2.24.1). Hereafter referred
to as PampDAP-seq, promoter PCR amplified DAP-seq. After PCR amplification the promoter
sequences were sheared, fragmented using Nextera tagmentation enzyme and short Illumina
DNA adapters were attached to the promoter fragments. This process is called tagmentation
reaction.

Tagmentation is a process by which unfragmented DNA is cleaved by Tn5 transposase and
tagged with specific labels for further analysis. In a separate reaction, the affinity-purified TFs
were prepared by in vitro expression and bound to glutathione-coupled magnetic beads. The
promoter DNA library was added to the affinity-bound TFs and the unbound DNA was washed
away. The TF-bound DNA fraction is eluted, amplified with Illumina Nextera index primers and
NGS-sequenced afterwards ([190].

4.2.24.1 DNA promoter library preparation

The PCR-amplified promoter sequences (from Entry clones) were pooled and purified with mag-
netic beads, according to manufacturer protocol (MagSi-NGSPREP PLUS, Steinbrenner Laborsys-
teme GmbH). The concentration of this promoter pool library, hereafter referred as DNA library,
was quantified using the Quant-itTM PicoGreenTM ds DNA Assay-Kit according to manufactur-
ers protocol (Quant-iTTM PicoGreen, invitrogen). 13 µg pooled DNA library in 130 µl elution
buffer (5 mM Tris-HCl, pH 8.5) were tranferred to a Covarids microTUB and sonicated using
a Covaris E220 Focused-ultrasonicator system with a program of: 140 W, ’Cycles/Burst’ 200,
’Duty Factor’ 10 % and a time of 55 sec.The targeted fragment size was 250-500 bp. A frag-
ment size of 200-600 bp was achieved. For further tagmentation, the DNA library was diluted to
6.5 ng/µl treated with Illumina Tagment DNA TD1 Enzyme and buffer kit (Illumina, 20034197).

Table 4.7: Tagmentation reaction

Component Amount per reaction (µl) Final amount
Tagmentation TD1 enzyme 0.5 -
Tagmentation buffer 2.0 1x
DNA pool library 1.0 6.5 ng
MQ H2O 6.5 -
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Table 4.8: Tagmentation PCR

Component Amount per reaction (µl) Final amount
Phusion Taq polymerase 0.2 0.4 U
Phusion polymerase buffer 4.0 1x
10 mM dNTPs 2.0 1.0 mM
Primer Nextera fw (10 µM) 1.0 0.5 µM
Primer Nextera rv (10 µM) 1.0 0.5 µM
MQ H2O 1.8 -

Table 4.9: Thermocycler program tagmentation

Cycle number Denature Anneal Extend
1 72°C for 3 min - -
2 95°C for 30 sec - -

3-13 95°C for 30 sec 55°C for 30 sec 72°C for 2 min
14 - - 72°C for 10 min

4.2.24.2 PampDAP-seq, protein and DNA binding

25 µl MagneGST beads were washed four times with 1x PBS buffer (137 mM NaCl, 2.7 mM KCl,
8 mM Na2HPO4, 2 mM KH2PO4) to equilibrate the beads. To reduce the unspecifically bind-
ing affinity of the beads, the PBS contains 100 ng salmon sperm DNA. 3 µg of purified TF-GST
proteins are solved in 400 µl 1x PBS and added to the washed MagneGST beads. The samples
were rotated on a rotate shaker for 60 min at 4°C, that the beads are in constant motion and can
bind the proteins in the solution. The samples were spun for 5 sec at 3,000 g to collect all liquid
on the bottom of the tube. For separation of beads and solution, the samples were placed into
a magnetic rack. The beads were washed five times with 400 µl of 1x PBS + NP40 (0.005 %).
The supernatant was discarded. Afterwards the beads were washed three times with 400 µl 1x
PBS. After the last washing step the beads are resuspended in 40 µl 1x PBS and transferred into
a 8-well PCR strip or a 96-well microtiter plate.

75-100 ng of prepared DNA promoter library was diluted in 40 µl 1x PBS and added to the
washed beads. The bound proteins and the DNA promoter library were incubated at RT for
60-120 min, shaking on a rotator shaker. Then the beads were washed four or eight times with
180 µl 1x PBS + NP40 (0.005 %) and subsequently transferred to a new tube or plate. Then the
beads were washed again two or four times with 180 µl 1x PBS. After the final washing step the
beads were transferred to a new tube or plate. The supernatant was discarded and the beads
were resuspended in 25 µl elution buffer (5 mM Tris-HCl, pH 8.5). They were then heated at 98°C
for 10 min to denaturate the proteins. The eluted DNA was then PCR amplified using Nextera i5
and i7 primers with unique barcodes to differentiate the different samples according to 4.10. The
PCR samples were pooled into one sample and gel purified. PCR products between 150 - 400 bp
were selected. The sample DNA amount was estimated using the Quant-itTM PicoGreenTM ds
DNA Assay-Kit and send for NGS sequencing.
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Table 4.10: Thermocycler program DAP PCR

Cycle number Denature Anneal Extend
1 98°C for 2 min - -
2 98°C for 30 sec - -

3-23 98°C for 15 sec 55°C for 30 sec 72°C for 2 min
24 - - 72°C for 10 min

4.2.24.3 PampDAP-seq analysis - computation pipeline

NGS data was demultiplexed by the NGS core facility of the Helmholtz Zentrum München.
Afterwards the reads were trimmed according their read quality using trimmomatic-0.39 [323].
Afterwards they were aligned onto the reference promoter sequences using the bwa 0.7.17 tool
[324]. All mapped reads were indexed and and sorted using the tool Samtools 1.15 [325, 326].
The subsequent peak calling was done with macs2 v2.2.7.1 [327].

For denovo binding motif identification and discovery the MEME tool of ’The MEME Suite’ was
used [328, 329]. For comparison with already known binding motifs of A.thaliana the TomTom
tool of ’The MEME Suite’ was used [330]. The computational pipeline to analyze the DAP-seq
data was coded and performed by Dr. Chung-Wen Lin.

4.2.25 GO term analysis
All avaiable GO terms of the 303 interaction partners in the Y1H screen (142 TFs and 220 DNA
promoter baits) were extracted from g:Profiler [232]. The GO terms are based on the genome
annotation v5.5 [52]. The GO terms for biological processes were used to condense the 303
interaction partners in higher-level categories (hereafter called: GO groups). One example is that
’RNA processing’, ’mRNA processing’, ’ncRNA processing’, ’regulation of mRNA processing’
and ’tRNA processing’ are summarised by the term ’RNA processing’. For 113 genes out of
303 no GO term could be assigned. These genes were grouped as ’unclassified’. 47 genes were
grouped into two categories and 12 had an third identifier. The majority of the ’unclassified’
genes are TFs and TRs with unknown function.

4.2.26 Overexpression C. reinhardtii cell lines
In collaboration with Alexander Einhaus of the research group of Prof. Olaf Kruse of the Uni-
versity Bielefeld, the overexpression mutants for LRL1, CGL86, MYB_9, and MS_1 should be
generated. To achieve a better expression, all four sequences were codon-optimized and the
first intron of ribulose-1,5-bisphosphate carboxylase/oxygenase small subunit 2 (rbcS2i1) was
inserted sequential multiple times. The sequence optimization was performed with the help
of the online tool ’Intronserter’ [244]. This method has be shown to dramatically improve the
protein expression [245]. After optimization of the gene sequences, they were ordered at the
gene synthesis company ’GenScript’. MYB_9, CGL86 and LRL1 could be gene synthesized by
’GenScript’, MS_1 not. After the sequences were synthesized, Alexander Einhaus from the Prof.
Kruse laboratory generated the vector constructs for transient transformation in C. reinhardtii.
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Table 4.11: Candidates in GO groups

GO group Gene count
Amino acid metabolism 6

Biosynthesis of secondary metabolites 5
Carbohydrate metabolism 12

Cell cycle 12
Cell signaling 18

Chromatin organization 20
Cytoskeleton 4
DNA repair 11

Lipid metabolism 33
Nitrogen metabolism 6

Oxidative Phosphorylation 1
Photosynthesis 17

Protein modification 20
RNA processing 8
Stress response 22

Translation 5
Transport 10

Development 1
Unclassified 151

All protein were tagged with YFP N - and C-terminal for an easy visual transformation selection
with the microscope. Alexander Einhaus performed the transformation several times but could
only find cells with very little expression of the regulatory proteins. He extracted always three
different cells for each construct and measured the fluorescence of liquid culture of these cell
populations.

The highest gene expression he detected was 3-5x higher than the parental strain (UVM4 strain)
he used for the transformation. Most of the transformed cells exhibit a protein expression of 1-3x
fold compared to the parental strain. Other overexpression experiments of Alexander Einhaus
resulted in a 1,000x higher expression of the desired protein. After applying nutrient stress to
the transformed cell populations, no more overexpression was detectable. Previous experiments
of the Prof. Kruse lab have shown this reduction of expression proteins during nutrient stress
but because in this experiment the overexpression rate was so low, the expression drops almost
to one or below during starvation.
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A Appendix

A.1 Additional figures

Figure A.1 shows the different PCR amplification success rates according to the ORF size of the
amplified ORFs.
In Figure A.3 all targeted promoters and TFs of LRL1, MYB_9, MS_1, CGL86 and HMG_6 are
described. The interaction partners are colored according to their assigned GO terms.
Figure A.4 shows the hypergeometric test analysis of the interaction pattern of TRAF TFs and
MYB TFs. These were the only TF families that showed an enriched or depleted interaction
behavior for certain promoters.
The first experimental-based GRN of C. reinhardtii with all annotated and assigned names is
shown in Figure A.5.
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Figure A.1: Different OFR amplification rates according to ORF size
The ORF amplification is highly depended on the ORF length. Larger ORFs are amplified less ef-

ficiently in a PCR due to the high GC content of the C. reinhardtii genome. The data points reflect the
amplification results of the 1st PCR of 4.903 ORFs.

135



136 APPENDIX A. APPENDIX

a

controls single repeat, single TF 
on each position

b

p
ro

m
o

te
r A

B

C

D

E

F

G

H

TF pools until lane 8
1 2 3 4 5 6 7 8 9 10 11

-

+

+

-

-

-

-

RE 1 RE 3RE 2 RE 4

d

Figure A.2: Yeast mating plate
Yeast mating plate (YEPD) of primary screening (a) and verification screening (b). Red numbers

indicate the automated scoring system, which was used for analysis. Since the scoring system was trained
first, all images were also analyzed manually. YEDP plate of primary screening: MS_Bait26 vs TF pool 1,
YEPD plate of verification screening: TF mini pool 5 vs. Cre14.g621050 (Bait 24G).
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Figure A.3: Interaction partners of LRL1, MYB_9, MS_1, CGL86 and HMG_6
The network shows the targeted promoters of LRL1, MYB_9, MS_1, CGL86 and HMG_6. This sub-

network is structured according to the outdegree of the TFs. TFs are represented as circles, promoters as
squares, and interaction partner, present as active TFs and promoters are shown as hexagons. All inter-
action partners are colored according to their GO terms.
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Figure A.4: Enrichment and depletion analysis for TF families
Hypergeometric test analysis of interaction behavior of TRAF and MYB TFs. All plots show the

interval from 0 - 100 for count of PDIs. The arrow indicates the number of interactions between the
TRAF TFs or MYB TFs with the respective promoters of a specific GO term. The p-value describes the
probability of finding this number of PDIs by chance. Plot a describes the enrichment interaction behavior
for TRAF TF with photosynthesis promoters. Plot b shows the enrichment for MYB TFs with promoters of
photosynthesis, lipid metabolism and carbohydrate metabolism. c Plot shows the depletion of interaction
of TRAF TFs with promoters of unclassified TFs, whereas plot d describes the depletion of the interaction
behavior of MYB TFs with promoters of cell cycle, protein modification, stress response and unclassified
TFs.
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Figure A.5: C. reinhardtii’s GRN
First experimental-based GRN of C. reinhardtii. The network displays all gene names. A name was

assigned to the gene by me when there was no gene name in v5.5. All nodes and edges are colored
according to their GO terms. The network is structures according to the outdegree of the interaction
partners.
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A.2 Lists

Table A.1 shows the lipid composition, consisting of SFAs, MUFAs and PUFAs, of various mi-
croalgae species, including C. reinhardtii, Chlorella species, Dunaliella species and Nannochloropsis
species. In addition, the lipid composition of palm, sunflower, rapeseed and soybean are de-
scribed.
Table A.2 describes the fatty acid composition in C. reinhardtii cw15. The table was taken from
Popko et al. [81]. The fatty acid composition was determined via GC-FID.

Table A.3 provides information on the gene ID and ORF length of the ORFs used for PCR opti-
mization described in Figure 2.2.

Table A.1: Fatty acid profile of different oil plant organisms

Organism SFA MUFA PUFA Ref.
Chlamydomonas reinhardtii 24.0 23.0 53.0 [81, 63, 82]

Chlorella salina* 29.3 18.5 40.7 [34]
Chlorella emersonii 24.6 17.0 38.4 [34]
Chlorella vulgaris 24.0 24.8 45.9 [34]
Dunaliella saline 22.8 22.9 34.5 [34]

Dunaliella sp. 13.5 24.7 48.2 [34]
Nannochloropsis sp. 30.0 42.6 23.7 [331]

Palm 44.7 46.4 8.9 [36]
Sunflower 11.1 25.6 63.3 [36]
Rapeseed 6.5 65.3 28.3 [36]
Soybean 15.3 25.6 59.1 [36]

Table A.2: Fatty acid composition of C. reinhardtii

Fatty acid Mol %
C16:0 22
C16:1(7Z) 4.5
C16:1(9Z) 0.5
C16:1(3E) 2
C16:2(7Z,10Z) 2
C16:3(4Z,7Z,10Z) 1
C16:3(7Z,10Z,13Z) 2
C16:4(4Z,7Z, 10Z,13Z) 13
C18:0 2
C18:1(9Z) 13
C18:1(11Z) 3
C18:2(9Z,12Z) 8
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Table A.3: ORFs for PCR optimization

Identifier Gene ID ORF length Identifier Gene ID ORF length
a: A Cre03.g155550 1110 a: F Cre06.g285300 2985
a: B Cre07.g341850 2901 a: G Cre01.g035700 2538
a: C Cre03.g146227 2937 a: H Cre07.g315350 3018
a: D Cre02.g146600 1461 a: I Cre07.g319150 2781
a: E Cre03.g144867 1653 a: J Cre07.g355800 2787

Identifier Gene ID ORF length Identifier Gene ID ORF length
upper
panel

lower
panel

b: 1 Cre03.g144867 1653 b: 9 Cre08.g385050 2223
b: 2 Cre04.g217915 1659 b: 10 Cre06.g265100 2226
b: 3 Cre07.g339750 1659 b: 11 Cre07.g351800 2232
b: 4 Cre17.g713350 1662 b: 12 Cre07.g323850 2235
b: 5 Cre05.g232600 1665 b: 13 Cre12.g484150 2247
b: 6 Cre17.g732050 1665 b: 14 Cre09.g391541 2250
b: 7 Cre03.g188300 1668 b: 15 Cre02.g142426 2253
b: 8 Cre10.g443250 1668 b: 16 Cre13.g582476 2253

Identifier Gene ID ORF length Identifier Gene ID ORF length
c: A Cre13.g584850 729 c: C Cre12.g514450 1974
c: B Cre16.g685000 729 c: D Cre11.g479600 2391

Identifier Gene ID ORF length Identifier Gene ID ORF length
d: 1 Cre07.g325739 5886 d: 9 Cre07.g329900 4083
d: 2 Cre12.g557500 5967 d: 10 Cre12.g525300 4116
d: 3 Cre24.g755347 4005 d: 11 Cre10.g456300 4158
d: 4 Cre17.g724950 4020 d: 12 Cre10.g431950 4200
d: 5 Cre07.g329882 4065 d: 13 Cre07.g325754 4203
d: 6 Cre06.g268800 4068 d: 14 Cre03.g154900 4263
d: 7 Cre16.g687800 4071 d: 15 Cre08.g364862 4278
d: 8 Cre01.g009300 4074 d: 16 Cre06.g278138 4299
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Table A.4: Success rates of different tested polymerases in Figure 2.2

tested polymerase correct amplicons
KOD Hot Start polymerase 7/10
PCRBIO Hifi polymerase 0/10
TaKaRa Taq DNA polymerase 0/10
AmpliTag Gold(TM) ®TM 360 polymerase 0/10 (different lengths amplicons)
Q5®R High-Fidelity DNA polymerase 0/10 (different lengths amplicons)
Phusion®R High Fidelity DNA polymerase 3/10

Table A.5 contains all consolidated TFs and TRs of C. reinhardtii and their assigned TF or TR
families. It also contains the names I assigned them in the Y1H screen, if there were part of the
screen.

Table A.5: List of TFs and TRs

No C.re gene ID
TF family/
TR group named as No C.re gene ID

TF family/
TR group named as

1 Cre13.g562400 ABI3/VP1 ABI3VP1 2 Cre03.g173350 ANKYRIN ANK22b
3 Cre05.g245700 ANKYRIN 4 Cre03.g144424 AP2/ERF AP2_5
5 Cre03.g209953 AP2/ERF AP2_3 6 Cre16.g667900 AP2/ERF AP2_6
7 Cre13.g602750 AP2/ERF AP2_1 8 Cre07.g353500 AP2/ERF CGLD5A
9 Cre08.g364400 AP2/ERF AP2_4 10 Cre16.g649433 AP2/ERF AP2_2
11 Cre16.g674890 AP2/ERF CGLD5B 12 Cre01.g009575 AP2/ERF -
13 Cre01.g009650 AP2/ERF - 14 Cre02.g100100 AP2/ERF -
15 Cre08.g383000 AP2/ERF - 16 Cre08.g385350 AP2/ERF -
17 Cre10.g441300 AP2/ERF - 18 Cre17.g729600 AP2/ERF -
19 Cre01.g023100 AP2/ERF - 20 Cre06.g275500 AP2/ERF -
21 Cre06.g278181 AP2/ERF - 22 Cre14.g620500 AP2/ERF -
23 Cre16.g661650 AP2/ERF - 24 Cre19.g750947 AP2/ERF
25 Cre10.g429880 ARID CGL156 26 Cre13.g571050 ARID ARID_2
27 Cre06.g305850 ARID - 28 Cre12.g508050 ARID -
29 Cre12.g514250 ARID - 30 Cre05.g243000 ARR-B -
31 Cre01.g011150 bHLH bHLH_2 32 Cre04.g216200 bHLH bHLH_3
33 Cre04.g224600 bHLH bHLH_4 34 Cre07.g332250 bHLH bHLH_1
35 Cre07.g353555 bHLH bHLH_5 36 Cre16.g667150 bHLH bHLH_6
37 Cre02.g109683 bHLH - 38 Cre04.g216204 bHLH -
39 Cre05.g241636 bHLH - 40 Cre06.g259100 bHLH -
41 Cre07.g349152 bHLH - 42 Cre14.g620850 bHLH -
43 Cre06.g284000 BSD BSD_2 44 Cre10.g466550 BSD BSD_1
45 Cre07.g321550 bZIP BLZ5 46 Cre07.g344668 bZIP bZIP_6
47 Cre10.g438850 bZIP bZIP_8 48 Cre12.g501600 bZIP BLZ8
49 Cre13.g590350 bZIP BLZ11 50 Cre16.g680232 bZIP bZIP_4
51 Cre16.g680588 bZIP bZIP_7 52 Cre17.g746547 bZIP bZIP_5
53 Cre01.g051174 bZIP - 54 Cre05.g238250 bZIP -
55 Cre06.g310500 bZIP - 56 Cre07.g318050 bZIP -
57 Cre09.g413050 bZIP - 58 Cre10.g454850 bZIP -
59 Cre11.g479450 bZIP - 60 Cre12.g489000 bZIP -
61 Cre12.g510200 bZIP - 62 Cre12.g556950 bZIP -
63 Cre12.g557300 bZIP - 64 Cre13.g568350 bZIP -
65 Cre14.g631750 bZIP - 66 Cre16.g675700 bZIP -
67 Cre16.g692250 bZIP - 68 Cre17.g746947 bZIP -



A.2. LISTS 143

69 Cre03.g152150 C2H2 C2H2_3 70 Cre03.g185950 C2H2 C2H2_7
71 Cre05.g240600 C2H2 C2H2_4 72 Cre05.g240650 C2H2 DNJ32
73 Cre06.g305200 C2H2 C2H2_6 74 Cre12.g538801 C2H2 C2H2_5
75 Cre13.g567250 C2H2 C2H2_2 76 Cre17.g696300 C2H2 NFXL1
77 Cre03.g201250 C2H2 - 78 Cre09.g389750 C2H2
79 Cre11.g481115 C2H2 - 80 Cre01.g025050 C2H2-GATA C2C2-GATA_6
81 Cre03.g160600 C2H2-GATA C2C2-GATA_4 82 Cre06.g266850 C2H2-GATA C2C2-GATA_3
83 Cre06.g266950 C2H2-GATA C2C2-GATA_5 84 Cre07.g319701 C2H2-GATA C2C2-GATA_7
85 Cre08.g358534 C2H2-GATA C2C2-GATA_8 86 Cre08.g378450 C2H2-GATA C2C2-GATA_9
87 Cre08.g378800 C2H2-GATA C2C2-GATA_10 88 Cre11.g467581 C2H2-GATA C2C2-GATA_2
89 Cre12.g538550 C2H2-GATA C2C2-GATA_1 90 Cre05.g242650 C2H2-GATA
91 Cre03.g160700 C2H2-GATA 92 Cre05.g242600 C2H2-GATA
93 Cre08.g358532 C2H2-GATA 94 Cre10.g435450 C2H2-GATA
95 Cre03.g178550 C3H FBXW7, SEL1 96 Cre04.g229948 C3H C3H_11
97 Cre04.g231124 C3H C3H_5 98 Cre06.g250950 C3H U2AF1
99 Cre06.g278136 C3H C3H_4 100 Cre06.g293750 C3H C3H_9

101 Cre07.g330050 C3H C3H_8 102 Cre07.g355700 C3H C3H_7
103 Cre08.g371052 C3H C3H_6 104 Cre10.g460400 C3H C3H_10
105 Cre11.g476250 C3H C3H_12 106 Cre01.g014050 C3H
107 Cre01.g035150 C3H 108 Cre02.g075650 C3H
109 Cre02.g097850 C3H 110 Cre02.g101950 C3H
111 Cre03.g145407 C3H 112 Cre03.g146267 C3H
113 Cre03.g154900 C3H 114 Cre03.g170601 C3H
115 Cre03.g172800 C3H 116 Cre04.g229374 C3H
117 Cre06.g254650 C3H 118 Cre06.g254700 C3H
119 Cre06.g292650 C3H 120 Cre07.g326150 C3H
121 Cre11.g476200 C3H 122 Cre12.g523000 C3H
123 Cre13.g566200 C3H 124 Cre13.g606750 C3H
125 Cre16.g689535 C3H 126 Cre05.g241634 CCAAT
127 Cre12.g548050 Coactivator

p15
128 Cre06.g278159 CO-like

129 Cre16.g675100 CO-like 130 Cre08.g361400 CPP CPP_1
131 Cre12.g550250 CPP CPP_2 132 Cre11.g481800 CPP
133 Cre17.g745697 CPP 134 Cre02.g078831 CSD CSD_2
135 Cre06.g268600 CSD NAB1 136 Cre05.g247000 DDT
137 Cre13.g570150 DIRP LIN-9 138 Cre12.g521150 Dof
139 Cre01.g052300 E2F/DP 140 Cre07.g323000 E2F/DP
141 Cre13.g572950 E2F/DP 142 Cre13.g573000 E2F/DP
143 Cre02.g082550 FHA ZEP1 144 Cre03.g152450 FHA FHA_6
145 Cre09.g390430 FHA SNIP1 146 Cre09.g402350 FHA FHA_7
147 Cre12.g516050 FHA FHA_8 148 Cre12.g548250 FHA FHA_5
149 Cre16.g671900 FHA PIN4 150 Cre12.g534450 FHA CGL86
151 Cre02.g119800 FHA 152 Cre03.g189850 FHA
153 Cre04.g212050 FHA 154 Cre07.g316600 FHA
155 Cre02.g083750 G2-like ROC75 156 Cre12.g495100 G2-like
157 Cre17.g696750 G2-like 158 Cre01.g048800 GNAT GNAT_16
159 Cre02.g084550 GNAT GNAT_13 160 Cre03.g184151 GNAT NAT9
161 Cre06.g256200 GNAT HAT3 162 Cre06.g269100 GNAT GNAT_17
163 Cre06.g278108 GNAT GNAT_18 164 Cre07.g351500 GNAT GNAT_14
165 Cre07.g354100 GNAT HAT4 166 Cre08.g364450 GNAT NAT1
167 Cre09.g392300 GNAT NAT22 168 Cre10.g464750 GNAT NAT25
169 Cre13.g572150 GNAT NAT29 170 Cre13.g583200 GNAT NAT5
171 Cre13.g586450 GNAT GNAT_15 172 Cre14.g623800 GNAT Cre14.g623800
173 Cre16.g662650 GNAT NAT36 174 Cre17.g705950 GNAT NAT37
175 Cre17.g729750 GNAT NAT3 176 Cre01.g002250 GNAT
177 Cre01.g009550 GNAT 178 Cre02.g101850 GNAT
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179 Cre02.g144800 GNAT 180 Cre07.g331450 GNAT
181 Cre07.g351850 GNAT 182 Cre07.g353700 GNAT
183 Cre10.g431450 GNAT 184 Cre11.g475100 GNAT
185 Cre12.g560200 GNAT 186 Cre13.g581150 GNAT
187 Cre13.g586950 GNAT 188 Cre14.g614750 GNAT
189 Cre14.g630376 GNAT 190 Cre14.g630400 GNAT
191 Cre16.g657150 GNAT 192 Cre16.g662350 GNAT
193 Cre17.g745947 GNAT 194 Cre03.g200431 HB-other HB-other_1
195 Cre02.g109650 HB-other 196 Cre03.g174500 HB-other
197 Cre08.g375400 HB-other 198 Cre01.g029450 HMG SSPR1
199 Cre06.g261450 HMG HMGB1 200 Cre11.g480950 HMG HMG_5
201 Cre12.g558950 HMG HMG_3 202 Cre17.g702650 HMG HMG_4
203 Cre16.g672300 HMG HMG_6 204 Cre11.g481050 HMG
205 Cre07.g354500 HSF HSF2 206 Cre09.g387150 HSF
207 Cre01.g062902 HTH MED7 208 Cre10.g441000 IWS1
209 Cre02.g078700 Jumonji Jumonji_3 210 Cre10.g446850 Jumonji Jumonji_1
211 Cre12.g485950 Jumonji Jumonji_4 212 Cre16.g654550 Jumonji Jumonji_2
213 Cre09.g400441 Jumonji 214 Cre17.g709550 Jumonji
215 Cre12.g517350 LSD LSD1 216 Cre11.g467577 MADS MADS_1
217 Cre06.g253250 MADS 218 Cre02.g108450 MBF1 FAP280,MBF1
219 Cre03.g146027 MED7 220 Cre12.g560750 mTERF
221 Cre09.g410450 MYB ROC15 222 Cre02.g108350 MYB MYB_14
223 Cre03.g144747 MYB MYB_12 224 Cre03.g149201 MYB MYB_15
225 Cre03.g197100 MYB LRL1 226 Cre03.g197350 MYB CDC5L, CEF1
227 Cre07.g345350 MYB MYB44 228 Cre10.g450500 MYB MYB_17
229 Cre14.g621050 MYB MYB_13 230 Cre16.g677382 MYB MYB_16
231 Cre17.g714229 MYB MYB_11 232 Cre01.g034350 MYB
233 Cre02.g103450 MYB 234 Cre08.g373346 MYB
235 Cre09.g399067 MYB 236 Cre12.g522400 MYB
237 Cre14.g632176 MYB 238 Cre03.g168050 MYB
239 Cre10.g425251 MYB 240 Cre03.g144907 MYB_related MYB_9
241 Cre02.g146629 MYB_related MYB_22 242 Cre06.g275350 MYB_related ROC40
243 Cre06.g289900 MYB_related HEN2 244 Cre08.g364050 MYB_related MYB_21
245 Cre09.g399552 MYB_related LCR1 246 Cre09.g411600 MYB_related MYB_23
247 Cre10.g430750 MYB_related MYB_10 248 Cre14.g621172 MYB_related MYB_24
249 Cre16.g672400 MYB_related MYB_18 250 Cre16.g686250 MYB_related MYB_19
251 Cre16.g695600 MYB_related DNJ10,DNJ1 252 Cre01.g003376 MYB_related
253 Cre02.g110550 MYB_related 254 Cre02.g111200 MYB_related
255 Cre02.g113450 MYB_related 256 Cre03.g176651 MYB_related
257 Cre03.g198800 MYB_related 258 Cre06.g249050 MYB_related
259 Cre06.g264400 MYB_related 260 Cre09.g391353 MYB_related
261 Cre09.g397475 MYB_related 262 Cre09.g411950 MYB_related
263 Cre10.g421021 MYB_related 264 Cre12.g514400 MYB_related
265 Cre14.g609350 MYB_related 266 Cre14.g633789 MYB_related
267 Cre15.g639350 MYB_related 268 Cre03.g188200 MYB_related RPH2
269 Cre12.g507500 MYB_related MYB_20 270 Cre02.g089150 MYB_related
271 Cre06.g282251 MYB_related MYND finger_1 272 Cre03.g163200 NF-X1
273 Cre07.g341800 NF-YB CGL107 274 Cre17.g739450 NF-YB DRT1
275 Cre02.g079200 NF-YB 276 Cre04.g226400 NF-YC NF-YC_1
277 Cre03.g193900 NF-YC 278 Cre12.g556400 NF-YC
279 Cre16.g680050 NF-YC 280 Cre01.g000050 Nin-like
281 Cre03.g153050 Nin-like 282 Cre03.g177700 Nin-like
283 Cre04.g218050 Nin-like 284 Cre06.g291500 Nin-like
285 Cre09.g387850 Nin-like 286 Cre10.g453500 Nin-like
287 Cre14.g612100 Nin-like 288 Cre03.g180800 Orphans HDA16
289 Cre07.g329900 Orphans COP8 290 Cre07.g351550 Orphans Orphans_7
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291 Cre10.g446450 Orphans CUSR 292 Cre13.g571200 Orphans HKR5
293 Cre12.g508150 Orphans SRH21 294 Cre01.g012200 Orphans Orphans_8
295 Cre02.g110150 Orphans Orphans_6 296 Cre01.g038050 Orphans
297 Cre02.g074150 Orphans 298 Cre06.g278200 Orphans
299 Cre07.g329650 Orphans 300 Cre11.g467678 Orphans
301 Cre11.g469400 Orphans 302 Cre12.g534100 Orphans
303 Cre12.g534151 Orphans 304 Cre13.g572450 Orphans
305 Cre13.g583972 Orphans 306 Cre13.g602700 Orphans
307 Cre15.g635100 Orphans 308 Cre06.g262800 PHD NCAPG2, LUZP5
309 Cre16.g668200 PHD PHD_2 310 Cre16.g675246 PHD PHD_3
311 Cre05.g235400 PHD 312 Cre03.g148250 PHD
313 Cre08.g377200 PHD 314 Cre09.g388600 PHD
315 Cre09.g398141 PHD 316 Cre10.g446600 PHD
317 Cre10.g455600 PHD 318 Cre12.g492200 PHD
319 Cre12.g500900 PHD 320 Cre12.g515050 PHD
321 Cre14.g612350 PHD 322 Cre16.g679050 PHD
323 Cre16.g679151 PHD 324 Cre16.g694208 PHD
325 Cre12.g502251 PLATZ PLATZ_2 326 Cre16.g650400 PLATZ CPL20
327 Cre12.g502650 PLATZ 328 Cre12.g502678 PLATZ
329 Cre12.g502700 PLATZ 330 Cre16.g676421 Pseudo

ARR-B
Pseudo ARR-B_2

331 Cre02.g094150 Pseudo
ARR-B

HKR2 332 Cre06.g255450 RB

333 Cre12.g540350 Rcd1-like RCD2 334 Cre12.g540400 Rcd1-like RCD1
335 Cre01.g004600 RWP-RK RWP12 336 Cre03.g149350 RWP-RK RWP4
337 Cre03.g149400 RWP-RK RWP11 338 Cre03.g184600 RWP-RK RWP7
339 Cre06.g275550 RWP-RK RWP2 340 Cre06.g285600 RWP-RK RWP5
341 Cre06.g297150 RWP-RK RWP9 342 Cre06.g275600 RWP-RK RWP-RK_8
343 Cre03.g193400 S1Fa-like S1Fa-like_1 344 Cre09.g386753 S1Fa-like S1Fa-like_2
345 Cre01.g043550 SBP SBP_3 346 Cre02.g104700 SBP SBP_4
347 Cre05.g233551 SBP SBP_5 348 Cre09.g390023 SBP CRR1
349 Cre16.g673250 SBP NRR1 350 Cre16.g683953 SBP SBP_7
351 Cre16.g692500 SBP SBP_6 352 Cre01.g033900 SBP
353 Cre01.g070932 SBP 354 Cre02.g085150 SBP
355 Cre02.g112750 SBP 356 Cre04.g212700 SBP
357 Cre06.g278229 SBP 358 Cre06.g300600 SBP
359 Cre07.g325738 SBP 360 Cre07.g335150 SBP
361 Cre07.g345050 SBP 362 Cre09.g399289 SBP
363 Cre10.g421550 SBP 364 Cre10.g433350 SBP
365 Cre16.g686100 SBP 366 Cre17.g698233 SBP
367 Cre06.g283200 SET SET_2 368 Cre07.g352600 SET SET_3
369 Cre11.g475950 SET HLM16 370 Cre12.g503800 SET RMT5
371 Cre02.g089200 SET 372 Cre03.g164650 SET
373 Cre03.g197700 SET 374 Cre07.g321200 SET
375 Cre09.g392542 SET 376 Cre12.g541777 SET
377 Cre17.g702351 SET 378 Cre17.g702451 SET
379 Cre17.g732901 SET 380 Cre17.g742700 SET
381 Cre03.g194950 Sigma70-

like
382 Cre02.g087600 SNF2 SRH2

383 Cre03.g158550 SNF2 SRH4 384 Cre03.g201850 SNF2 SRH10
385 Cre06.g270850 SNF2 SRH12 386 Cre10.g430950 SNF2 RAD54B
387 Cre14.g614400 SNF2 SRH23 388 Cre03.g189000 SNF2 SRH8, RAD54B
389 Cre03.g162701 SNF2 390 Cre03.g179300 SNF2
391 Cre03.g183350 SNF2 392 Cre03.g210625 SNF2
393 Cre06.g287950 SNF2 394 Cre09.g390000 SNF2
395 Cre10.g455750 SNF2 396 Cre12.g537671 SNF2
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397 Cre16.g647602 SNF2 398 Cre12.g520850 SOH1 MED31, SOH1
399 Cre02.g118250 SWI/SNF-

BAF60b
SWB1 400 Cre10.g448700 SWI/SNF-

BAF60b
401 Cre03.g189650 TAZ TAZ_2 402 Cre03.g212641 TAZ TAZ_1
403 Cre03.g212977 TAZ 404 Cre10.g436800 TIG TIG_1
405 Cre07.g340450 TIG 406 Cre01.g001600 TRAF TRAF_13
407 Cre01.g022950 TRAF TRAF_11 408 Cre01.g048501 TRAF TRAF_12
409 Cre02.g101150 TRAF TRAF_6 410 Cre02.g101300 TRAF TRAF_14
411 Cre02.g145550 TRAF TRAF_5 412 Cre02.g145602 TRAF CSB17
413 Cre03.g174150 TRAF TRAF_7 414 Cre03.g179000 TRAF TRAF_2
415 Cre03.g179650 TRAF TRAF_15 416 Cre04.g211700 TRAF TRAF_16
417 Cre04.g213650 TRAF TRAF_17 418 Cre04.g215450 TRAF TRAF_8
419 Cre04.g218400 TRAF TRAF_18 420 Cre04.g219600 TRAF TRAF_19
421 Cre04.g221900 TRAF TRAF_20 422 Cre04.g221950 TRAF TRAF_3
423 Cre06.g286700 TRAF TRAF_9 424 Cre09.g401219 TRAF TRAF_21
425 Cre11.g479800 TRAF TRAF_22 426 Cre13.g580450 TRAF TRAF_10
427 Cre13.g583150 TRAF TRAF_23 428 Cre14.g610550 TRAF TRAF_24
429 Cre14.g610582 TRAF TRAF_25 430 Cre14.g610631 TRAF TRAF_26
431 Cre16.g653250 TRAF TRAF_4 432 Cre16.g653258 TRAF TRAF_27
433 Cre17.g700600 TRAF TRAF_28 434 Cre02.g101550 TRAF
435 Cre03.g174200 TRAF 436 Cre04.g212100 TRAF
437 Cre04.g219500 TRAF 438 Cre04.g220250 TRAF
439 Cre04.g231516 TRAF 440 Cre06.g278184 TRAF
441 Cre11.g478850 TRAF 442 Cre12.g532900 TRAF
443 Cre17.g700550 TRAF 444 Cre12.g520650 TUB TLP1
445 Cre16.g667450 TUB 446 Cre02.g087551 unclassified VPS54
447 Cre04.g221200 unclassified CGL109 448 Cre05.g236300 unclassified unclassified_11
449 Cre06.g257700 unclassified unclassified_6 450 Cre06.g281200 unclassified unclassified_13
451 Cre12.g511400 unclassified PPR4 452 Cre17.g736850 unclassified unclassified_8
453 Cre17.g738632 unclassified unclassified_9 454 Cre03.g182700 unclassified
455 Cre07.g325722 unclassified 456 Cre10.g417650 unclassified
457 Cre12.g508644 unclassified 458 Cre16.g683050 unclassified
459 Cre12.g510150 unclassified 460 Cre09.g393284 VARL RLS8
461 Cre17.g738600 VARL RLS5 462 Cre01.g010750 VARL
463 Cre06.g302150 VARL 464 Cre06.g304250 VARL
465 Cre09.g393654 VARL 466 Cre10.g418600 VARL
467 Cre14.g617151 VARL 468 Cre14.g617200 VARL
469 Cre15.g643700 VARL 470 Cre15.g643702 VARL
471 Cre17.g709800 VARL 472 Cre02.g091550 Whirly WHI,EZY18, PBF2
473 Cre04.g228400 WRKY WRK1 474 Cre10.g464100 WRKY
475 Cre12.g517451 WRKY

Table A.6 represents the jaccard similarity index of the interaction overlap of MYB_9, LRL1,
MS_1, CGL86, and HMG_6.
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Table A.6: Jaccard index of interaction similarity between LRL1, MYB_9, MS_1,
CGL86 and HMG_6

C. reinhardtii gene ID TF MYB_9 LRL1 MS_1 CGL86 HMG_6
Cre03.g144907 MYB_9 1.0 0.46 0.64 0.30 0.24
Cre03.g197100 LRL1 0.46 1.0 0.66 0.16 0.32
Cre10.g450500 MS_1 0.64 0.66 1.0 0.23 0.27
Cre12.g534450 CGL86 0.30 0.16 0.23 1.0 0.16
Cre16.g672300 HMG_6 0.24 0.32 0.27 0.17 1.0

Table A.7 displays the information which enzymatic promoters are targeted by LRL1 and the
four potential key regulators MYB_9, MS_1, HMG_6, and CGL86. A one means that this partic-
ular TF interacts with the promoter in the corresponding row. A zero indicates no interaction.

Table A.7: List of target promoters of MYB_9, LRL1, MS_1, HMG_6, CGL86

Gene name Gene ID GO terms LRL1 MYB_9 MS_1 HMG_6 CGL86
ACL(A)1 Cre05.g241850 Carbohydrate

metabolism
1 1 1 1 1

ACOX2 Cre11.g467350 Lipid
metabolism

1 1 1 0 1

ADH11 Cre11.g476550 Lipid
metabolism

0 1 1 0 1

ALD6/ADH2 Cre12.g501050 Carbohydrate
metabolism,
RNA process-
ing

0 0 0 1 0

AP2_6 Cre16.g667900 Unclassified 0 0 0 0 1
APE1 Cre16.g665250 Photosynthesis 0 0 0 0 1
APK1 Cre16.g677500 Cell signaling,

Protein modifi-
cation

1 1 1 1 0

APTX Cre06.g297904 Cell signalin,
DNA repair,
Stress response

0 0 0 0 1

ARID_2 Cre13.g571050 Chromatin or-
ganization

0 0 0 0 1

ATO1 Cre17.g723650 Lipid
metabolism,
Stress response

0 0 0 1 1

BCC2 Cre01.g037850 Lipid
metabolism

0 1 0 0 0

bHLH_2 Cre01.g011150 Unclassified 0 0 0 0 1
bHLH_3 Cre04.g216200 Unclassified 1 1 1 0 0

C2C2-GATA_3 Cre06.g266850 Unclassified 0 0 0 0 1
C2C2-GATA_4 Cre03.g160600 Unclassified 0 0 0 0 1

C2H2_2 Cre13.g567250 Unclassified 0 0 0 0 1
C2H2_6 Cre06.g305200 Unclassified 0 0 0 0 1
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CAH3 Cre09.g415700 Photosynthesis 1 1 1 0 0
CGL107 Cre07.g341800 Chromatin

organization,
DNA repair,
Stress response

0 0 0 0 1

CGL30 Cre03.g198950 Photosynthesis 0 1 0 0 1
CMP2 Cre06.g308500 Amino acid

metabolism,
Nitrogen
metabolism,
Stress response

0 0 0 1 0

CPP_1 Cre08.g361400 Cell cycle 0 0 0 0 1
Cre01.g038900 Cre01.g038900 Lipid

metabolism
0 1 1 0 1

Cre03.g182050 Cre03.g182050 Lipid
metabolism

1 1 1 0 0

Cre07.g334150 Cre07.g334150 Lipid
metabolism

1 1 1 1 1

Cre08.g363500 Cre08.g363500 Lipid
metabolism

0 1 0 0 0

Cre08.g365950 Cre08.g365950 Lipid
metabolism

1 1 1 1 0

Cre08.g377300 Cre08.g377300 Lipid
metabolism

1 1 1 0 1

Cre10.g425100 Cre10.g425100 Lipid
metabolism

1 1 1 1 1

Cre14.g615050 Cre14.g615050 Lipid
metabolism

0 1 0 0 1

CYP6 Cre02.g092350 Lipid
metabolism

1 1 1 0 1

DLA2 Cre03.g158900 Carbohydrate
metabolism

0 1 0 0 0

DRT1 Cre17.g739450 Cell signaling,
Stress response

0 0 0 0 1

FAD7 Cre01.g038600 Lipid
metabolism

0 1 1 0 0

FAP280,MBF1 Cre02.g108450 Unclassified 0 0 0 0 1
FBP4 Cre16.g652150 Carbohydrate

metabolism,
Cell signaling

1 1 1 1 0

FDH1 Cre12.g543400 Carbohydrate
metabolism,
Stress response

0 0 0 1 1

FNR1 Cre11.g476750 Photosynthesis 0 1 0 1 0
GAP1 Cre12.g485150 Carbohydrate

metabolism
1 1 1 0 0

GGPS1 Cre12.g484200 Lipid
metabolism

0 0 1 1 0
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GLN1 Cre02.g113200 Amino acid
metabolism,
Nitrogen
metabolism

1 0 1 1 0

GNAT_16 Cre01.g048800 Protein modifi-
cation

0 0 0 0 1

GPX5 Cre10.g458450 Lipid
metabolism,
Stress response

1 1 1 1 1

HAS1 Cre01.g018500 Amino acid
metabolism,
Lipid
metabolism

0 1 0 1 0

HDA16 Cre03.g180800 Chromatin or-
ganization

0 0 0 0 1

HYDA1 Cre03.g199800 Photosynthesis 0 1 0 0 1
KAR1 Cre03.g172000 Lipid

metabolism
1 1 1 1 1

LHCB4 Cre17.g720250 Photosynthesis 1 1 1 1 0
LHCBM5 Cre03.g156900 Photosynthesis 0 1 0 0 1
LHCBM9 Cre06.g284200 Photosynthesis 0 1 1 1 1

LIP2 Cre12.g498750 Lipid
metabolism

0 0 0 1 0

LPB1 Cre12.g554250 Carbohydrate
metabolism

0 1 1 0 1

MECR, NRBF1 Cre01.g035350 Lipid
metabolism

0 1 0 0 0

MME3 Cre14.g629700 Carbohydrate
metabolism

0 0 0 1 1

MYB_13 Cre14.g621050 Unclassified 0 0 0 0 1
MYB_18 Cre16.g672400 Unclassified 0 0 0 0 1
MYB_21 Cre08.g364050 Unclassified 0 1 1 0 1
MYB_22 Cre02.g146629 Unclassified 0 0 0 0 1
NAR1.2 Cre06.g309000 Nitrogen

metabolism,
Transport

1 1 1 0 0

NAT36 Cre16.g662650 Nitrogen
metabolism,
Protein modifi-
cation

0 0 0 0 1

NAT5 Cre13.g583200 Protein modifi-
cation

1 1 1 0 0

NII1 Cre09.g410750 Nitrogen
metabolism

0 1 0 0 1

NRR1 Cre16.g673250 Nitrogen
metabolism,
Stress response

1 1 0 1 1

Orphans_7 Cre07.g351550 Cell signaling 1 1 1 0 0
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OTC1 Cre12.g489700 Amino acid
metabolism,
Nitrogen
metabolism

1 1 1 1 1

PDH2 Cre03.g194200 Carbohydrate
metabolism

0 1 0 0 0

PETM Cre12.g546150 Photosynthesis 0 1 1 0 0
PHC45 Cre11.g483250 Lipid

metabolism
0 1 0 0 0

PLAP2 Cre03.g188650 Lipid
metabolism

0 1 1 0 1

PLAP7 Cre14.g611450 Lipid
metabolism

0 1 1 0 0

PLAP8 Cre14.g611700 Lipid
metabolism

0 0 0 1 0

PSAF Cre09.g412100 Photosynthesis 0 0 0 0 1
PSAH Cre07.g330250 Photosynthesis 1 1 1 0 1
PSBP1 Cre12.g550850 Photosynthesis 0 1 1 0 1
PSBP6 Cre07.g328200 Photosynthesis 0 1 1 0 0
PSBX Cre02.g082750 Photosynthesis 0 1 0 0 1

Pseudo ARR-B_2 Cre16.g676421 Cell signaling 0 0 0 0 1
ROC40 Cre06.g275350 Cell cycle 0 0 0 0 1
RPE2 Cre02.g116450 Carbohydrate

metabolism
0 1 0 0 0

S1Fa-like_2 Cre09.g386753 Unclassified 1 1 1 0 1
SQD1 Cre16.g656400 Lipid

metabolism
Photosynthesis
Stress response

0 1 0 1 1

SRH12 Cre06.g270850 DNA repair
Stress response

1 1 1 0 0

SRH2 Cre02.g087600 Chromatin
organization
Transport

0 0 0 0 1

SRH4 Cre03.g158550 Chromatin
organization
DNA repair
Stress response

0 0 0 0 1

TAL1 Cre01.g032650 Carbohydrate
metabolism

0 1 0 0 0

TGL18 Cre12.g530950 Lipid
metabolism

1 1 1 0 0

TRAF_11 Cre01.g022950 Unclassified 0 0 0 0 1
TRAF_12 Cre01.g048501 Protein modifi-

cation
0 0 0 0 1

TRAF_3 Cre04.g221950 Unclassified 0 0 0 0 1
TRAF_6 Cre02.g101150 Unclassified 0 0 0 0 1
TRAF_8 Cre04.g215450 Unclassified 0 0 0 0 1
TRAF_9 Cre06.g286700 Unclassified 0 0 0 0 1

WHI,EZY18, PBF2 Cre02.g091550 Unclassified 0 0 0 0 1
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All found and verified interactions in the Y1H Screen are shown in table A.8.

Table A.8: List of found PDIs in Y1H

TF promoter TF promoter TF promoter
Cre01.g001600 Cre02.g078831 Cre01.g001600 Cre07.g334150 Cre01.g001600 Cre03.g199800
Cre01.g011150 Cre07.g330250 Cre01.g011150 Cre07.g334150 Cre01.g011150 Cre12.g560950
Cre01.g011150 Cre05.g241850 Cre01.g012200 Cre09.g386753 Cre01.g012200 Cre10.g425100
Cre01.g012200 Cre16.g652150 Cre01.g025050 Cre07.g334150 Cre01.g029450 Cre03.g180800
Cre01.g029450 Cre14.g621172 Cre01.g029450 Cre01.g038600 Cre01.g062902 Cre08.g377300
Cre01.g062902 Cre12.g501050 Cre02.g078700 Cre03.g180800 Cre02.g078700 Cre14.g621172
Cre02.g078700 Cre03.g198950 Cre02.g078700 Cre12.g501050 Cre02.g078700 Cre09.g410750
Cre02.g078700 Cre01.g038600 Cre02.g078831 Cre03.g188650 Cre02.g084550 Cre12.g550850
Cre02.g087600 Cre07.g328200 Cre02.g087600 Cre07.g334150 Cre02.g091550 Cre02.g113200
Cre02.g091550 Cre14.g611700 Cre02.g091550 Cre12.g484200 Cre02.g091550 Cre16.g677500
Cre02.g091550 Cre17.g723650 Cre02.g091550 Cre06.g308500 Cre02.g095043 Cre03.g160600
Cre02.g095043 Cre08.g364050 Cre02.g095043 Cre09.g386753 Cre02.g095043 Cre16.g662650
Cre02.g095043 Cre16.g667900 Cre02.g095043 Cre12.g489700 Cre02.g095043 Cre17.g720250
Cre02.g095043 Cre10.g458450 Cre02.g095043 Cre03.g158900 Cre02.g095043 Cre03.g199800
Cre02.g095043 Cre12.g543400 Cre02.g101300 Cre07.g328200 Cre02.g101300 Cre16.g665250
Cre02.g101300 Cre10.g463150 Cre02.g108350 Cre16.g652150 Cre02.g108350 Cre05.g241850
Cre02.g110150 Cre08.g364050 Cre02.g110150 Cre09.g386753 Cre02.g110150 Cre16.g667900
Cre02.g118250 Cre07.g328200 Cre02.g118250 Cre07.g334150 Cre02.g145602 Cre02.g078831
Cre02.g145602 Cre13.g567250 Cre02.g145602 Cre12.g489700 Cre02.g145602 Cre07.g330250
Cre02.g145602 Cre10.g458450 Cre02.g145602 Cre07.g328200 Cre02.g145602 Cre16.g665250
Cre02.g145602 Cre12.g530600 Cre02.g145602 Cre07.g334150 Cre02.g145602 Cre09.g410750
Cre02.g145602 Cre12.g508550 Cre02.g145602 Cre03.g158900 Cre02.g145602 Cre03.g199800
Cre03.g144907 Cre04.g216200 Cre03.g144907 Cre06.g270850 Cre03.g144907 Cre07.g351550
Cre03.g144907 Cre08.g364050 Cre03.g144907 Cre09.g386753 Cre03.g144907 Cre13.g583200
Cre03.g144907 Cre11.g476750 Cre03.g144907 Cre01.g038900 Cre03.g144907 Cre10.g425100
Cre03.g144907 Cre12.g489700 Cre03.g144907 Cre07.g330250 Cre03.g144907 Cre14.g611450
Cre03.g144907 Cre03.g198950 Cre03.g144907 Cre16.g652150 Cre03.g144907 Cre12.g485150
Cre03.g144907 Cre17.g720250 Cre03.g144907 Cre10.g458450 Cre03.g144907 Cre01.g035350
Cre03.g144907 Cre12.g530950 Cre03.g144907 Cre14.g615050 Cre03.g144907 Cre03.g194200
Cre03.g144907 Cre03.g182050 Cre03.g144907 Cre08.g377300 Cre03.g144907 Cre02.g092350
Cre03.g144907 Cre06.g309000 Cre03.g144907 Cre03.g172000 Cre03.g144907 Cre12.g546150
Cre03.g144907 Cre07.g328200 Cre03.g144907 Cre11.g483250 Cre03.g144907 Cre12.g550850
Cre03.g144907 Cre02.g082750 Cre03.g144907 Cre02.g116450 Cre03.g144907 Cre16.g656400
Cre03.g144907 Cre01.g032650 Cre03.g144907 Cre16.g677500 Cre03.g144907 Cre06.g284200
Cre03.g144907 Cre01.g018500 Cre03.g144907 Cre07.g334150 Cre03.g144907 Cre11.g467350
Cre03.g144907 Cre11.g476550 Cre03.g144907 Cre16.g673250 Cre03.g144907 Cre08.g363500
Cre03.g144907 Cre09.g410750 Cre03.g144907 Cre03.g158900 Cre03.g144907 Cre03.g199800
Cre03.g144907 Cre03.g156900 Cre03.g144907 Cre12.g554250 Cre03.g144907 Cre03.g188650
Cre03.g144907 Cre08.g365950 Cre03.g144907 Cre01.g037850 Cre03.g144907 Cre09.g415700
Cre03.g144907 Cre01.g038600 Cre03.g144907 Cre05.g241850 Cre03.g149201 Cre01.g038900
Cre03.g149201 Cre07.g334150 Cre03.g152150 Cre07.g334150 Cre03.g152150 Cre03.g158900
Cre03.g152150 Cre03.g199800 Cre03.g152150 Cre12.g560950 Cre03.g152150 Cre12.g543400
Cre03.g152450 Cre16.g656400 Cre03.g178550 Cre07.g351550 Cre03.g178550 Cre13.g586450
Cre03.g178550 Cre14.g629700 Cre03.g178550 Cre12.g543400 Cre03.g179650 Cre16.g656400
Cre03.g184151 Cre12.g550850 Cre03.g185950 Cre12.g489700 Cre03.g185950 Cre09.g410750
Cre03.g185950 Cre03.g158900 Cre03.g188200 Cre01.g037850 Cre03.g189000 Cre17.g720250
Cre03.g189000 Cre03.g199800 Cre03.g197100 Cre04.g216200 Cre03.g197100 Cre06.g270850
Cre03.g197100 Cre07.g351550 Cre03.g197100 Cre09.g386753 Cre03.g197100 Cre13.g583200
Cre03.g197100 Cre02.g113200 Cre03.g197100 Cre10.g425100 Cre03.g197100 Cre12.g489700
Cre03.g197100 Cre07.g330250 Cre03.g197100 Cre16.g652150 Cre03.g197100 Cre12.g485150
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Cre03.g197100 Cre17.g720250 Cre03.g197100 Cre10.g458450 Cre03.g197100 Cre12.g530950
Cre03.g197100 Cre03.g182050 Cre03.g197100 Cre08.g377300 Cre03.g197100 Cre02.g092350
Cre03.g197100 Cre06.g309000 Cre03.g197100 Cre03.g172000 Cre03.g197100 Cre16.g677500
Cre03.g197100 Cre07.g334150 Cre03.g197100 Cre11.g467350 Cre03.g197100 Cre16.g673250
Cre03.g197100 Cre08.g365950 Cre03.g197100 Cre09.g415700 Cre03.g197100 Cre05.g241850
Cre03.g201850 Cre03.g199800 Cre03.g202000 Cre03.g199800 Cre03.g209953 Cre01.g022950
Cre04.g211700 Cre16.g665250 Cre04.g211700 Cre07.g334150 Cre04.g213650 Cre02.g078831
Cre04.g213650 Cre07.g330250 Cre04.g213650 Cre16.g665250 Cre04.g213650 Cre07.g334150
Cre04.g213650 Cre03.g158900 Cre04.g213650 Cre03.g199800 Cre04.g216200 Cre10.g425100
Cre04.g216200 Cre16.g673250 Cre04.g218400 Cre09.g386753 Cre04.g218400 Cre03.g199800
Cre04.g219600 Cre01.g022950 Cre04.g219600 Cre02.g087600 Cre04.g219600 Cre02.g145550
Cre04.g219600 Cre03.g144424 Cre04.g219600 Cre03.g179000 Cre04.g219600 Cre03.g200431
Cre04.g219600 Cre06.g266850 Cre04.g219600 Cre06.g297904 Cre04.g219600 Cre07.g351500
Cre04.g219600 Cre08.g364050 Cre04.g219600 Cre09.g386753 Cre04.g219600 Cre12.g503800
Cre04.g219600 Cre13.g570150 Cre04.g219600 Cre13.g586450 Cre04.g219600 Cre16.g662650
Cre04.g219600 Cre16.g667900 Cre04.g219600 Cre07.g330250 Cre04.g219600 Cre16.g656400
Cre04.g219600 Cre07.g334150 Cre04.g219600 Cre11.g467350 Cre04.g219600 Cre16.g673250
Cre04.g219600 Cre09.g410750 Cre04.g219600 Cre03.g199800 Cre04.g219600 Cre03.g188650
Cre04.g219600 Cre12.g560950 Cre04.g221900 Cre07.g328200 Cre04.g221900 Cre07.g334150
Cre04.g224600 Cre07.g330250 Cre04.g224600 Cre06.g270200 Cre04.g224600 Cre16.g677500
Cre04.g224600 Cre12.g530600 Cre04.g224600 Cre16.g673250 Cre04.g229948 Cre09.g390023
Cre04.g229948 Cre16.g653250 Cre04.g229948 Cre12.g543400 Cre04.g231124 Cre01.g004600
Cre04.g231124 Cre01.g011150 Cre04.g231124 Cre01.g022950 Cre04.g231124 Cre01.g025050
Cre04.g231124 Cre01.g043550 Cre04.g231124 Cre01.g048501 Cre04.g231124 Cre01.g048800
Cre04.g231124 Cre02.g082550 Cre04.g231124 Cre02.g083750 Cre04.g231124 Cre02.g093950
Cre04.g231124 Cre02.g101150 Cre04.g231124 Cre02.g101500 Cre04.g231124 Cre02.g104700
Cre04.g231124 Cre02.g108450 Cre04.g231124 Cre02.g145550 Cre04.g231124 Cre03.g144747
Cre04.g231124 Cre03.g149350 Cre04.g231124 Cre03.g149400 Cre04.g231124 Cre03.g158550
Cre04.g231124 Cre03.g160600 Cre04.g231124 Cre03.g173350 Cre04.g231124 Cre03.g184600
Cre04.g231124 Cre03.g188200 Cre04.g231124 Cre03.g189650 Cre04.g231124 Cre03.g193400
Cre04.g231124 Cre03.g200431 Cre04.g231124 Cre03.g209953 Cre04.g231124 Cre03.g212641
Cre04.g231124 Cre04.g221200 Cre04.g231124 Cre04.g221950 Cre04.g231124 Cre04.g226400
Cre04.g231124 Cre04.g231124 Cre04.g231124 Cre05.g233551 Cre04.g231124 Cre06.g257700
Cre04.g231124 Cre06.g262800 Cre04.g231124 Cre06.g266850 Cre04.g231124 Cre06.g266950
Cre04.g231124 Cre06.g270850 Cre04.g231124 Cre06.g275350 Cre04.g231124 Cre06.g275550
Cre04.g231124 Cre06.g282251 Cre04.g231124 Cre06.g285600 Cre04.g231124 Cre06.g297904
Cre04.g231124 Cre06.g305200 Cre04.g231124 Cre07.g319701 Cre04.g231124 Cre07.g321550
Cre04.g231124 Cre07.g330050 Cre04.g231124 Cre07.g332250 Cre04.g231124 Cre07.g341800
Cre04.g231124 Cre07.g351500 Cre04.g231124 Cre07.g351550 Cre04.g231124 Cre07.g354100
Cre04.g231124 Cre07.g354500 Cre04.g231124 Cre07.g355700 Cre04.g231124 Cre08.g361400
Cre04.g231124 Cre08.g364050 Cre04.g231124 Cre08.g371052 Cre04.g231124 Cre09.g386753
Cre04.g231124 Cre09.g390023 Cre04.g231124 Cre09.g411600 Cre04.g231124 Cre10.g429880
Cre04.g231124 Cre10.g436800 Cre04.g231124 Cre10.g466550 Cre04.g231124 Cre11.g467577
Cre04.g231124 Cre11.g479800 Cre04.g231124 Cre12.g485950 Cre04.g231124 Cre12.g502251
Cre04.g231124 Cre12.g503800 Cre04.g231124 Cre12.g507500 Cre04.g231124 Cre12.g517350
Cre04.g231124 Cre12.g520850 Cre04.g231124 Cre12.g538550 Cre04.g231124 Cre12.g540400
Cre04.g231124 Cre13.g571050 Cre04.g231124 Cre13.g571200 Cre04.g231124 Cre13.g580450
Cre04.g231124 Cre13.g586450 Cre04.g231124 Cre13.g590350 Cre04.g231124 Cre14.g611000
Cre04.g231124 Cre14.g621172 Cre04.g231124 Cre14.g623800 Cre04.g231124 Cre16.g649433
Cre04.g231124 Cre16.g650400 Cre04.g231124 Cre16.g653250 Cre04.g231124 Cre16.g662650
Cre04.g231124 Cre16.g667900 Cre04.g231124 Cre16.g668200 Cre04.g231124 Cre16.g672400
Cre04.g231124 Cre16.g678900 Cre04.g231124 Cre16.g680232 Cre04.g231124 Cre16.g683953
Cre04.g231124 Cre16.g686250 Cre04.g231124 Cre16.g692500 Cre04.g231124 Cre17.g702650
Cre04.g231124 Cre17.g705950 Cre04.g231124 Cre17.g714229 Cre04.g231124 Cre17.g746547
Cre04.g231124 Cre12.g489700 Cre04.g231124 Cre16.g652150 Cre04.g231124 Cre12.g485150
Cre04.g231124 Cre03.g172000 Cre04.g231124 Cre16.g656400 Cre04.g231124 Cre16.g665250
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Cre04.g231124 Cre06.g284200 Cre04.g231124 Cre12.g498750 Cre04.g231124 Cre01.g018500
Cre04.g231124 Cre11.g467350 Cre04.g231124 Cre16.g673250 Cre04.g231124 Cre03.g156900
Cre05.g236300 Cre12.g543400 Cre05.g240600 Cre03.g158900 Cre06.g250950 Cre01.g004600
Cre06.g250950 Cre01.g011150 Cre06.g250950 Cre01.g022950 Cre06.g250950 Cre01.g025050
Cre06.g250950 Cre01.g043550 Cre06.g250950 Cre01.g048501 Cre06.g250950 Cre01.g048800
Cre06.g250950 Cre02.g082550 Cre06.g250950 Cre02.g083750 Cre06.g250950 Cre02.g093950
Cre06.g250950 Cre02.g101150 Cre06.g250950 Cre02.g101500 Cre06.g250950 Cre02.g104700
Cre06.g250950 Cre02.g108450 Cre06.g250950 Cre02.g145550 Cre06.g250950 Cre03.g144747
Cre06.g250950 Cre03.g149350 Cre06.g250950 Cre03.g149400 Cre06.g250950 Cre03.g158550
Cre06.g250950 Cre03.g160600 Cre06.g250950 Cre03.g173350 Cre06.g250950 Cre03.g184600
Cre06.g250950 Cre03.g188200 Cre06.g250950 Cre03.g189650 Cre06.g250950 Cre03.g193400
Cre06.g250950 Cre03.g200431 Cre06.g250950 Cre03.g209953 Cre06.g250950 Cre03.g212641
Cre06.g250950 Cre04.g221200 Cre06.g250950 Cre04.g221950 Cre06.g250950 Cre04.g226400
Cre06.g250950 Cre04.g231124 Cre06.g250950 Cre05.g233551 Cre06.g250950 Cre06.g257700
Cre06.g250950 Cre06.g262800 Cre06.g250950 Cre06.g266850 Cre06.g250950 Cre06.g266950
Cre06.g250950 Cre06.g270850 Cre06.g250950 Cre06.g275350 Cre06.g250950 Cre06.g275550
Cre06.g250950 Cre06.g282251 Cre06.g250950 Cre06.g285600 Cre06.g250950 Cre06.g297904
Cre06.g250950 Cre06.g305200 Cre06.g250950 Cre07.g319701 Cre06.g250950 Cre07.g321550
Cre06.g250950 Cre07.g330050 Cre06.g250950 Cre07.g332250 Cre06.g250950 Cre07.g341800
Cre06.g250950 Cre07.g351500 Cre06.g250950 Cre07.g351550 Cre06.g250950 Cre07.g354100
Cre06.g250950 Cre07.g354500 Cre06.g250950 Cre07.g355700 Cre06.g250950 Cre08.g361400
Cre06.g250950 Cre08.g364050 Cre06.g250950 Cre08.g371052 Cre06.g250950 Cre09.g386753
Cre06.g250950 Cre09.g411600 Cre06.g250950 Cre10.g429880 Cre06.g250950 Cre10.g436800
Cre06.g250950 Cre10.g466550 Cre06.g250950 Cre11.g467577 Cre06.g250950 Cre11.g479800
Cre06.g250950 Cre12.g485950 Cre06.g250950 Cre12.g502251 Cre06.g250950 Cre12.g503800
Cre06.g250950 Cre12.g507500 Cre06.g250950 Cre12.g517350 Cre06.g250950 Cre12.g520850
Cre06.g250950 Cre12.g538550 Cre06.g250950 Cre12.g540400 Cre06.g250950 Cre13.g571050
Cre06.g250950 Cre13.g571200 Cre06.g250950 Cre13.g580450 Cre06.g250950 Cre13.g586450
Cre06.g250950 Cre13.g590350 Cre06.g250950 Cre14.g611000 Cre06.g250950 Cre14.g621172
Cre06.g250950 Cre14.g623800 Cre06.g250950 Cre16.g649433 Cre06.g250950 Cre16.g650400
Cre06.g250950 Cre16.g662650 Cre06.g250950 Cre16.g667900 Cre06.g250950 Cre16.g668200
Cre06.g250950 Cre16.g672400 Cre06.g250950 Cre16.g678900 Cre06.g250950 Cre16.g680232
Cre06.g250950 Cre16.g683953 Cre06.g250950 Cre16.g686250 Cre06.g250950 Cre16.g692500
Cre06.g250950 Cre17.g702650 Cre06.g250950 Cre17.g705950 Cre06.g250950 Cre17.g714229
Cre06.g250950 Cre17.g746547 Cre06.g250950 Cre12.g489700 Cre06.g250950 Cre16.g652150
Cre06.g250950 Cre12.g485150 Cre06.g250950 Cre10.g458450 Cre06.g250950 Cre03.g172000
Cre06.g250950 Cre16.g656400 Cre06.g250950 Cre16.g665250 Cre06.g250950 Cre12.g530600
Cre06.g250950 Cre06.g284200 Cre06.g250950 Cre12.g498750 Cre06.g250950 Cre01.g018500
Cre06.g250950 Cre11.g467350 Cre06.g250950 Cre16.g673250 Cre06.g250950 Cre03.g158900
Cre06.g250950 Cre03.g199800 Cre06.g250950 Cre03.g156900 Cre06.g250950 Cre12.g543400
Cre06.g256200 Cre07.g334150 Cre06.g261450 Cre03.g180800 Cre06.g261450 Cre08.g377300
Cre06.g268600 Cre03.g188650 Cre06.g269100 Cre13.g586450 Cre06.g270350 Cre09.g386753
Cre06.g270350 Cre03.g199800 Cre06.g270350 Cre12.g543400 Cre06.g270850 Cre07.g328200
Cre06.g270850 Cre03.g158900 Cre06.g275600 Cre09.g386753 Cre06.g275600 Cre17.g720250
Cre06.g275600 Cre03.g199800 Cre06.g275600 Cre12.g543400 Cre06.g278108 Cre03.g199800
Cre06.g278136 Cre01.g004600 Cre06.g278136 Cre01.g022950 Cre06.g278136 Cre01.g025050
Cre06.g278136 Cre01.g043550 Cre06.g278136 Cre01.g048501 Cre06.g278136 Cre01.g048800
Cre06.g278136 Cre02.g082550 Cre06.g278136 Cre02.g093950 Cre06.g278136 Cre02.g101150
Cre06.g278136 Cre02.g101500 Cre06.g278136 Cre02.g104700 Cre06.g278136 Cre02.g108450
Cre06.g278136 Cre02.g145550 Cre06.g278136 Cre03.g144747 Cre06.g278136 Cre03.g149350
Cre06.g278136 Cre03.g149400 Cre06.g278136 Cre03.g158550 Cre06.g278136 Cre03.g173350
Cre06.g278136 Cre03.g184600 Cre06.g278136 Cre03.g188200 Cre06.g278136 Cre03.g189650
Cre06.g278136 Cre03.g193400 Cre06.g278136 Cre03.g200431 Cre06.g278136 Cre03.g209953
Cre06.g278136 Cre03.g212641 Cre06.g278136 Cre04.g221200 Cre06.g278136 Cre04.g221950
Cre06.g278136 Cre04.g226400 Cre06.g278136 Cre04.g231124 Cre06.g278136 Cre05.g233551
Cre06.g278136 Cre06.g262800 Cre06.g278136 Cre06.g266850 Cre06.g278136 Cre06.g266950
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Cre06.g278136 Cre06.g270850 Cre06.g278136 Cre06.g275350 Cre06.g278136 Cre06.g275550
Cre06.g278136 Cre06.g282251 Cre06.g278136 Cre06.g285600 Cre06.g278136 Cre06.g297904
Cre06.g278136 Cre06.g305200 Cre06.g278136 Cre07.g319701 Cre06.g278136 Cre07.g321550
Cre06.g278136 Cre07.g330050 Cre06.g278136 Cre07.g332250 Cre06.g278136 Cre07.g341800
Cre06.g278136 Cre07.g351500 Cre06.g278136 Cre07.g351550 Cre06.g278136 Cre07.g354100
Cre06.g278136 Cre07.g354500 Cre06.g278136 Cre07.g355700 Cre06.g278136 Cre08.g361400
Cre06.g278136 Cre08.g364050 Cre06.g278136 Cre08.g371052 Cre06.g278136 Cre09.g386753
Cre06.g278136 Cre09.g390023 Cre06.g278136 Cre09.g411600 Cre06.g278136 Cre10.g429880
Cre06.g278136 Cre10.g436800 Cre06.g278136 Cre10.g466550 Cre06.g278136 Cre11.g467577
Cre06.g278136 Cre11.g479800 Cre06.g278136 Cre12.g485950 Cre06.g278136 Cre12.g503800
Cre06.g278136 Cre12.g507500 Cre06.g278136 Cre12.g517350 Cre06.g278136 Cre12.g520850
Cre06.g278136 Cre12.g538550 Cre06.g278136 Cre12.g540400 Cre06.g278136 Cre13.g571050
Cre06.g278136 Cre13.g571200 Cre06.g278136 Cre13.g580450 Cre06.g278136 Cre13.g586450
Cre06.g278136 Cre13.g590350 Cre06.g278136 Cre14.g611000 Cre06.g278136 Cre14.g621172
Cre06.g278136 Cre14.g623800 Cre06.g278136 Cre16.g649433 Cre06.g278136 Cre16.g650400
Cre06.g278136 Cre16.g662650 Cre06.g278136 Cre16.g667900 Cre06.g278136 Cre16.g668200
Cre06.g278136 Cre16.g672400 Cre06.g278136 Cre16.g678900 Cre06.g278136 Cre16.g680232
Cre06.g278136 Cre16.g683953 Cre06.g278136 Cre16.g686250 Cre06.g278136 Cre16.g692500
Cre06.g278136 Cre17.g702650 Cre06.g278136 Cre17.g705950 Cre06.g278136 Cre17.g714229
Cre06.g278136 Cre17.g746547 Cre06.g278136 Cre14.g629700 Cre06.g278136 Cre12.g489700
Cre06.g278136 Cre12.g485150 Cre06.g278136 Cre10.g458450 Cre06.g278136 Cre03.g172000
Cre06.g278136 Cre16.g656400 Cre06.g278136 Cre16.g665250 Cre06.g278136 Cre12.g530600
Cre06.g278136 Cre06.g284200 Cre06.g278136 Cre12.g498750 Cre06.g278136 Cre07.g334150
Cre06.g278136 Cre16.g673250 Cre06.g278136 Cre03.g158900 Cre06.g278136 Cre03.g199800
Cre06.g278136 Cre03.g156900 Cre06.g278136 Cre12.g543400 Cre06.g282251 Cre03.g199800
Cre06.g283200 Cre03.g160600 Cre06.g283200 Cre08.g364050 Cre06.g283200 Cre09.g386753
Cre06.g283200 Cre16.g662650 Cre06.g283200 Cre16.g667900 Cre06.g283200 Cre10.g425100
Cre06.g283200 Cre16.g652150 Cre06.g283200 Cre06.g309000 Cre06.g283200 Cre11.g467350
Cre06.g284000 Cre07.g330250 Cre06.g284000 Cre16.g656400 Cre06.g284000 Cre03.g199800
Cre06.g284000 Cre03.g188650 Cre06.g285600 Cre03.g194200 Cre06.g285600 Cre12.g485950
Cre06.g285600 Cre16.g676421 Cre06.g285600 Cre06.g281200 Cre06.g285600 Cre08.g361400
Cre06.g285600 Cre12.g538550 Cre06.g285600 Cre05.g240650 Cre06.g285600 Cre07.g341800
Cre06.g285600 Cre16.g672400 Cre06.g285600 Cre12.g558950 Cre06.g285600 Cre01.g011150
Cre06.g285600 Cre06.g270850 Cre06.g285600 Cre16.g649433 Cre06.g285600 Cre06.g305200
Cre06.g285600 Cre11.g475950 Cre06.g285600 Cre08.g364050 Cre06.g285600 Cre01.g035350
Cre06.g285600 Cre12.g543400 Cre06.g285600 Cre12.g560950 Cre06.g285600 Cre12.g554250
Cre06.g285600 Cre11.g476550 Cre06.g285600 Cre10.g458450 Cre06.g285600 Cre17.g720250
Cre06.g285600 Cre16.g652150 Cre06.g286700 Cre09.g386753 Cre06.g286700 Cre16.g656400
Cre06.g286700 Cre07.g334150 Cre06.g286700 Cre03.g199800 Cre06.g286700 Cre12.g560950
Cre06.g289900 Cre10.g425100 Cre06.g293750 Cre01.g004600 Cre06.g293750 Cre01.g011150
Cre06.g293750 Cre03.g149400 Cre06.g293750 Cre03.g188200 Cre06.g293750 Cre06.g282251
Cre06.g293750 Cre06.g305200 Cre06.g293750 Cre07.g330050 Cre06.g293750 Cre09.g386753
Cre06.g293750 Cre13.g571050 Cre06.g293750 Cre13.g580450 Cre06.g293750 Cre16.g672400
Cre06.g293750 Cre16.g680232 Cre06.g297150 Cre10.g458450 Cre06.g297150 Cre09.g410750
Cre06.g305200 Cre01.g011150 Cre06.g305200 Cre01.g048800 Cre06.g305200 Cre03.g149350
Cre06.g305200 Cre06.g285600 Cre06.g305200 Cre13.g590350 Cre06.g305200 Cre14.g623800
Cre06.g305200 Cre16.g649433 Cre06.g305200 Cre16.g680232 Cre06.g305200 Cre12.g489700
Cre06.g305200 Cre16.g652150 Cre06.g305200 Cre10.g458450 Cre06.g305200 Cre03.g172000
Cre06.g305200 Cre16.g656400 Cre06.g305200 Cre12.g530600 Cre06.g305200 Cre06.g284200
Cre06.g305200 Cre12.g498750 Cre06.g305200 Cre07.g334150 Cre06.g305200 Cre03.g158900
Cre06.g305200 Cre03.g199800 Cre06.g305200 Cre03.g156900 Cre07.g319701 Cre14.g611700
Cre07.g319701 Cre07.g334150 Cre07.g321550 Cre01.g004600 Cre07.g321550 Cre01.g025050
Cre07.g321550 Cre01.g048501 Cre07.g321550 Cre02.g094150 Cre07.g321550 Cre02.g118250
Cre07.g321550 Cre03.g160600 Cre07.g321550 Cre03.g184600 Cre07.g321550 Cre04.g228400
Cre07.g321550 Cre05.g233551 Cre07.g321550 Cre06.g266850 Cre07.g321550 Cre06.g275600
Cre07.g321550 Cre06.g293750 Cre07.g321550 Cre06.g297904 Cre07.g321550 Cre07.g329900
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Cre07.g321550 Cre09.g386753 Cre07.g321550 Cre10.g430950 Cre07.g321550 Cre10.g446850
Cre07.g321550 Cre12.g485950 Cre07.g321550 Cre13.g583150 Cre07.g321550 Cre14.g621050
Cre07.g321550 Cre16.g662650 Cre07.g321550 Cre16.g667900 Cre07.g321550 Cre17.g702650
Cre07.g321550 Cre17.g714229 Cre07.g321550 Cre17.g739450 Cre07.g321550 Cre17.g746547
Cre07.g321550 Cre10.g425100 Cre07.g321550 Cre16.g652150 Cre07.g321550 Cre10.g458450
Cre07.g321550 Cre02.g092350 Cre07.g321550 Cre01.g032650 Cre07.g321550 Cre12.g498750
Cre07.g321550 Cre11.g476550 Cre07.g321550 Cre16.g673250 Cre07.g321550 Cre05.g241850
Cre07.g335500 Cre03.g199800 Cre07.g341800 Cre12.g501050 Cre07.g344668 Cre01.g004600
Cre07.g344668 Cre01.g025050 Cre07.g344668 Cre01.g048501 Cre07.g344668 Cre02.g094150
Cre07.g344668 Cre02.g118250 Cre07.g344668 Cre03.g160600 Cre07.g344668 Cre03.g184600
Cre07.g344668 Cre03.g197350 Cre07.g344668 Cre04.g228400 Cre07.g344668 Cre05.g233551
Cre07.g344668 Cre06.g266850 Cre07.g344668 Cre06.g275600 Cre07.g344668 Cre06.g293750
Cre07.g344668 Cre06.g297904 Cre07.g344668 Cre07.g329900 Cre07.g344668 Cre09.g386753
Cre07.g344668 Cre10.g430950 Cre07.g344668 Cre10.g446850 Cre07.g344668 Cre12.g485950
Cre07.g344668 Cre13.g583150 Cre07.g344668 Cre14.g621050 Cre07.g344668 Cre16.g662650
Cre07.g344668 Cre16.g667900 Cre07.g344668 Cre17.g702650 Cre07.g344668 Cre17.g714229
Cre07.g344668 Cre17.g739450 Cre07.g344668 Cre17.g746547 Cre07.g344668 Cre16.g652150
Cre07.g344668 Cre10.g458450 Cre07.g344668 Cre02.g092350 Cre07.g344668 Cre16.g656400
Cre07.g344668 Cre01.g032650 Cre07.g344668 Cre01.g018500 Cre07.g344668 Cre11.g476550
Cre07.g344668 Cre16.g673250 Cre07.g344668 Cre06.g266200 Cre07.g345350 Cre14.g629700
Cre07.g345350 Cre07.g330250 Cre07.g345350 Cre08.g377300 Cre07.g345350 Cre02.g092350
Cre07.g352600 Cre12.g543400 Cre07.g353500 Cre08.g364050 Cre07.g353500 Cre09.g386753
Cre07.g353500 Cre07.g330250 Cre07.g353500 Cre03.g188650 Cre07.g353555 Cre09.g415700
Cre07.g354100 Cre12.g550850 Cre07.g354500 Cre01.g032650 Cre08.g358534 Cre10.g425100
Cre08.g358534 Cre12.g489700 Cre08.g364400 Cre08.g364050 Cre08.g364400 Cre03.g188650
Cre08.g364450 Cre12.g550850 Cre08.g378450 Cre12.g489700 Cre08.g378450 Cre14.g611700
Cre08.g378450 Cre16.g677500 Cre08.g378450 Cre07.g334150 Cre08.g378450 Cre06.g308500
Cre08.g378800 Cre07.g334150 Cre08.g378800 Cre06.g308500 Cre09.g386753 Cre10.g458450
Cre09.g386753 Cre03.g194200 Cre09.g386753 Cre12.g501050 Cre09.g390430 Cre14.g629700
Cre09.g392300 Cre07.g334150 Cre09.g392300 Cre03.g199800 Cre09.g392300 Cre12.g554250
Cre09.g393284 Cre03.g160600 Cre09.g393284 Cre08.g364050 Cre09.g393284 Cre09.g386753
Cre09.g393284 Cre16.g662650 Cre09.g393284 Cre16.g667900 Cre09.g393284 Cre12.g489700
Cre09.g393284 Cre17.g720250 Cre09.g393284 Cre10.g458450 Cre09.g393284 Cre02.g116450
Cre09.g393284 Cre03.g158900 Cre09.g393284 Cre03.g199800 Cre09.g393284 Cre12.g543400
Cre09.g394200 Cre16.g673250 Cre09.g399552 Cre10.g425100 Cre09.g399552 Cre07.g330250
Cre09.g399552 Cre16.g652150 Cre09.g401219 Cre02.g078831 Cre09.g401219 Cre07.g330250
Cre09.g401219 Cre07.g328200 Cre09.g401219 Cre16.g665250 Cre09.g401219 Cre07.g334150
Cre09.g401219 Cre09.g410750 Cre09.g401219 Cre03.g158900 Cre09.g401219 Cre03.g199800
Cre09.g402350 Cre04.g231124 Cre09.g410450 Cre04.g216200 Cre09.g410450 Cre06.g270850
Cre09.g410450 Cre07.g351550 Cre09.g410450 Cre08.g364050 Cre09.g410450 Cre09.g386753
Cre09.g410450 Cre13.g583200 Cre09.g410450 Cre02.g113200 Cre09.g410450 Cre01.g038900
Cre09.g410450 Cre10.g425100 Cre09.g410450 Cre12.g489700 Cre09.g410450 Cre07.g330250
Cre09.g410450 Cre16.g652150 Cre09.g410450 Cre10.g458450 Cre09.g410450 Cre03.g194200
Cre09.g410450 Cre03.g182050 Cre09.g410450 Cre06.g309000 Cre09.g410450 Cre05.g241850
Cre10.g429880 Cre01.g022950 Cre10.g430750 Cre07.g334150 Cre10.g438850 Cre01.g025050
Cre10.g438850 Cre02.g094150 Cre10.g438850 Cre04.g228400 Cre10.g438850 Cre07.g329900
Cre10.g438850 Cre10.g430950 Cre10.g438850 Cre10.g446850 Cre10.g438850 Cre12.g485950
Cre10.g438850 Cre17.g702650 Cre10.g438850 Cre17.g746547 Cre10.g438850 Cre16.g652150
Cre10.g438850 Cre02.g092350 Cre10.g438850 Cre01.g032650 Cre10.g438850 Cre11.g476550
Cre10.g438850 Cre05.g241850 Cre10.g446450 Cre16.g673250 Cre10.g446450 Cre03.g199800
Cre10.g450500 Cre04.g216200 Cre10.g450500 Cre06.g270850 Cre10.g450500 Cre07.g351550
Cre10.g450500 Cre08.g364050 Cre10.g450500 Cre09.g386753 Cre10.g450500 Cre13.g583200
Cre10.g450500 Cre02.g113200 Cre10.g450500 Cre01.g038900 Cre10.g450500 Cre10.g425100
Cre10.g450500 Cre12.g489700 Cre10.g450500 Cre07.g330250 Cre10.g450500 Cre14.g611450
Cre10.g450500 Cre16.g652150 Cre10.g450500 Cre12.g485150 Cre10.g450500 Cre17.g720250
Cre10.g450500 Cre10.g458450 Cre10.g450500 Cre12.g530950 Cre10.g450500 Cre03.g182050
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Cre10.g450500 Cre08.g377300 Cre10.g450500 Cre02.g092350 Cre10.g450500 Cre06.g309000
Cre10.g450500 Cre03.g172000 Cre10.g450500 Cre12.g546150 Cre10.g450500 Cre12.g484200
Cre10.g450500 Cre07.g328200 Cre10.g450500 Cre12.g550850 Cre10.g450500 Cre16.g677500
Cre10.g450500 Cre06.g284200 Cre10.g450500 Cre07.g334150 Cre10.g450500 Cre11.g467350
Cre10.g450500 Cre11.g476550 Cre10.g450500 Cre12.g554250 Cre10.g450500 Cre03.g188650
Cre10.g450500 Cre08.g365950 Cre10.g450500 Cre09.g415700 Cre10.g450500 Cre01.g038600
Cre10.g450500 Cre05.g241850 Cre10.g460400 Cre01.g004600 Cre10.g460400 Cre01.g011150
Cre10.g460400 Cre01.g022950 Cre10.g460400 Cre01.g025050 Cre10.g460400 Cre01.g043550
Cre10.g460400 Cre01.g048501 Cre10.g460400 Cre01.g048800 Cre10.g460400 Cre02.g082550
Cre10.g460400 Cre02.g083750 Cre10.g460400 Cre02.g093950 Cre10.g460400 Cre02.g101150
Cre10.g460400 Cre02.g101500 Cre10.g460400 Cre02.g104700 Cre10.g460400 Cre02.g108450
Cre10.g460400 Cre02.g145550 Cre10.g460400 Cre03.g144747 Cre10.g460400 Cre03.g149350
Cre10.g460400 Cre03.g149400 Cre10.g460400 Cre03.g158550 Cre10.g460400 Cre03.g160600
Cre10.g460400 Cre03.g173350 Cre10.g460400 Cre03.g184600 Cre10.g460400 Cre03.g188200
Cre10.g460400 Cre03.g189650 Cre10.g460400 Cre03.g193400 Cre10.g460400 Cre03.g200431
Cre10.g460400 Cre03.g209953 Cre10.g460400 Cre03.g212641 Cre10.g460400 Cre04.g221200
Cre10.g460400 Cre04.g221950 Cre10.g460400 Cre04.g226400 Cre10.g460400 Cre04.g231124
Cre10.g460400 Cre05.g233551 Cre10.g460400 Cre06.g257700 Cre10.g460400 Cre06.g262800
Cre10.g460400 Cre06.g266850 Cre10.g460400 Cre06.g266950 Cre10.g460400 Cre06.g270850
Cre10.g460400 Cre06.g275350 Cre10.g460400 Cre06.g275550 Cre10.g460400 Cre06.g282251
Cre10.g460400 Cre06.g285600 Cre10.g460400 Cre06.g297904 Cre10.g460400 Cre06.g305200
Cre10.g460400 Cre07.g319701 Cre10.g460400 Cre07.g321550 Cre10.g460400 Cre07.g330050
Cre10.g460400 Cre07.g332250 Cre10.g460400 Cre07.g341800 Cre10.g460400 Cre07.g351500
Cre10.g460400 Cre07.g351550 Cre10.g460400 Cre07.g354100 Cre10.g460400 Cre07.g354500
Cre10.g460400 Cre07.g355700 Cre10.g460400 Cre08.g361400 Cre10.g460400 Cre08.g364050
Cre10.g460400 Cre08.g371052 Cre10.g460400 Cre09.g386753 Cre10.g460400 Cre09.g390023
Cre10.g460400 Cre09.g411600 Cre10.g460400 Cre10.g429880 Cre10.g460400 Cre10.g436800
Cre10.g460400 Cre10.g466550 Cre10.g460400 Cre11.g467577 Cre10.g460400 Cre11.g479800
Cre10.g460400 Cre12.g485950 Cre10.g460400 Cre12.g502251 Cre10.g460400 Cre12.g503800
Cre10.g460400 Cre12.g507500 Cre10.g460400 Cre12.g517350 Cre10.g460400 Cre12.g520850
Cre10.g460400 Cre12.g538550 Cre10.g460400 Cre12.g540400 Cre10.g460400 Cre13.g571050
Cre10.g460400 Cre13.g571200 Cre10.g460400 Cre13.g580450 Cre10.g460400 Cre13.g586450
Cre10.g460400 Cre13.g590350 Cre10.g460400 Cre14.g611000 Cre10.g460400 Cre14.g621172
Cre10.g460400 Cre14.g623800 Cre10.g460400 Cre16.g649433 Cre10.g460400 Cre16.g650400
Cre10.g460400 Cre16.g662650 Cre10.g460400 Cre16.g667900 Cre10.g460400 Cre16.g668200
Cre10.g460400 Cre16.g672400 Cre10.g460400 Cre16.g678900 Cre10.g460400 Cre16.g680232
Cre10.g460400 Cre16.g683953 Cre10.g460400 Cre16.g686250 Cre10.g460400 Cre16.g692500
Cre10.g460400 Cre17.g702650 Cre10.g460400 Cre17.g705950 Cre10.g460400 Cre17.g714229
Cre10.g460400 Cre17.g746547 Cre10.g460400 Cre12.g489700 Cre10.g460400 Cre16.g652150
Cre10.g460400 Cre12.g485150 Cre10.g460400 Cre10.g458450 Cre10.g460400 Cre03.g172000
Cre10.g460400 Cre16.g656400 Cre10.g460400 Cre16.g665250 Cre10.g460400 Cre12.g530600
Cre10.g460400 Cre06.g284200 Cre10.g460400 Cre12.g498750 Cre10.g460400 Cre01.g018500
Cre10.g460400 Cre07.g334150 Cre10.g460400 Cre16.g673250 Cre10.g460400 Cre09.g410750
Cre10.g460400 Cre03.g199800 Cre10.g464750 Cre03.g199800 Cre10.g464750 Cre12.g554250
Cre11.g476250 Cre16.g673250 Cre11.g479800 Cre09.g410750 Cre11.g480950 Cre08.g377300
Cre12.g485950 Cre16.g656400 Cre12.g485950 Cre01.g032650 Cre12.g485950 Cre01.g038600
Cre12.g501600 Cre01.g025050 Cre12.g501600 Cre07.g329900 Cre12.g501600 Cre09.g386753
Cre12.g501600 Cre17.g702650 Cre12.g501600 Cre17.g714229 Cre12.g501600 Cre17.g746547
Cre12.g501600 Cre12.g484200 Cre12.g501600 Cre01.g032650 Cre12.g501600 Cre12.g498750
Cre12.g508150 Cre02.g078831 Cre12.g508150 Cre13.g567250 Cre12.g508150 Cre07.g328200
Cre12.g508150 Cre12.g530600 Cre12.g508150 Cre07.g334150 Cre12.g508150 Cre09.g410750
Cre12.g511400 Cre16.g673250 Cre12.g516050 Cre03.g158550 Cre12.g516050 Cre04.g215450
Cre12.g516050 Cre13.g567250 Cre12.g516050 Cre14.g629700 Cre12.g516050 Cre01.g038900
Cre12.g516050 Cre10.g425100 Cre12.g516050 Cre12.g489700 Cre12.g516050 Cre07.g330250
Cre12.g516050 Cre03.g188650 Cre12.g516050 Cre05.g241850 Cre12.g517350 Cre02.g087551
Cre12.g517350 Cre09.g386753 Cre12.g517350 Cre03.g158900 Cre12.g520650 Cre16.g677500
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Cre12.g520650 Cre07.g334150 Cre12.g520650 Cre06.g308500 Cre12.g534450 Cre01.g011150
Cre12.g534450 Cre01.g022950 Cre12.g534450 Cre01.g048501 Cre12.g534450 Cre01.g048800
Cre12.g534450 Cre02.g087600 Cre12.g534450 Cre02.g091550 Cre12.g534450 Cre02.g101150
Cre12.g534450 Cre02.g108450 Cre12.g534450 Cre02.g146629 Cre12.g534450 Cre03.g158550
Cre12.g534450 Cre03.g160600 Cre12.g534450 Cre03.g180800 Cre12.g534450 Cre04.g215450
Cre12.g534450 Cre04.g221950 Cre12.g534450 Cre06.g266850 Cre12.g534450 Cre06.g275350
Cre12.g534450 Cre06.g286700 Cre12.g534450 Cre06.g297904 Cre12.g534450 Cre06.g305200
Cre12.g534450 Cre07.g341800 Cre12.g534450 Cre08.g361400 Cre12.g534450 Cre08.g364050
Cre12.g534450 Cre09.g386753 Cre12.g534450 Cre13.g567250 Cre12.g534450 Cre13.g571050
Cre12.g534450 Cre14.g621050 Cre12.g534450 Cre16.g662650 Cre12.g534450 Cre16.g667900
Cre12.g534450 Cre16.g672400 Cre12.g534450 Cre16.g673250 Cre12.g534450 Cre16.g676421
Cre12.g534450 Cre17.g739450 Cre12.g534450 Cre14.g629700 Cre12.g534450 Cre01.g038900
Cre12.g534450 Cre10.g425100 Cre12.g534450 Cre12.g489700 Cre12.g534450 Cre07.g330250
Cre12.g534450 Cre03.g198950 Cre12.g534450 Cre10.g458450 Cre12.g534450 Cre14.g615050
Cre12.g534450 Cre08.g377300 Cre12.g534450 Cre02.g092350 Cre12.g534450 Cre03.g172000
Cre12.g534450 Cre09.g412100 Cre12.g534450 Cre12.g550850 Cre12.g534450 Cre02.g082750
Cre12.g534450 Cre16.g656400 Cre12.g534450 Cre16.g665250 Cre12.g534450 Cre17.g723650
Cre12.g534450 Cre06.g284200 Cre12.g534450 Cre07.g334150 Cre12.g534450 Cre11.g467350
Cre12.g534450 Cre11.g476550 Cre12.g534450 Cre09.g410750 Cre12.g534450 Cre03.g199800
Cre12.g534450 Cre03.g156900 Cre12.g534450 Cre12.g554250 Cre12.g534450 Cre03.g188650
Cre12.g534450 Cre12.g543400 Cre12.g534450 Cre05.g241850 Cre12.g538801 Cre01.g004600
Cre12.g538801 Cre01.g022950 Cre12.g538801 Cre01.g025050 Cre12.g538801 Cre01.g043550
Cre12.g538801 Cre01.g048800 Cre12.g538801 Cre02.g101150 Cre12.g538801 Cre02.g101500
Cre12.g538801 Cre02.g104700 Cre12.g538801 Cre02.g108450 Cre12.g538801 Cre02.g145550
Cre12.g538801 Cre03.g144747 Cre12.g538801 Cre03.g149350 Cre12.g538801 Cre03.g149400
Cre12.g538801 Cre03.g173350 Cre12.g538801 Cre03.g184600 Cre12.g538801 Cre03.g188200
Cre12.g538801 Cre03.g189650 Cre12.g538801 Cre03.g193400 Cre12.g538801 Cre03.g200431
Cre12.g538801 Cre03.g209953 Cre12.g538801 Cre03.g212641 Cre12.g538801 Cre04.g221200
Cre12.g538801 Cre04.g221950 Cre12.g538801 Cre04.g226400 Cre12.g538801 Cre05.g233551
Cre12.g538801 Cre06.g262800 Cre12.g538801 Cre06.g266850 Cre12.g538801 Cre06.g266950
Cre12.g538801 Cre06.g270850 Cre12.g538801 Cre06.g275350 Cre12.g538801 Cre06.g275550
Cre12.g538801 Cre06.g282251 Cre12.g538801 Cre06.g297904 Cre12.g538801 Cre06.g305200
Cre12.g538801 Cre07.g319701 Cre12.g538801 Cre07.g330050 Cre12.g538801 Cre07.g332250
Cre12.g538801 Cre07.g341800 Cre12.g538801 Cre07.g351550 Cre12.g538801 Cre07.g354100
Cre12.g538801 Cre07.g354500 Cre12.g538801 Cre08.g361400 Cre12.g538801 Cre08.g364050
Cre12.g538801 Cre08.g371052 Cre12.g538801 Cre09.g386753 Cre12.g538801 Cre09.g411600
Cre12.g538801 Cre10.g429880 Cre12.g538801 Cre10.g436800 Cre12.g538801 Cre11.g467577
Cre12.g538801 Cre12.g503800 Cre12.g538801 Cre12.g507500 Cre12.g538801 Cre12.g517350
Cre12.g538801 Cre12.g538550 Cre12.g538801 Cre12.g540400 Cre12.g538801 Cre13.g571050
Cre12.g538801 Cre13.g580450 Cre12.g538801 Cre13.g586450 Cre12.g538801 Cre13.g590350
Cre12.g538801 Cre14.g621172 Cre12.g538801 Cre16.g649433 Cre12.g538801 Cre16.g650400
Cre12.g538801 Cre16.g662650 Cre12.g538801 Cre16.g668200 Cre12.g538801 Cre16.g672400
Cre12.g538801 Cre16.g678900 Cre12.g538801 Cre16.g680232 Cre12.g538801 Cre16.g683953
Cre12.g538801 Cre16.g686250 Cre12.g538801 Cre17.g702650 Cre12.g538801 Cre17.g705950
Cre12.g538801 Cre16.g665250 Cre12.g538801 Cre06.g284200 Cre12.g538801 Cre09.g410750
Cre12.g538801 Cre03.g199800 Cre12.g538801 Cre12.g543400 Cre12.g540350 Cre12.g508550
Cre12.g540400 Cre10.g425100 Cre12.g540400 Cre16.g652150 Cre12.g540400 Cre11.g467350
Cre12.g540400 Cre16.g679500 Cre12.g548250 Cre04.g231124 Cre12.g550250 Cre09.g386753
Cre12.g550250 Cre16.g652150 Cre12.g550250 Cre10.g458450 Cre12.g550250 Cre03.g188650
Cre13.g562400 Cre02.g145550 Cre13.g562400 Cre03.g174150 Cre13.g562400 Cre12.g558950
Cre13.g562400 Cre16.g662650 Cre13.g562400 Cre16.g672400 Cre13.g562400 Cre17.g720250
Cre13.g562400 Cre16.g673250 Cre13.g562400 Cre03.g199800 Cre13.g572150 Cre12.g554250
Cre13.g583150 Cre09.g386753 Cre13.g583150 Cre16.g656400 Cre13.g583150 Cre07.g334150
Cre13.g583150 Cre03.g199800 Cre13.g583200 Cre03.g160600 Cre13.g583200 Cre08.g364050
Cre13.g583200 Cre16.g662650 Cre13.g583200 Cre16.g667900 Cre13.g583200 Cre03.g198950
Cre13.g583200 Cre03.g194200 Cre13.g583200 Cre12.g484200 Cre13.g583200 Cre01.g018500
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Cre13.g583200 Cre07.g334150 Cre13.g583200 Cre16.g679500 Cre13.g583200 Cre12.g554250
Cre13.g590350 Cre01.g004600 Cre13.g590350 Cre01.g025050 Cre13.g590350 Cre01.g048501
Cre13.g590350 Cre02.g094150 Cre13.g590350 Cre02.g118250 Cre13.g590350 Cre03.g160600
Cre13.g590350 Cre03.g184600 Cre13.g590350 Cre03.g197350 Cre13.g590350 Cre04.g228400
Cre13.g590350 Cre05.g233551 Cre13.g590350 Cre06.g266850 Cre13.g590350 Cre06.g275600
Cre13.g590350 Cre06.g293750 Cre13.g590350 Cre06.g297904 Cre13.g590350 Cre07.g329900
Cre13.g590350 Cre09.g386753 Cre13.g590350 Cre10.g430950 Cre13.g590350 Cre10.g446850
Cre13.g590350 Cre12.g485950 Cre13.g590350 Cre13.g583150 Cre13.g590350 Cre14.g621050
Cre13.g590350 Cre16.g662650 Cre13.g590350 Cre16.g667900 Cre13.g590350 Cre17.g702650
Cre13.g590350 Cre17.g714229 Cre13.g590350 Cre17.g739450 Cre13.g590350 Cre17.g746547
Cre13.g590350 Cre10.g425100 Cre13.g590350 Cre07.g330250 Cre13.g590350 Cre16.g652150
Cre13.g590350 Cre10.g458450 Cre13.g590350 Cre02.g092350 Cre13.g590350 Cre12.g484200
Cre13.g590350 Cre01.g032650 Cre13.g590350 Cre12.g498750 Cre13.g590350 Cre01.g018500
Cre13.g590350 Cre16.g673250 Cre13.g602750 Cre01.g022950 Cre13.g602750 Cre16.g673250
Cre14.g610550 Cre09.g386753 Cre14.g610550 Cre16.g656400 Cre14.g610550 Cre07.g334150
Cre14.g610550 Cre03.g199800 Cre14.g610550 Cre03.g188650 Cre14.g610582 Cre16.g656400
Cre14.g610582 Cre03.g199800 Cre14.g610582 Cre03.g188650 Cre14.g610631 Cre09.g386753
Cre14.g610631 Cre07.g330250 Cre14.g610631 Cre16.g656400 Cre14.g614400 Cre02.g078831
Cre14.g614400 Cre13.g567250 Cre14.g614400 Cre07.g330250 Cre14.g614400 Cre10.g458450
Cre14.g614400 Cre07.g328200 Cre14.g614400 Cre16.g665250 Cre14.g614400 Cre12.g530600
Cre14.g614400 Cre07.g334150 Cre14.g614400 Cre09.g410750 Cre14.g614400 Cre03.g158900
Cre14.g614400 Cre03.g199800 Cre14.g623800 Cre12.g554250 Cre15.g641200 Cre01.g022950
Cre15.g641200 Cre16.g673250 Cre16.g653258 Cre02.g078831 Cre16.g653258 Cre16.g665250
Cre16.g653258 Cre07.g334150 Cre16.g662650 Cre12.g554250 Cre16.g667150 Cre01.g022950
Cre16.g667150 Cre03.g160600 Cre16.g667150 Cre09.g386753 Cre16.g667150 Cre11.g467581
Cre16.g667150 Cre13.g572150 Cre16.g667150 Cre16.g649433 Cre16.g667150 Cre16.g654550
Cre16.g667150 Cre17.g705950 Cre16.g667150 Cre14.g629700 Cre16.g667150 Cre07.g330250
Cre16.g667150 Cre12.g530950 Cre16.g667150 Cre06.g270200 Cre16.g667150 Cre03.g172000
Cre16.g667150 Cre03.g165100 Cre16.g667150 Cre02.g082750 Cre16.g667150 Cre02.g116450
Cre16.g667150 Cre01.g032650 Cre16.g667150 Cre16.g665250 Cre16.g667150 Cre16.g677500
Cre16.g667150 Cre12.g530600 Cre16.g667150 Cre12.g536050 Cre16.g667150 Cre12.g498750
Cre16.g667150 Cre07.g334150 Cre16.g667150 Cre17.g699100 Cre16.g667150 Cre12.g501050
Cre16.g667150 Cre16.g673250 Cre16.g667150 Cre09.g410750 Cre16.g667150 Cre03.g199800
Cre16.g667150 Cre12.g560950 Cre16.g667150 Cre09.g415700 Cre16.g667150 Cre06.g308500
Cre16.g667150 Cre01.g038600 Cre16.g667150 Cre05.g241850 Cre16.g668200 Cre10.g425100
Cre16.g668200 Cre16.g652150 Cre16.g668200 Cre11.g467350 Cre16.g668200 Cre16.g679500
Cre16.g671900 Cre01.g048800 Cre16.g671900 Cre04.g215450 Cre16.g671900 Cre17.g739450
Cre16.g671900 Cre11.g467350 Cre16.g671900 Cre11.g476550 Cre16.g671900 Cre05.g241850
Cre16.g672300 Cre11.g476750 Cre16.g672300 Cre02.g113200 Cre16.g672300 Cre14.g629700
Cre16.g672300 Cre10.g425100 Cre16.g672300 Cre12.g489700 Cre16.g672300 Cre14.g611700
Cre16.g672300 Cre16.g652150 Cre16.g672300 Cre17.g720250 Cre16.g672300 Cre10.g458450
Cre16.g672300 Cre03.g172000 Cre16.g672300 Cre12.g484200 Cre16.g672300 Cre16.g656400
Cre16.g672300 Cre16.g677500 Cre16.g672300 Cre17.g723650 Cre16.g672300 Cre06.g284200
Cre16.g672300 Cre12.g498750 Cre16.g672300 Cre01.g018500 Cre16.g672300 Cre07.g334150
Cre16.g672300 Cre12.g501050 Cre16.g672300 Cre16.g673250 Cre16.g672300 Cre12.g543400
Cre16.g672300 Cre08.g365950 Cre16.g672300 Cre06.g308500 Cre16.g672300 Cre05.g241850
Cre16.g672400 Cre10.g425100 Cre16.g672400 Cre16.g652150 Cre16.g674890 Cre09.g386753
Cre16.g674890 Cre03.g188650 Cre16.g675246 Cre03.g160600 Cre16.g675246 Cre08.g364050
Cre16.g675246 Cre09.g386753 Cre16.g675246 Cre16.g662650 Cre16.g675246 Cre16.g667900
Cre16.g675246 Cre10.g425100 Cre16.g675246 Cre16.g652150 Cre16.g677382 Cre10.g425100
Cre16.g677382 Cre07.g330250 Cre16.g677382 Cre07.g334150 Cre16.g680588 Cre03.g172000
Cre16.g686250 Cre07.g330250 Cre16.g686250 Cre16.g652150 Cre16.g686250 Cre08.g377300
Cre16.g695600 Cre07.g330250 Cre16.g695600 Cre12.g546150 Cre16.g695600 Cre01.g037850
Cre17.g696300 Cre01.g004600 Cre17.g696300 Cre01.g011150 Cre17.g696300 Cre01.g022950
Cre17.g696300 Cre01.g025050 Cre17.g696300 Cre01.g043550 Cre17.g696300 Cre01.g048501
Cre17.g696300 Cre01.g048800 Cre17.g696300 Cre02.g082550 Cre17.g696300 Cre02.g083750
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Cre17.g696300 Cre02.g093950 Cre17.g696300 Cre02.g101150 Cre17.g696300 Cre02.g101500
Cre17.g696300 Cre02.g104700 Cre17.g696300 Cre02.g108450 Cre17.g696300 Cre02.g145550
Cre17.g696300 Cre03.g144747 Cre17.g696300 Cre03.g149350 Cre17.g696300 Cre03.g149400
Cre17.g696300 Cre03.g158550 Cre17.g696300 Cre03.g160600 Cre17.g696300 Cre03.g173350
Cre17.g696300 Cre03.g184600 Cre17.g696300 Cre03.g188200 Cre17.g696300 Cre03.g189650
Cre17.g696300 Cre03.g193400 Cre17.g696300 Cre03.g200431 Cre17.g696300 Cre03.g209953
Cre17.g696300 Cre03.g212641 Cre17.g696300 Cre04.g221200 Cre17.g696300 Cre04.g221950
Cre17.g696300 Cre04.g226400 Cre17.g696300 Cre05.g233551 Cre17.g696300 Cre06.g257700
Cre17.g696300 Cre06.g262800 Cre17.g696300 Cre06.g266850 Cre17.g696300 Cre06.g266950
Cre17.g696300 Cre06.g270850 Cre17.g696300 Cre06.g275350 Cre17.g696300 Cre06.g275550
Cre17.g696300 Cre06.g282251 Cre17.g696300 Cre06.g285600 Cre17.g696300 Cre06.g297904
Cre17.g696300 Cre06.g305200 Cre17.g696300 Cre07.g319701 Cre17.g696300 Cre07.g321550
Cre17.g696300 Cre07.g330050 Cre17.g696300 Cre07.g332250 Cre17.g696300 Cre07.g341800
Cre17.g696300 Cre07.g351500 Cre17.g696300 Cre07.g351550 Cre17.g696300 Cre07.g354100
Cre17.g696300 Cre07.g354500 Cre17.g696300 Cre07.g355700 Cre17.g696300 Cre08.g361400
Cre17.g696300 Cre08.g364050 Cre17.g696300 Cre08.g371052 Cre17.g696300 Cre09.g386753
Cre17.g696300 Cre09.g411600 Cre17.g696300 Cre10.g429880 Cre17.g696300 Cre10.g436800
Cre17.g696300 Cre10.g466550 Cre17.g696300 Cre11.g467577 Cre17.g696300 Cre11.g479800
Cre17.g696300 Cre12.g485950 Cre17.g696300 Cre12.g503800 Cre17.g696300 Cre12.g507500
Cre17.g696300 Cre12.g517350 Cre17.g696300 Cre12.g520850 Cre17.g696300 Cre12.g538550
Cre17.g696300 Cre12.g540400 Cre17.g696300 Cre13.g571050 Cre17.g696300 Cre13.g571200
Cre17.g696300 Cre13.g580450 Cre17.g696300 Cre13.g586450 Cre17.g696300 Cre13.g590350
Cre17.g696300 Cre14.g611000 Cre17.g696300 Cre14.g621172 Cre17.g696300 Cre14.g623800
Cre17.g696300 Cre16.g649433 Cre17.g696300 Cre16.g650400 Cre17.g696300 Cre16.g662650
Cre17.g696300 Cre16.g667900 Cre17.g696300 Cre16.g668200 Cre17.g696300 Cre16.g672400
Cre17.g696300 Cre16.g678900 Cre17.g696300 Cre16.g680232 Cre17.g696300 Cre16.g683953
Cre17.g696300 Cre16.g686250 Cre17.g696300 Cre16.g692500 Cre17.g696300 Cre17.g702650
Cre17.g696300 Cre17.g705950 Cre17.g696300 Cre17.g714229 Cre17.g696300 Cre17.g746547
Cre17.g696300 Cre12.g489700 Cre17.g696300 Cre16.g652150 Cre17.g696300 Cre12.g485150
Cre17.g696300 Cre10.g458450 Cre17.g696300 Cre03.g172000 Cre17.g696300 Cre16.g656400
Cre17.g696300 Cre16.g665250 Cre17.g696300 Cre12.g530600 Cre17.g696300 Cre06.g284200
Cre17.g696300 Cre12.g498750 Cre17.g696300 Cre01.g018500 Cre17.g696300 Cre07.g334150
Cre17.g696300 Cre11.g467350 Cre17.g696300 Cre16.g673250 Cre17.g696300 Cre09.g410750
Cre17.g696300 Cre03.g158900 Cre17.g696300 Cre03.g199800 Cre17.g696300 Cre03.g156900
Cre17.g700600 Cre16.g656400 Cre17.g705950 Cre01.g018500 Cre17.g729750 Cre03.g160600
Cre17.g729750 Cre08.g364050 Cre17.g729750 Cre16.g662650 Cre17.g729750 Cre16.g667900
Cre17.g729750 Cre03.g198950 Cre17.g729750 Cre06.g270200 Cre17.g729750 Cre03.g194200
Cre17.g729750 Cre12.g546150 Cre17.g729750 Cre12.g484200 Cre17.g729750 Cre01.g018500
Cre17.g729750 Cre07.g334150 Cre17.g729750 Cre16.g679500 Cre17.g729750 Cre03.g199800
Cre17.g729750 Cre12.g554250 Cre17.g729750 Cre08.g365950 Cre17.g736850 Cre01.g022950
Cre17.g738600 Cre02.g113200 Cre17.g738600 Cre07.g334150 Cre17.g738632 Cre12.g558950
Cre17.g739450 Cre09.g410750

Table A.9 shows the numbers of the PDI overlap between Y1H and PampDAP-seq. Table A.10
contains all detected PDIs from two biological replicates for six TFs. Table A.2 contains all for-
ward and reverse primers used for the amplification of ORFs and promoters of the Y1H screen.
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Table A.9: Overlap of found PDIs in Y1H and PampDAP-seq

Gene ID TF name Overlap Y1H interactions Pamp-DAP-seq interactions
Cre04.g231124 C3H_5 7 86 16
Cre12.g534450 CGL86 26 55 111
Cre06.g305200 C2H2_6 2 18 15
Cre02.g145602 CSB17 5 12 110
Cre12.g516050 FHA_8 2 10 6
Cre03.g197100 LRL1 7 26 62

Table A.10: Detected interactions in PampDAP-seq

C2H2_6 Cre06.g305200

Cre03.g148250, Cre03.g174500, Cre03.g177700, Cre07.g318050,
Cre08.g377300, Cre10.g430950, Cre12.g485950, Cre13.g583150,
Cre01.g025050, Cre03.g199800, Cre04.g218050, Cre12.g502251,
Cre14.g623800, Cre16.g671900, Cre17.g714229

CGL86 Cre12.g534450

Cre01.g018500, Cre01.g038900, Cre01.g048501, Cre02.g082550,
Cre02.g083750, Cre02.g087551, Cre02.g091550, Cre02.g092350,
Cre02.g101850, Cre02.g108450, Cre02.g109650, Cre02.g112750,
Cre02.g113200, Cre02.g116450, Cre02.g118250, Cre02.g146629,
Cre03.g149400, Cre03.g152150, Cre03.g153050, Cre03.g160700,
Cre03.g168050, Cre03.g188650, Cre03.g193400, Cre03.g197350,
Cre03.g198950, Cre04.g215450, Cre04.g221950, Cre04.g224600,
Cre04.g226400, Cre05.g242650, Cre06.g257700, Cre06.g266200,
Cre06.g266850, Cre06.g270200, Cre06.g278108, Cre06.g281200,
Cre06.g282800, Cre06.g284000, Cre06.g297904, Cre06.g305200,
Cre06.g305850, Cre06.g307150, Cre06.g308500, Cre06.g309000,
Cre07.g318050, Cre07.g329900, Cre07.g332250, Cre07.g334150,
Cre07.g345050, Cre07.g349152, Cre07.g351500, Cre07.g354500,
Cre07.g355700, Cre08.g358534, Cre08.g361400, Cre08.g362900,
Cre08.g364450, Cre08.g371052, Cre08.g373346, Cre08.g377300,
Cre09.g389750, Cre09.g397475, Cre09.g399552, Cre09.g412100,
Cre09.g415700, Cre10.g417650, Cre10.g421550, Cre10.g425100,
Cre10.g430950, Cre10.g446450, Cre11.g467350, Cre11.g467577,
Cre11.g475100, Cre11.g476550, Cre11.g479800, Cre11.g483250,
Cre12.g484000, Cre12.g484200, Cre12.g485950, Cre12.g498750,
Cre12.g502251, Cre12.g507500, Cre12.g508550, Cre12.g523000,
Cre12.g530600, Cre12.g530950, Cre12.g536050, Cre12.g538550,
Cre12.g546150, Cre13.g567250, Cre13.g570150, Cre13.g571050,
Cre13.g573000, Cre13.g583150, Cre13.g583972, Cre13.g586450,
Cre14.g610550, Cre14.g617151, Cre14.g621050, Cre14.g623800,
Cre14.g631750, Cre15.g635100, Cre16.g653250, Cre16.g656400,
Cre16.g662650, Cre16.g667450, Cre16.g668200, Cre16.g671900,
Cre16.g672400, Cre16.g675100, Cre16.g677500, Cre16.g678900,
Cre16.g680232, Cre16.g683050, Cre16.g683953, Cre16.g686100,
Cre17.g702451, Cre17.g709800, Cre17.g714229, Cre17.g715250,
Cre17.g720250, Cre17.g729750
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LRL1 Cre03.g197100

Cre01.g004600, Cre01.g037850, Cre01.g038050, Cre01.g043550,
Cre02.g082750, Cre02.g087600, Cre02.g091550, Cre02.g101150,
Cre02.g109650, Cre02.g113200, Cre03.g144424, Cre03.g153050,
Cre03.g172000, Cre03.g177700, Cre03.g182050, Cre03.g188650,
Cre03.g194200, Cre03.g197350, Cre03.g199800, Cre03.g207700,
Cre03.g210625, Cre04.g213650, Cre04.g216950, Cre05.g241636,
Cre05.g241850, Cre05.g242600, Cre05.g242650, Cre06.g257700,
Cre06.g275600, Cre06.g278108, Cre06.g281200, Cre06.g284000,
Cre06.g285600, Cre06.g293750, Cre06.g297150, Cre06.g307150,
Cre07.g355700, Cre08.g361400, Cre08.g362900, Cre08.g364450,
Cre08.g365950, Cre09.g393654, Cre09.g397475, Cre09.g412100,
Cre10.g417650, Cre10.g418600, Cre10.g430950, Cre10.g446850,
Cre10.g463150, Cre11.g475950, Cre11.g476550, Cre11.g476750,
Cre12.g502251, Cre12.g506600, Cre12.g508550, Cre12.g523000,
Cre12.g530950, Cre12.g534100, Cre12.g557300, Cre12.g560950,
Cre13.g583150, Cre13.g583972, Cre14.g611000, Cre14.g629700,
Cre14.g631750, Cre16.g656400, Cre16.g667450, Cre16.g673250,
Cre16.g679151, Cre16.g683953, Cre17.g702451, Cre17.g739450

FHA_8 Cre12.g516050
Cre01.g038900, Cre06.g308500, Cre07.g323000, Cre10.g430950,
Cre03.g188650, Cre13.g583972

CSB17 Cre02.g145602

Cre01.g018500, Cre01.g037850, Cre01.g043550, Cre01.g048501,
Cre01.g062902, Cre02.g082550, Cre02.g091550, Cre02.g101150,
Cre02.g101500, Cre02.g108450, Cre02.g109650, Cre02.g112750,
Cre02.g116450, Cre02.g118250, Cre03.g145407, Cre03.g148250,
Cre03.g149400, Cre03.g152450, Cre03.g158550, Cre03.g160700,
Cre03.g168050, Cre03.g188650, Cre03.g193400, Cre03.g198950,
Cre04.g221200, Cre04.g226400, Cre04.g229948, Cre05.g241850,
Cre06.g257700, Cre06.g266850, Cre06.g270200, Cre06.g270350,
Cre06.g275600, Cre06.g278108, Cre06.g284000, Cre06.g293750,
Cre06.g305200, Cre06.g308500, Cre07.g316600, Cre07.g318050,
Cre07.g334150, Cre07.g340450, Cre07.g349152, Cre07.g354500,
Cre08.g362900, Cre08.g363500, Cre08.g364450, Cre08.g375400,
Cre09.g389750, Cre09.g399552, Cre09.g410450, Cre10.g421550,
Cre10.g429880, Cre10.g430950, Cre10.g446450, Cre10.g458450,
Cre10.g463150, Cre11.g467577, Cre11.g475100, Cre12.g484200,
Cre12.g485950, Cre12.g489700, Cre12.g498750, Cre12.g502251,
Cre12.g503800, Cre12.g507500, Cre12.g508550, Cre12.g530950,
Cre12.g534100, Cre12.g536050, Cre12.g538550, Cre12.g538801,
Cre12.g554250, Cre12.g557300, Cre13.g567250, Cre13.g570150,
Cre13.g571050, Cre13.g572150, Cre13.g573000, Cre13.g583972,
Cre13.g586450, Cre14.g610550, Cre14.g611700, Cre14.g617151,
Cre16.g650400, Cre16.g652150, Cre16.g654550, Cre16.g656400,
Cre16.g662650, Cre16.g667450, Cre16.g671900, Cre16.g672400,
Cre16.g675100, Cre16.g678900, Cre16.g680232, Cre16.g683953,
Cre17.g702451, Cre17.g714229, Cre17.g739450, Cre02.g120100,
Cre02.g146629, Cre03.g153050, Cre03.g174200, Cre03.g197100,
Cre03.g201250, Cre03.g212977, Cre04.g216200, Cre04.g221950,
Cre05.g240650, Cre05.g242650, Cre06.g266200, Cre06.g284200,
Cre07.g332250, Cre07.g335150, Cre07.g353700, Cre08.g377300,
Cre09.g396600, Cre09.g397475, Cre10.g425100, Cre11.g479800,
Cre12.g506600, Cre12.g516050, Cre13.g583200, Cre14.g631750,
Cre16.g683050, Cre17.g705950
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C3H_5 Cre04.g231124

Cre02.g108450, Cre03.g160700, Cre03.g168050, Cre04.g226400,
Cre04.g231124, Cre10.g430950, Cre11.g467577, Cre12.g498750,
Cre12.g538801, Cre16.g656400, Cre16.g667450, Cre16.g680232,
Cre02.g082750, Cre03.g148250, Cre03.g197700, Cre08.g363500,
Cre16.g677500

Table A.11: List of primers used for ORF and promoter amplification
Cre ID Forward primer Reverse primer Gene ID Forward primer Reverse primer
Cre01.g000017 GGAGGCGGAGGTATGATACTCATTCAAGGTGGTTAT GGTTCCACCACCACCTTAATAGGAAGGCTGGGACG Cre01.g000033 GGAGGCGGAGGTATGTGCGGTGCGCCTG GGTTCCACCACCACCACCCCGGCACGACTGC
Cre01.g000150 GGAGGCGGAGGTATGGCGGCGAACGCGTTC GGTTCCACCACCACCCGCCCACTGAGCCAGCAC Cre01.g000150 GGAGGCGGAGGTATGGCGGCGAACGCGT GGTTCCACCACCACCCGCCCACTGAGCCAGC
Cre01.g000250 GGAGGCGGAGGTATGCTGCCGGCAAGCG GGTTCCACCACCACCTTCCTGCTGTTGCTTGCC Cre01.g000300 GGAGGCGGAGGTATGAGCAGAAGTTTCTACACACA GGTTCCACCACCACCTTACCGCACCCGACCA
Cre01.g000350 GGAGGCGGAGGTATGATGGGCCCCACACCC GGTTCCACCACCACCGAAGTTGAGCAGGATCTTCTCG Cre01.g000400 GGAGGCGGAGGTATGTCAATCACTGTCCTTGTTTTGT GGTTCCACCACCACCCGTCCCTTTGCTGAGCCC
Cre01.g000450 GGAGGCGGAGGTATGGGCGCCCAGGGAATAA GGTTCCACCACCACCGAATATCTGTCCGGGCATGCG Cre01.g000500 GGAGGCGGAGGTATGGGCGCCCAGGGTATC GGTTCCACCACCACCGCCGCCCGCATCGTCC
Cre01.g000550 GGAGGCGGAGGTATGTCGGGCACGTCCAGT GGTTCCACCACCACCCTACCCGACGCCCGCC Cre01.g000600 GGAGGCGGAGGTATGACTGAGCCGCCACA GGTTCCACCACCACCGTGCCTCCACAGCTTAAGC
Cre01.g000650 GGAGGCGGAGGTATGGCGACAGCTTTCAATATGAC GGTTCCACCACCACCCAGCTTGGACTTGGGCAGC Cre01.g000700 GGAGGCGGAGGTATGAGGCGACCCCGGG GGTTCCACCACCACCCAGGTACGGCACCGCC
Cre01.g000750 GGAGGCGGAGGTATGAAGCTGGACGGCGG GGTTCCACCACCACCCTTGACCACCGCCACTG Cre01.g000800 GGAGGCGGAGGTATGTCGCTAGCTGTTGCAG GGTTCCACCACCACCCTACCGGCGGCTCTGG
Cre01.g000850 GGAGGCGGAGGTATGGCGACCGCAATGTT GGTTCCACCACCACCCTGCTGCTGCTGCTGTG Cre01.g000900 GGAGGCGGAGGTATGCTTGGCCAGCGGG GGTTCCACCACCACCCAGCCCCGAGGGCGAG
Cre01.g000950 GGAGGCGGAGGTATGCCGGCCACCACGAAAG GGTTCCACCACCACCGGCATCGCTATCGCCGTATC Cre01.g001000 GGAGGCGGAGGTATGGGTAAAGTGACTGCTGCG GGTTCCACCACCACCTTAGCCCGGACCCGCC
Cre01.g001100 GGAGGCGGAGGTATGTCCAATGCCAACGCGTTC GGTTCCACCACCACCGGCCTTGCGGCGGTTGTTCTTC Cre01.g001350 GGAGGCGGAGGTATGGGCGCTGGAGCTGCT GGTTCCACCACCACCGTGGTGGTGGTGCTGCTG
Cre01.g001400 GGAGGCGGAGGTATGCATAGACGTAGAGGTGCC GGTTCCACCACCACCCCGGTACGACGCATATTGGC Cre01.g001450 GGAGGCGGAGGTATGACGGTGAAATACAGGCG GGTTCCACCACCACCCTTCGCACCCTTCATGCC
Cre01.g001501 GGAGGCGGAGGTATGGACATGTGCCCATCATCA GGTTCCACCACCACCGTACCGCTCCCCCGCC Cre01.g001550 GGAGGCGGAGGTATGCTAGCTCGGGGCGGC GGTTCCACCACCACCCTTGGCTGCTGCGGTGGC
Cre01.g001600 GGAGGCGGAGGTATGCTGCGGGCTAAGGAGC GGTTCCACCACCACCCTAGCACCGCGGCCGC Cre01.g001650 GGAGGCGGAGGTATGGCGGCACTTCGCG GGTTCCACCACCACCTCACTCGCAAGGCGCG
Cre01.g001657 GGAGGCGGAGGTATGGACGAACATAACGTGCA GGTTCCACCACCACCCAGCTGCTCCCAGCACC Cre01.g001664 GGAGGCGGAGGTATGTTCAACACCGACGGGA GGTTCCACCACCACCCTAGCGCAGCCGCAGC
Cre01.g001671 GGAGGCGGAGGTATGAGTAGACAGGGACGTGAC GGTTCCACCACCACCCTAGGCACCAGCCGGC Cre01.g001678 GGAGGCGGAGGTATGTCGTGCTGCTTTGGTGG GGTTCCACCACCACCGATGACCAGCAGGCTGGG
Cre01.g001685 GGAGGCGGAGGTATGTACGCCACCCCGC GGTTCCACCACCACCACAGATGGACATATCGCTGC Cre01.g001750 GGAGGCGGAGGTATGATGCTGACATTGAAGAACCA GGTTCCACCACCACCTTACACCGCCACGGGT
Cre01.g001800 GGAGGCGGAGGTATGGACAAGTACATTCGCGGC GGTTCCACCACCACCCGCGCCCTCCATGTGC Cre01.g001950 GGAGGCGGAGGTATGCAGCAGCACATTCCG GGTTCCACCACCACCTTACGTGAGCTGCGCCC
Cre01.g001983 GGAGGCGGAGGTATGAAGGGCGGCCACCCG GGTTCCACCACCACCGAACTTGAAGCCAAAGCCCTTG Cre01.g002050 GGAGGCGGAGGTATGTCTCGGCTACCGGTG GGTTCCACCACCACCCTTGGCAGCTGCCGCC
Cre01.g002100 GGAGGCGGAGGTATGCGTAGAGGTAGAGCTGG GGTTCCACCACCACCCCTGCCGGCCTTGCTG Cre01.g002150 GGAGGCGGAGGTATGGTCTCGTGCCAAAACA GGTTCCACCACCACCTCCCGACTCCATGGCC
Cre01.g002200 GGAGGCGGAGGTATGGCTGACGACTATGATGAGG GGTTCCACCACCACCGTCCGGCACCACCAGCTC Cre01.g002201 GGAGGCGGAGGTATGTCTGGAAGGCCGGT GGTTCCACCACCACCCAGCAGGAATCCAATGCTACC
Cre01.g002203 GGAGGCGGAGGTATGTCCCCGCGGCGAC GGTTCCACCACCACCCAAGCGCCGCAACTGC Cre01.g002227 GGAGGCGGAGGTATGTCCACAGCAGCGC GGTTCCACCACCACCTCTGTGGTCCAGCAGCG
Cre01.g002234 GGAGGCGGAGGTATGCTGCTTGCAAATTCCAAG GGTTCCACCACCACCCTACTGCCCGGCACCC Cre01.g002250 GGAGGCGGAGGTATGCTGAACCACAAAGTCCA GGTTCCACCACCACCCTACACCCGCAGCAGC
Cre01.g002300 GGAGGCGGAGGTATGCCGAACCCCATTGTCTTC GGTTCCACCACCACCGGCCAGCTGGCCGCAGTC Cre01.g002350 GGAGGCGGAGGTATGGCGCCCGTAGCTGAC GGTTCCACCACCACCCAGCTCCAGCACGGTGGT
Cre01.g002400 GGAGGCGGAGGTATGGTTCACAAGGGCTTCC GGTTCCACCACCACCCTTCTTCACCGCGCCC Cre01.g002451 GGAGGCGGAGGTATGGCGTGGAAAACTCGTAG GGTTCCACCACCACCGACCTTGGCCTTCTCGC
Cre01.g002500 GGAGGCGGAGGTATGGACTTCAAGAGCATCAGC GGTTCCACCACCACCCACGTCCAGGTGCAGGC Cre01.g002550 GGAGGCGGAGGTATGCAGCAGGGCTCCC GGTTCCACCACCACCTAGGTGCTTGTCGCCGC
Cre01.g002600 GGAGGCGGAGGTATGTCAAGTACCGCGGTTG GGTTCCACCACCACCCTCCATGAGCCCCATCGC Cre01.g002650 GGAGGCGGAGGTATGTGCAGCGTGGACG GGTTCCACCACCACCGATCAGCGACAGCCACTC
Cre01.g002700 GGAGGCGGAGGTATGGACTCGCTGCCATACG GGTTCCACCACCACCCCGGTCCCGCTCCCTG Cre01.g002750 GGAGGCGGAGGTATGGACGAAACGCCTCGC GGTTCCACCACCACCCATGGTGTTGCGGCTGT
Cre01.g002824 GGAGGCGGAGGTATGCTCAACCTGGAGTCGGTC GGTTCCACCACCACCTGCGGCCGCGGACAAAGAG Cre01.g002900 GGAGGCGGAGGTATGTGCAAGTTCTATTGCATGTC GGTTCCACCACCACCCTAGTTGCCAGTGTTGTCGG
Cre01.g002950 GGAGGCGGAGGTATGCTCGCGGATAATTGCCCG GGTTCCACCACCACCCTGCGCCTGCAGGCGG Cre01.g003000 GGAGGCGGAGGTATGGTGCCGCGCTCGG GGTTCCACCACCACCTCATGATGCCGGCGCG
Cre01.g003050 GGAGGCGGAGGTATGGCCGTCCAGCCTCCG GGTTCCACCACCACCCTCCCCGCCTGCCCCTTGTTG Cre01.g003050 GGAGGCGGAGGTATGGCCGTCCAGCCTCC GGTTCCACCACCACCCTCCCCGCCTGCCCCT
Cre01.g003100 GGAGGCGGAGGTATGGCTCGCCAAGACAGC GGTTCCACCACCACCTACCTCGGACGACCTCGC Cre01.g003150 GGAGGCGGAGGTATGTGGCGCTGGCAGCGCATC GGTTCCACCACCACCTAGGTCGCCGTCCCCCAG
Cre01.g003200 GGAGGCGGAGGTATGCCGACGACGCTCCCC GGTTCCACCACCACCCAGCGTGGGCCCAGCCGC Cre01.g003300 GGAGGCGGAGGTATGAAGGCTCCCATGCTTG GGTTCCACCACCACCGGCAGCAATCGGCTCG
Cre01.g003376 GGAGGCGGAGGTATGGGTTTTCAGCTATCGCTC GGTTCCACCACCACCCTCGTCGCCGTCGTCG Cre01.g003450 GGAGGCGGAGGTATGGGCCACAGCAGGAG GGTTCCACCACCACCTGACAGCAGCGACTCCA
Cre01.g003463 GGAGGCGGAGGTATGGGCGGCAAGAGCAC GGTTCCACCACCACCTCAGCACGCCGCCACC Cre01.g003463 GGAGGCGGAGGTATGCTGGGCCCGGACG GGTTCCACCACCACCTCAGCACGCCGCCACC
Cre01.g003463 GGAGGCGGAGGTATGCCACCCAAGGCGGC GGTTCCACCACCACCCCCCGGCGCGATGCAG Cre01.g003463 GGAGGCGGAGGTATGCCACCCAAGGCGGC GGTTCCACCACCACCTCAGCACGCCGCCACC
Cre01.g003475 GGAGGCGGAGGTATGTGGAGGGCGGCATTT GGTTCCACCACCACCTCACACCAGGCGGCGG Cre01.g003487 GGAGGCGGAGGTATGTCTTTTGCTGTGCGGC GGTTCCACCACCACCCATGTCGCCCATGCTCC
Cre01.g003508 GGAGGCGGAGGTATGGCGAGCAAGCTGAAG GGTTCCACCACCACCCACTCCTCCAGCACCTCC Cre01.g003516 GGAGGCGGAGGTATGATCCGGGCGCAGC GGTTCCACCACCACCGCTCCACTTCTTCATGGCG
Cre01.g003524 GGAGGCGGAGGTATGGGCTGCAGCAGCAGTAAG GGTTCCACCACCACCCTCGTAGCCGTCGCCGTC Cre01.g003541 GGAGGCGGAGGTATGCCCTTGACCTCGGAG GGTTCCACCACCACCAGCCGTGTGGTACCCAT
Cre01.g003550 GGAGGCGGAGGTATGTCCGCCCTGAACCT GGTTCCACCACCACCCTTGCGGCCACCAAAGG Cre01.g003600 GGAGGCGGAGGTATGGCTTCGCGATGCTTCTG GGTTCCACCACCACCGTCGGCCTGCGCCAGC
Cre01.g003650 GGAGGCGGAGGTATGAGCGAACTAGAATTTCGAGA GGTTCCACCACCACCCTATTCCTCCCAGGGCCG Cre01.g003826 GGAGGCGGAGGTATGCATGGGCGATGGCG GGTTCCACCACCACCCAGCGCCGCAGCTGTC
Cre01.g003850 GGAGGCGGAGGTATGAAGAGCGCACTTAGCGCAT GGTTCCACCACCACCCTGCTGCTGCCCGCGCTG Cre01.g003950 GGAGGCGGAGGTATGTCGAGCGTGGCGG GGTTCCACCACCACCGGCCACATTGTCGGCG
Cre01.g004000 GGAGGCGGAGGTATGTATGAGCGGCTCTTTAACA GGTTCCACCACCACCCTACTGCCCCTTCTGCGT Cre01.g004050 GGAGGCGGAGGTATGCCTGGCCAGATCACT GGTTCCACCACCACCGTCGCTGTCGCACAGG
Cre01.g004200 GGAGGCGGAGGTATGCGGCGAGCATCCG GGTTCCACCACCACCCCCATGCCTGACCGATTTAT Cre01.g004250 GGAGGCGGAGGTATGGAGGGGGTAGATCCCG GGTTCCACCACCACCGATCGCCAGACCAAACACCG
Cre01.g004300 GGAGGCGGAGGTATGTGCGGCATTCTTGCC GGTTCCACCACCACCCTTCTTGGCCTTCTTGGCAG Cre01.g004350 GGAGGCGGAGGTATGCCGACCGCTCAATCG GGTTCCACCACCACCCTGCTGGTAATACGGCTGC
Cre01.g004400 GGAGGCGGAGGTATGGATTCGCCGCTTGAAGTT GGTTCCACCACCACCTTACGCGCGCGGGGTG Cre01.g004450 GGAGGCGGAGGTATGATGCTGGCCCAGAAGA GGTTCCACCACCACCCAGCAGCGCCAGGGTG
Cre01.g004500 GGAGGCGGAGGTATGTCTCTGCAGGCCACCAT GGTTCCACCACCACCCATGTACTCGCGGGGGTC Cre01.g004550 GGAGGCGGAGGTATGGAGGTGGAGGAGCCG GGTTCCACCACCACCCTACCGCGCCGATCGC
Cre01.g004651 GGAGGCGGAGGTATGTCAGATTGGGCCCTTCG GGTTCCACCACCACCCTACTTCATTATTTCGCGCCTC Cre01.g004700 GGAGGCGGAGGTATGGCGCTCGTGCCTCTCTTG GGTTCCACCACCACCGTTGGCCTTTGCCTTGGC
Cre01.g004750 GGAGGCGGAGGTATGGAAGCAGGCGGAGG GGTTCCACCACCACCGAGGTTCCGTGGCGGG Cre01.g004800 GGAGGCGGAGGTATGGAGGTTGCGACCATAGG GGTTCCACCACCACCGCTCATGATGGTGGCAGC
Cre01.g004900 GGAGGCGGAGGTATGGCGAACAAGATTTGCATTAT GGTTCCACCACCACCTCAGCTGCTAAGTGCCTCC Cre01.g005001 GGAGGCGGAGGTATGCAATCGCTGCGGACG GGTTCCACCACCACCTTATGCCGCGGCCGGC
Cre01.g005050 GGAGGCGGAGGTATGAGGGCAACTATTCTGGC GGTTCCACCACCACCTGCGTCGCCCGACTTG Cre01.g005100 GGAGGCGGAGGTATGGACAGCAATAAGCGTCG GGTTCCACCACCACCGGTGTTGAACAGCCGTTTG
Cre01.g005150 GGAGGCGGAGGTATGGCCCTTCGCGAGGTG GGTTCCACCACCACCCTTCAGGAGGCTCTCGCG Cre01.g005200 GGAGGCGGAGGTATGCGAAGGTCAACACGCC GGTTCCACCACCACCCGTGCACTTCTTGAACAGCG
Cre01.g005250 GGAGGCGGAGGTATGCAGCGGCTGCTGC GGTTCCACCACCACCCTAGCCGTAGGCGCCG Cre01.g005300 GGAGGCGGAGGTATGGCAATCGTGTACGACG GGTTCCACCACCACCCTAGCCGTAGGCGCCG
Cre01.g005350 GGAGGCGGAGGTATGCGACAAAAGAGCCGC GGTTCCACCACCACCCTAGCCGTAGGCGCCG Cre01.g005400 GGAGGCGGAGGTATGGCGTCAGTGCAACAGG GGTTCCACCACCACCGGCGCCCACGCTCATCATCATG
Cre01.g005450 GGAGGCGGAGGTATGGCTGACGACGAGCTTC GGTTCCACCACCACCTGCCACAGAGAACTCCTTGC Cre01.g005500 GGAGGCGGAGGTATGAAATTCAAGCGTTATCTAGCA GGTTCCACCACCACCTCACGCTCTCCCCAGC
Cre01.g005534 GGAGGCGGAGGTATGCCCAGCGCATGTAGC GGTTCCACCACCACCGCTATCGTGCACTTTGGTGG Cre01.g005543 GGAGGCGGAGGTATGGCCAACCCTCCTAATAAGC GGTTCCACCACCACCTCATGCTTGGCGGGGT
Cre01.g005550 GGAGGCGGAGGTATGCGCGTTCTCATGGTCG GGTTCCACCACCACCCGAGAACAGGTAAATGCGGCT Cre01.g005600 GGAGGCGGAGGTATGATGCAAAGGCTTCGTGC GGTTCCACCACCACCCTGCTGCCGCCGCTCT
Cre01.g005651 GGAGGCGGAGGTATGGTGTATGCGTCACGC GGTTCCACCACCACCCCGTTTCCCGAACTCCAAT Cre01.g005701 GGAGGCGGAGGTATGCTCGTAGTTAGACGGTTC GGTTCCACCACCACCCCCTTCATAGTCCTGCGC
Cre01.g005813 GGAGGCGGAGGTATGGCTGCCATGGAATCCG GGTTCCACCACCACCCTCGTCGTCACTGTCATACACT Cre01.g005850 GGAGGCGGAGGTATGAAGATCTACACGCGATCTGG GGTTCCACCACCACCGCTGCGCGCCTTTTGGTAG
Cre01.g005900 GGAGGCGGAGGTATGGAGCTCACGCCGCAG GGTTCCACCACCACCGAAAATGAAGGGCGGGACCTC Cre01.g005950 GGAGGCGGAGGTATGCTGGGTTATAAGCTGAGGG GGTTCCACCACCACCTTAGCGCTTGGCCGCG
Cre01.g006000 GGAGGCGGAGGTATGGAAGCGCTTGCCCA GGTTCCACCACCACCGCTCGAGCCTTCTGACCA Cre01.g006100 GGAGGCGGAGGTATGGTAGTCGCCTCCGCC GGTTCCACCACCACCCGTGTCCCAGCCATCCTG
Cre01.g006150 GGAGGCGGAGGTATGCTGCCCAGTCGCGCT GGTTCCACCACCACCCACGTCGGGCGGTAGGGCGTAG Cre01.g006202 GGAGGCGGAGGTATGGGCATTACCATTTTTTTAGGC GGTTCCACCACCACCTCAGGCAGCAGGGGGG
Cre01.g006250 GGAGGCGGAGGTATGTATCTTGTGCGTCGTTGT GGTTCCACCACCACCTTGCTCCTCAGCAGTTTCAG Cre01.g006301 GGAGGCGGAGGTATGCGGAGCAGCTCGT GGTTCCACCACCACCGCTGCCCGACATCTTAAACC
Cre01.g006402 GGAGGCGGAGGTATGACCGTATTGTCCGGAAGA GGTTCCACCACCACCAGCAACCTCTGCCGTGG Cre01.g006450 GGAGGCGGAGGTATGGAGGCTGGGGTGC GGTTCCACCACCACCAGCCTCCAGCTCCATAGC
Cre01.g006500 GGAGGCGGAGGTATGAGCAGGTGCCCATCT GGTTCCACCACCACCCTGGTGTGCATGGTGTCC Cre01.g006550 GGAGGCGGAGGTATGCCCGTCTCCGAGC GGTTCCACCACCACCCTAGCCCTGCAGCTCGC
Cre01.g006576 GGAGGCGGAGGTATGCCCTACTTGGCAGCG GGTTCCACCACCACCTTATGAGCCCCCGCCG Cre01.g006600 GGAGGCGGAGGTATGGCCAACTTGGCGGT GGTTCCACCACCACCCGCCGGCGTGTTCTGC
Cre01.g006670 GGAGGCGGAGGTATGTTGCGCCAGATTCGCG GGTTCCACCACCACCCGCGCGAAGCACGAGC Cre01.g006700 GGAGGCGGAGGTATGGTGTCCAAGGCCGT GGTTCCACCACCACCGCCCTGAACCTCCTCCA
Cre01.g006733 GGAGGCGGAGGTATGTCCGAGTCCTACTACTATGC GGTTCCACCACCACCCTAGCCGGTGTCTTGCCC Cre01.g006766 GGAGGCGGAGGTATGGCCCCTCTTCCTTGC GGTTCCACCACCACCGTTCTCAAACCCATGGCCG
Cre01.g006800 GGAGGCGGAGGTATGGCTACAGCGGCGC GGTTCCACCACCACCCACTCGCTTGGCGGTG Cre01.g006850 GGAGGCGGAGGTATGTCCTTAAGCGCCACG GGTTCCACCACCACCCGCATCCGAGTCACTGC
Cre01.g006876 GGAGGCGGAGGTATGAGGCTAGTATCGGAACCT GGTTCCACCACCACCGTGGCTGTCGCGTGTG Cre01.g006900 GGAGGCGGAGGTATGGGGCTGTACCTGCAG GGTTCCACCACCACCGCGCGCACGTGAAGCT
Cre01.g006950 GGAGGCGGAGGTATGCAGGCCAAGATGCAG GGTTCCACCACCACCTTACTTGCCGGCGCCG Cre01.g007000 GGAGGCGGAGGTATGAAAATAAGAATCGAACCCGGG GGTTCCACCACCACCGCGCTTCTGGTGGCGCAC
Cre01.g007050 GGAGGCGGAGGTATGCAGCGAGCTTGCG GGTTCCACCACCACCGATCCACTCGGCGCTGC Cre01.g007051 GGAGGCGGAGGTATGCAAATCTTCGTGAAGACCC GGTTCCACCACCACCTTACTTGAGCTTCTTCTTGGGG
Cre01.g007150 GGAGGCGGAGGTATGGCTGGTACTTCGGGC GGTTCCACCACCACCCATTGACATGGACTCGGTTCCA Cre01.g007200 GGAGGCGGAGGTATGGCCAGCCTAAACGTTGAG GGTTCCACCACCACCCGCTACATGGGGGCGCAC
Cre01.g007251 GGAGGCGGAGGTATGAGCTTGTGGAGCTGC GGTTCCACCACCACCGCGTCTGACACCGGCA Cre01.g007300 GGAGGCGGAGGTATGACCGTTGAAGGCTCAGC GGTTCCACCACCACCTGTCGCCGCCTCCACTTT
Cre01.g007350 GGAGGCGGAGGTATGACGGCAGGAACAGAGCAAT GGTTCCACCACCACCCGCAAAATACAGGCCCTGAAG Cre01.g007400 GGAGGCGGAGGTATGTTGCCGACACGGC GGTTCCACCACCACCGCACCCACCAGCCGAC
Cre01.g007450 GGAGGCGGAGGTATGGAGAATGGCACGTGGC GGTTCCACCACCACCCCAGTGCAATGGGTGTGC Cre01.g007550 GGAGGCGGAGGTATGATACAGCCCAGTACAATTGG GGTTCCACCACCACCCCTCCGCTGCTGTCTCCG
Cre01.g007600 GGAGGCGGAGGTATGGTCGGCTTTGAGACCC GGTTCCACCACCACCCTCCTTGAGGGCTGCAGC Cre01.g007651 GGAGGCGGAGGTATGGCTGCTTACTCTGACAGG GGTTCCACCACCACCCGTCTGCATCGGCTCAG
Cre01.g007700 GGAGGCGGAGGTATGGCCCAGCTGCTTCGC GGTTCCACCACCACCCTTGGCCTTGGCCGCCTGTTG Cre01.g007737 GGAGGCGGAGGTATGCGGACGCGTGTTC GGTTCCACCACCACCTAGCCGCCCCTTCTCCT
Cre01.g007774 GGAGGCGGAGGTATGTCCGTCGTCGCGG GGTTCCACCACCACCCTGGGAGAGGATGCTCACG Cre01.g007811 GGAGGCGGAGGTATGTCGACGAATGGAGTTACTG GGTTCCACCACCACCTCACGCCGTCTTGCGC
Cre01.g007850 GGAGGCGGAGGTATGTCGCTGAACAGCCTG GGTTCCACCACCACCGTACATCGGCGTCCAGTAGA Cre01.g007901 GGAGGCGGAGGTATGGAGGTTAGGGCGACACAAA GGTTCCACCACCACCCCGCTCATCAAGCTCACCCAAT
Cre01.g007950 GGAGGCGGAGGTATGGACAAGGACTTCCCCTTCT GGTTCCACCACCACCCCAGGTGACGGGCAGGGC Cre01.g008000 GGAGGCGGAGGTATGACGGGGCCAGACGT GGTTCCACCACCACCTCACTCGTCCGCGCCC
Cre01.g008051 GGAGGCGGAGGTATGCGGCTGTCAACGG GGTTCCACCACCACCCGTGAACACGGACTCGG Cre01.g008100 GGAGGCGGAGGTATGGCGCACTGCCTCAAG GGTTCCACCACCACCCATGCCGGTACCCAAGGTT
Cre01.g008250 GGAGGCGGAGGTATGCCAGCGCTTAACCCG GGTTCCACCACCACCCGCAGGCAGCAGGCCT Cre01.g008300 GGAGGCGGAGGTATGCAGCAACAACACCTGC GGTTCCACCACCACCACACCCGATGGCAGCTACAA
Cre01.g008350 GGAGGCGGAGGTATGGACCGCCATACAGCCG GGTTCCACCACCACCCCGTGCGGCCTCCGAG Cre01.g008450 GGAGGCGGAGGTATGTCTTCTTTCAGCTTTCCGA GGTTCCACCACCACCCTACAGCTGCATCGCCAG
Cre01.g008500 GGAGGCGGAGGTATGCCTGCAGCTGATTTTGT GGTTCCACCACCACCCATGACGCGCACCCCA Cre01.g008550 GGAGGCGGAGGTATGCGGCAAGCCACTCT GGTTCCACCACCACCCTTGGGCGAGCGGTAGC
Cre01.g008600 GGAGGCGGAGGTATGCGGGTTCAGTCCCG GGTTCCACCACCACCCTTCTGCAGCAGCGGG Cre01.g008700 GGAGGCGGAGGTATGGAGCCAATACTAGACGCG GGTTCCACCACCACCCTACAGCCGTAGCGGCG
Cre01.g008750 GGAGGCGGAGGTATGTCGGCAGCAGCTGT GGTTCCACCACCACCCGCCACCCAGCGGTGTA Cre01.g008800 GGAGGCGGAGGTATGACACAAGCTAATGCTGTTG GGTTCCACCACCACCCTATACTCCGCCGCCGT
Cre01.g008850 GGAGGCGGAGGTATGGACCAGACGACGTCG GGTTCCACCACCACCCAGCTCCACCTCCCGC Cre01.g008891 GGAGGCGGAGGTATGATTCGTCCCAAGGTGTTGC GGTTCCACCACCACCCAAAGAATCGCACACTGCCCAT
Cre01.g008900 GGAGGCGGAGGTATGAGGCGGAGCTACGCC GGTTCCACCACCACCTCACCGACGCGCACGC Cre01.g008950 GGAGGCGGAGGTATGGCCGCGCAACCTT GGTTCCACCACCACCCAGGCCCGTCACGCCA
Cre01.g008976 GGAGGCGGAGGTATGCACTCCCACTCCCG GGTTCCACCACCACCTTACGGCCGCGGGTGT Cre01.g009000 GGAGGCGGAGGTATGACTCTTGAGGTCATTGGGA GGTTCCACCACCACCTCACCGACGGTAACGCC
Cre01.g009025 GGAGGCGGAGGTATGCCAGAAGGTAGTGGCATTAC GGTTCCACCACCACCTCACCGCGCGCCATCG Cre01.g009050 GGAGGCGGAGGTATGAGGCGGAGCTACGC GGTTCCACCACCACCTTAAACAAAGAACAACCGGAACAA
Cre01.g009101 GGAGGCGGAGGTATGAACACCCTTCAGCAGC GGTTCCACCACCACCCGCCATGCTCTCAGCAC Cre01.g009150 GGAGGCGGAGGTATGGCGGACTACGTGCT GGTTCCACCACCACCCGCCTGCTTCTTCACGC
Cre01.g009200 GGAGGCGGAGGTATGGGAGGGCGCGAGGAG GGTTCCACCACCACCAAACGGTGCTGTCCCGAC Cre01.g009250 GGAGGCGGAGGTATGGAGATCGATATTATGGAGGACG GGTTCCACCACCACCGTCCGACAGCACCTCGAAG
Cre01.g009300 GGAGGCGGAGGTATGGCGGTTCCAGGGAAGATTT GGTTCCACCACCACCCAACAGCTCCGAGTCCAGC Cre01.g009300 GGAGGCGGAGGTATGGCGGTTCCAGGGAA GGTTCCACCACCACCCAACAGCTCCGAGTCCAGC
Cre01.g009350 GGAGGCGGAGGTATGCTGAAGACTGCCAAGGC GGTTCCACCACCACCCTAGCCGCGCGGAGCG Cre01.g009400 GGAGGCGGAGGTATGAGCGATCAAACCTACTGC GGTTCCACCACCACCTCACACGCCCTCGACG
Cre01.g009450 GGAGGCGGAGGTATGTTGTCCCAAGCCCACTC GGTTCCACCACCACCTCACTCAGGCGGCGGC Cre01.g009500 GGAGGCGGAGGTATGGGTTGCTCGTCTTCAAAG GGTTCCACCACCACCCGCCCGATGCGACTGC
Cre01.g009550 GGAGGCGGAGGTATGTTGTTGTCTGCTGGAGCG GGTTCCACCACCACCATCGCCGCAGTCACCACC Cre01.g009601 GGAGGCGGAGGTATGATGGACGATTGGCAGC GGTTCCACCACCACCGTTCCTGCTGCTGGGC
Cre01.g009650 GGAGGCGGAGGTATGGCGTCACGCACGCAT GGTTCCACCACCACCCACGCCTCCAGCCGCCAC Cre01.g009676 GGAGGCGGAGGTATGCTCATAACGAGGTTTTTAAGG GGTTCCACCACCACCCTATTGCATCAGTCCATGCTTAC
Cre01.g009731 GGAGGCGGAGGTATGGCGCTACCTCGCG GGTTCCACCACCACCCTCCCGCTCACGCTTCA Cre01.g009765 GGAGGCGGAGGTATGAGGACTGCCTCGCA GGTTCCACCACCACCCTACTCCCCAGCCGCC
Cre01.g009800 GGAGGCGGAGGTATGGCGCTCACCGTGGAA GGTTCCACCACCACCCGCATCCGAATCCTCAGCGAAC Cre01.g009850 GGAGGCGGAGGTATGTCGCTGGAAGAAGAGTTG GGTTCCACCACCACCCGCGAAGGGCATATTCCG
Cre01.g009900 GGAGGCGGAGGTATGGCACAGCGGCGAG GGTTCCACCACCACCTCAGCGCAGGGCGATG Cre01.g009950 GGAGGCGGAGGTATGGTCGCTGGAGGGTT GGTTCCACCACCACCTTACACGATCTTCCACTTCATCTC
Cre01.g010000 GGAGGCGGAGGTATGGCGGACCCTGGGGCC GGTTCCACCACCACCGGTGTGCAGCTCGGCCAT Cre01.g010100 GGAGGCGGAGGTATGGACTCCAGAGGCAGC GGTTCCACCACCACCCTAGGCGGCGTTGCCC
Cre01.g010150 GGAGGCGGAGGTATGGCCAAGGCGCTTCGC GGTTCCACCACCACCCAGCAGTCGGCGCCGCCG Cre01.g010296 GGAGGCGGAGGTATGGAGAACACCCCGTCC GGTTCCACCACCACCGAGTCCCCAGCGCGTG
Cre01.g010300 GGAGGCGGAGGTATGGCTGCGGTCTTCCTCTA GGTTCCACCACCACCGTAGCCGTACGACGACGG Cre01.g010350 GGAGGCGGAGGTATGCATGTTCGCCGTCCG GGTTCCACCACCACCAGCAGCGCGCGGTTCGAAG
Cre01.g010400 GGAGGCGGAGGTATGAACTCCATGCTCGTTGC GGTTCCACCACCACCGCGCAGCAGGAACAGC Cre01.g010450 GGAGGCGGAGGTATGAAATCGCGGAGAGCC GGTTCCACCACCACCCTGGTCCTTTTTCTCCTCCG
Cre01.g010500 GGAGGCGGAGGTATGTCATCGATCTCCGATAACC GGTTCCACCACCACCCTAGTGTTTCCCGCAGTGC Cre01.g010550 GGAGGCGGAGGTATGCGCAACACCCGGC GGTTCCACCACCACCCTACCGCGCCTGCGGC
Cre01.g010650 GGAGGCGGAGGTATGGCCGCAAATGATGTTCT GGTTCCACCACCACCCTTGGAAGCCGTGCCC Cre01.g010700 GGAGGCGGAGGTATGAGCTTCCAGGACCTGG GGTTCCACCACCACCCGTGAGGATGATGATGAGCAG
Cre01.g010750 GGAGGCGGAGGTATGCAGCAGCCCGCGT GGTTCCACCACCACCAAGGCCGTACGCGCCG Cre01.g010800 GGAGGCGGAGGTATGGATCGCGGAAGGCGGTTC GGTTCCACCACCACCCAGCAGTAGCGAGCCGGA
Cre01.g010816 GGAGGCGGAGGTATGGAGGTTGACAACTTGCC GGTTCCACCACCACCCACGCGCACCAGCTCC Cre01.g010832 GGAGGCGGAGGTATGCGCGCGCGTGTTA GGTTCCACCACCACCCACCGCCTGATGGTGCA
Cre01.g010848 GGAGGCGGAGGTATGGCGGACAAGCCCA GGTTCCACCACCACCCTCCTTCTTTGGCGAAGCG Cre01.g010900 GGAGGCGGAGGTATGGCCGCCATGATGCAGAAG GGTTCCACCACCACCCGCCACCCACTTCTTGGC
Cre01.g011000 GGAGGCGGAGGTATGGCCAAGCCCGCCA GGTTCCACCACCACCGAACTTCATCAGGTGCGGGC Cre01.g011050 GGAGGCGGAGGTATGGGCCATGACCCCG GGTTCCACCACCACCTTATGGTACAGTTTGCAATCGTAC
Cre01.g011100 GGAGGCGGAGGTATGTGGAAATTCATTTCTGCCGG GGTTCCACCACCACCGCTGTTGATCTTGATCTCCTCCT Cre01.g011150 GGAGGCGGAGGTATGGCGTCCCTCGAATTTTG GGTTCCACCACCACCGCGATGGGTCCGGGAG
Cre01.g011300 GGAGGCGGAGGTATGCGGAGCCTCGGCCTTTC GGTTCCACCACCACCAGAAAACTTTGCGCCCTCCAG Cre01.g011350 GGAGGCGGAGGTATGGACGTAGACGAGCAGTTG GGTTCCACCACCACCCCGGAACATGCGCCTGCC
Cre01.g011376 GGAGGCGGAGGTATGCTTTTACTGCAGCGGG GGTTCCACCACCACCGGTGCACGTACTTGTCCAC Cre01.g011400 GGAGGCGGAGGTATGCCGAAAAGCTCTGATGG GGTTCCACCACCACCTTCCCACTTCAGCAGCGC
Cre01.g011450 GGAGGCGGAGGTATGGGCCCAAGCTTCTGG GGTTCCACCACCACCATCCGCCTTCTGCTTCATG Cre01.g011500 GGAGGCGGAGGTATGGACGGCTTGCAGCG GGTTCCACCACCACCGAAGACCACCGTGTCCAGC
Cre01.g011550 GGAGGCGGAGGTATGCCGCCGAAATGGTTCG GGTTCCACCACCACCTGACCCCTCGGCCTCCGC Cre01.g011600 GGAGGCGGAGGTATGTCAAACCATACTTCCAGCAG GGTTCCACCACCACCCGCATCGAACAGCCGTATG
Cre01.g011630 GGAGGCGGAGGTATGCGCACTGGGCGTG GGTTCCACCACCACCGACGCGAGGCTTCACATT Cre01.g011660 GGAGGCGGAGGTATGCTGGCGGCTGCTG GGTTCCACCACCACCGACGCGTGGCAGGACG
Cre01.g011750 GGAGGCGGAGGTATGGACCTAGAAGGCCGG GGTTCCACCACCACCCAGCTCGATGTTGCCCTG Cre01.g011800 GGAGGCGGAGGTATGCTGCCTCTGCCGC GGTTCCACCACCACCCTACATCTTTAGCTGCTGCATCA
Cre01.g011850 GGAGGCGGAGGTATGGCGGTATTGCTGCTG GGTTCCACCACCACCCAGCTGCTGCATCATGATCG Cre01.g011901 GGAGGCGGAGGTATGAGTGCCACGCCCC GGTTCCACCACCACCTGGACCAGCGGCAAACT
Cre01.g012050 GGAGGCGGAGGTATGTCCACAAGCATCGTCGT GGTTCCACCACCACCTACCATGGACTTGCCGTTCG Cre01.g012100 GGAGGCGGAGGTATGTTCATCACTTTAGCCTGTAGC GGTTCCACCACCACCTCCACGTCCACGTGTGCG
Cre01.g012126 GGAGGCGGAGGTATGCCAGCGCTCAACCGG GGTTCCACCACCACCCCCCGATGTGCCGGTCCC Cre01.g012150 GGAGGCGGAGGTATGGCGCTTCGTGCTG GGTTCCACCACCACCGCCGTAGCAGCGGATG
Cre01.g012175 GGAGGCGGAGGTATGTCACAGGCTGGGATGC GGTTCCACCACCACCCCCGTAACAGTGGGGCT Cre01.g012222 GGAGGCGGAGGTATGGTGCCGCCCGTTG GGTTCCACCACCACCCTACTGCTGCTGCGGGC
Cre01.g012244 GGAGGCGGAGGTATGGACGCTACATCACGAGA GGTTCCACCACCACCCTTGGCAACCTGGCCG Cre01.g012300 GGAGGCGGAGGTATGCTGCTAGCTGCCCG GGTTCCACCACCACCGAAGGTCTCCTGCGGCG
Cre01.g012350 GGAGGCGGAGGTATGGCTGCCGACAGCGGC GGTTCCACCACCACCCCGGCGGGCCTTCTTGGC Cre01.g012400 GGAGGCGGAGGTATGACAACTGGCGAGCTCG GGTTCCACCACCACCCGTCGCCGTGTCCATCGA
Cre01.g012450 GGAGGCGGAGGTATGCGTGTGAAGCTCAAGAA GGTTCCACCACCACCCCCGAACCCGAATCCCA Cre01.g012500 GGAGGCGGAGGTATGAGCGCGCCAGTGC GGTTCCACCACCACCTACTGCCGTGGAAACGGT
Cre01.g012550 GGAGGCGGAGGTATGACTCCCGGGGCCTA GGTTCCACCACCACCCAAGTCCTCCTCCTCCAGT Cre01.g012600 GGAGGCGGAGGTATGCAGGCCCCCCCGCCTTGTC GGTTCCACCACCACCGTGCGGCGTCGCCGGCCGCTTC
Cre01.g012800 GGAGGCGGAGGTATGAGCAAGTCTGTCCATGTCA GGTTCCACCACCACCCAACATGATGTCCGCTGCTTG Cre01.g012850 GGAGGCGGAGGTATGCGTGTGTCAGACCTCCTT GGTTCCACCACCACCGGCGTTTCGGTCCTGCGAA
Cre01.g012900 GGAGGCGGAGGTATGAACGCCATTCTGCTGCG GGTTCCACCACCACCCACCGACTCGGGCGCG Cre01.g012950 GGAGGCGGAGGTATGCTGCAACTAGATCATGGGA GGTTCCACCACCACCGCAAATCGTGCAGCTGCAG
Cre01.g013000 GGAGGCGGAGGTATGAGTGTTGGCAGAATCGCA GGTTCCACCACCACCCGCGTTGCGCTGGTGC Cre01.g013050 GGAGGCGGAGGTATGGCAAGCGACAATGCTCC GGTTCCACCACCACCCTCATCGGCCGCCTCTTC
Cre01.g013100 GGAGGCGGAGGTATGCGTCCGGCATCACTAATAC GGTTCCACCACCACCCACCTTCGGCAGGACGTTTT Cre01.g013200 GGAGGCGGAGGTATGGCCAAGCACGTAATCC GGTTCCACCACCACCAACCTTGCCCAGCCGC
Cre01.g013250 GGAGGCGGAGGTATGACCAATGGCGGTGGC GGTTCCACCACCACCCCGCATGCTGTGCCACCT Cre01.g013300 GGAGGCGGAGGTATGCCGCTACAAGGCCG GGTTCCACCACCACCTCATTGCTGCGCGGCC
Cre01.g013350 GGAGGCGGAGGTATGCTTGCTCAGGCTCGTA GGTTCCACCACCACCCGCCAGCAGCAGCATG Cre01.g013400 GGAGGCGGAGGTATGGCGGAGTCTGAGCGA GGTTCCACCACCACCGCTCTCGCTGCCCTTGAC
Cre01.g013450 GGAGGCGGAGGTATGTCTTCCGCTTCTGCCG GGTTCCACCACCACCAGCCGCGAAGCAGCTG Cre01.g013500 GGAGGCGGAGGTATGGCCGAGGTCGCTG GGTTCCACCACCACCCGCGGCGAAGCACAGG
Cre01.g013550 GGAGGCGGAGGTATGACAGAGACTGATGCCGAC GGTTCCACCACCACCGCCGTACATGGTCACGGAC Cre01.g013600 GGAGGCGGAGGTATGTCGTCTCAAACTTCTAGCA GGTTCCACCACCACCCGACTTGCTCTTGTCGCCATC
Cre01.g013650 GGAGGCGGAGGTATGCCGCGTGGTGGCAGAG GGTTCCACCACCACCACCTGTAGCGGGGGCCGC Cre01.g013700 GGAGGCGGAGGTATGCCGGCTGCCGTCGCTTTTG GGTTCCACCACCACCGGCCAGGTCCAGGGCAAAG
Cre01.g013750 GGAGGCGGAGGTATGTCGGCGCTTGCGCAG GGTTCCACCACCACCGAAGCCCACCATGTCCTCC Cre01.g013769 GGAGGCGGAGGTATGAGCTCGTTTCCAGGTTTTGT GGTTCCACCACCACCTCACGCCGCCGCACAG
Cre01.g013800 GGAGGCGGAGGTATGTCCACAGACAGCGACG GGTTCCACCACCACCCCAGCGCGGCGTCTTA Cre01.g013850 GGAGGCGGAGGTATGGAGGATGGCACAATCGCTT GGTTCCACCACCACCGTAACCCTCCTCTTCGTCCTC
Cre01.g013900 GGAGGCGGAGGTATGGTGGACTCTAGGTTGGAG GGTTCCACCACCACCCTTCAAGATGGCTGCCCC Cre01.g014000 GGAGGCGGAGGTATGCAGCGTGCCTGTAGG GGTTCCACCACCACCATCGATGCCGGCAATGC
Cre01.g014050 GGAGGCGGAGGTATGGCGCCGAAGGCAG GGTTCCACCACCACCTTGCCCTGCTGCCCCG Cre01.g014100 GGAGGCGGAGGTATGATAGGAGCAGACGAAGAGG GGTTCCACCACCACCCACCATCACCTCCTCCCAGTC
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Cre01.g014150 GGAGGCGGAGGTATGGGACTCACAGAACCAGAGG GGTTCCACCACCACCAACTACATGCTCAGCCGTCAG Cre01.g014200 GGAGGCGGAGGTATGCGCTGTGGGCGCG GGTTCCACCACCACCTTTTGACGTCGTGGCGACC
Cre01.g014250 GGAGGCGGAGGTATGGAAACGGGGCTGCA GGTTCCACCACCACCTCCCGCACGCTTCCTTA Cre01.g014300 GGAGGCGGAGGTATGGCGAACGTGCCTATC GGTTCCACCACCACCAAGCTCCTCCTCATCGTCC
Cre01.g014350 GGAGGCGGAGGTATGCTCGCCAACATCTTCCAG GGTTCCACCACCACCCGGAAGGCTGCCCAGCAT Cre01.g014400 GGAGGCGGAGGTATGGCTTTGTACCAACGGAA GGTTCCACCACCACCTCAGCTGGCCTTGCCG
Cre01.g014450 GGAGGCGGAGGTATGGGTCGTTTCCAGGCA GGTTCCACCACCACCATAGGCCCCGTTCAACGA Cre01.g014500 GGAGGCGGAGGTATGCTTAACTGCGCTCCGT GGTTCCACCACCACCGTACGGGTTACCCTGATGCAG
Cre01.g014500 GGAGGCGGAGGTATGCTTAACTGCGCTCCG GGTTCCACCACCACCGTACGGGTTACCCTGATGC Cre01.g014600 GGAGGCGGAGGTATGAACGAGCAAATCGTTGGC GGTTCCACCACCACCGATGCCCCGGCAGCAG
Cre01.g014650 GGAGGCGGAGGTATGATTATGCGAATATGTTCGTTGGG GGTTCCACCACCACCGATGCCCTTCAGCTCCGAC Cre01.g014700 GGAGGCGGAGGTATGTCTGGGGGCTCGC GGTTCCACCACCACCTGCAGCGCCTTGCGAC
Cre01.g014751 GGAGGCGGAGGTATGCCTCCCAAGACGGG GGTTCCACCACCACCCCGTGACCGCTGATTGC Cre01.g014800 GGAGGCGGAGGTATGCGGACTGTTCGAGATAGG GGTTCCACCACCACCCTCGCCCCGTCCTCGTCC
Cre01.g014800 GGAGGCGGAGGTATGCGGACTGTTCGAGATAGG GGTTCCACCACCACCCTCGCCCCGTCCTCGT Cre01.g014850 GGAGGCGGAGGTATGCTGTCCGAGTTCAGGAAC GGTTCCACCACCACCGGTTGAAGTGCCCACAGCC
Cre01.g014900 GGAGGCGGAGGTATGCAAAACGAGGGGGAGG GGTTCCACCACCACCCGGCACCTGGTCCTGC Cre01.g014950 GGAGGCGGAGGTATGAGCTCCGCGGAGTTG GGTTCCACCACCACCCAGCCTGCGCAGCAGG
Cre01.g015000 GGAGGCGGAGGTATGGCGCTGCTCGCGG GGTTCCACCACCACCGCCGGTGATCATGGTGCC Cre01.g015150 GGAGGCGGAGGTATGACCGATGTCGCGGACT GGTTCCACCACCACCCCCCTGCGCGTGTGCC
Cre01.g015250 GGAGGCGGAGGTATGGCTGACTCTCAGGCCAAG GGTTCCACCACCACCCCACGACGTGGCGTCGAAG Cre01.g015250 GGAGGCGGAGGTATGGCTGACTCTCAGGCC GGTTCCACCACCACCCCACGACGTGGCGTCG
Cre01.g015300 GGAGGCGGAGGTATGCCTGAGCGTGCATCG GGTTCCACCACCACCTGCCTCCCCCGCCTCCTC Cre01.g015350 GGAGGCGGAGGTATGGCCCTCACCATGTCCG GGTTCCACCACCACCCGCGCTCAGGCCCACC
Cre01.g015400 GGAGGCGGAGGTATGGTTGCAGCCGCTCG GGTTCCACCACCACCGAAGCCAGGCAGCAGGC Cre01.g015451 GGAGGCGGAGGTATGCACGGATACCGCGC GGTTCCACCACCACCTCCCCCGTCAGCGTGC
Cre01.g015500 GGAGGCGGAGGTATGGCCCTCGAGGCTGGTC GGTTCCACCACCACCACTCGACTTGCCATACACTGC Cre01.g015550 GGAGGCGGAGGTATGCACCGCAGCAGCTTAAG GGTTCCACCACCACCCAGCGCCTTAAGCGCCGC
Cre01.g015650 GGAGGCGGAGGTATGTATCGGCGCTGGCA GGTTCCACCACCACCGTCGTCGTCACTCTCCCC Cre01.g015700 GGAGGCGGAGGTATGGCGTGTCGAGGGACG GGTTCCACCACCACCCACCGCCGCCGGCTTGAC
Cre01.g015750 GGAGGCGGAGGTATGCTGCTCCAAAGCGC GGTTCCACCACCACCCTGCCACGGCGAGAAG Cre01.g015850 GGAGGCGGAGGTATGGGTGCCGCCAATGAAA GGTTCCACCACCACCTCACCGCACGGTGGCG
Cre01.g015950 GGAGGCGGAGGTATGCTGCAGCATAGACATGT GGTTCCACCACCACCCTCGAATGCGCTGACGT Cre01.g016001 GGAGGCGGAGGTATGCTAGCTCAAGCTTGGGG GGTTCCACCACCACCCGCTTCCGGCCTGAGG
Cre01.g016100 GGAGGCGGAGGTATGAAACGTACTACGGAAAACCG GGTTCCACCACCACCCTACAGCCTCCTGTGCGT Cre01.g016150 GGAGGCGGAGGTATGGCGAGCCCAGCGA GGTTCCACCACCACCTTACGCGCTGGTGGCG
Cre01.g016200 GGAGGCGGAGGTATGGAGGCCAGTCGCGCAG GGTTCCACCACCACCCGCGCGTCCTCCAGTGCC Cre01.g016250 GGAGGCGGAGGTATGAGCAAGGATGCCTCAGAG GGTTCCACCACCACCCGTGCGTGTCGTGCACGC
Cre01.g016300 GGAGGCGGAGGTATGCAGCTCGCTAGGACT GGTTCCACCACCACCTTACGCGGTGGTGGCT Cre01.g016350 GGAGGCGGAGGTATGGGCTCCAAGATTTATGGC GGTTCCACCACCACCGTCCTGCTTGCACACCG
Cre01.g016400 GGAGGCGGAGGTATGACGCGTTCAGAGCAG GGTTCCACCACCACCAGCGTCCTTCTTGCTGC Cre01.g016450 GGAGGCGGAGGTATGGCCGAGTTCACGGA GGTTCCACCACCACCGTCCTCCTCCTCCTGCTC
Cre01.g016528 GGAGGCGGAGGTATGTCATCAAACGGCATTTCAG GGTTCCACCACCACCCTACTGCAGCAGCTCCTG Cre01.g016542 GGAGGCGGAGGTATGCTGCTGCAATATTTGCG GGTTCCACCACCACCGTTGCCCCCGTCCTCC
Cre01.g016556 GGAGGCGGAGGTATGGCGAACCGCGGCC GGTTCCACCACCACCCAAGCTGTCGTCCTCCTTCG Cre01.g016600 GGAGGCGGAGGTATGGCCATGACTCTGTCGAC GGTTCCACCACCACCGGCGGACTCCTCGTCCAC
Cre01.g016651 GGAGGCGGAGGTATGGAGGGGCATTTTACTGC GGTTCCACCACCACCACACGAACCGCCACCG Cre01.g016700 GGAGGCGGAGGTATGGCTCAGCTGCTCAGC GGTTCCACCACCACCAATGCTGCCGCCGTCG
Cre01.g016750 GGAGGCGGAGGTATGGCCATGACTCTGTCGAC GGTTCCACCACCACCGGCGGACTCCTCGTCCAC Cre01.g016800 GGAGGCGGAGGTATGACGACCATATCGGACGT GGTTCCACCACCACCAGCTGCTACCACCGGC
Cre01.g016850 GGAGGCGGAGGTATGGGCGGAGGAAACGG GGTTCCACCACCACCGGCGCTCTTCAGCTGG Cre01.g016900 GGAGGCGGAGGTATGCAGTCGCTCCGTGT GGTTCCACCACCACCCTTGACGTTCACGGTGATGG
Cre01.g016950 GGAGGCGGAGGTATGTCGGGGGGAGGCGCAG GGTTCCACCACCACCTGCTGAACGCAGCACGCC Cre01.g017050 GGAGGCGGAGGTATGTCAGCCTCAGCACAAAA GGTTCCACCACCACCGAGGGACTTCGGCGCG
Cre01.g017100 GGAGGCGGAGGTATGTTGGCGTCGGGGAC GGTTCCACCACCACCTCACCGCAGCGAGGGC Cre01.g017200 GGAGGCGGAGGTATGAAGCAGGAAGAGTTTTTAGCG GGTTCCACCACCACCCCGCTTCTTCAAGAAGCTCCC
Cre01.g017250 GGAGGCGGAGGTATGGGACTTCCGTACCCCA GGTTCCACCACCACCTCCCGCCTCCCTCCGA Cre01.g017300 GGAGGCGGAGGTATGCTGTCCACCGTGACT GGTTCCACCACCACCCTGCATGTAGCCGCCC
Cre01.g017350 GGAGGCGGAGGTATGGGCCATCTGTACGCG GGTTCCACCACCACCTCAGCGGCTCAGCGCC Cre01.g017450 GGAGGCGGAGGTATGGCAGTTGCGACAGCT GGTTCCACCACCACCCACGCGCTTCACCTCCAC
Cre01.g017500 GGAGGCGGAGGTATGTCCAAGGGAGTCTTCCA GGTTCCACCACCACCTCATGCCGCCGCCTTG Cre01.g017550 GGAGGCGGAGGTATGGTTGTGGACGGCGCG GGTTCCACCACCACCAGCCTGCACCTCCTCCCA
Cre01.g017600 GGAGGCGGAGGTATGACTGCCTACTGTGCCC GGTTCCACCACCACCCACCTTCAGCACCACGC Cre01.g017650 GGAGGCGGAGGTATGCTCAACGTTACAGGGGG GGTTCCACCACCACCGAAGATCCTGCCGCCTGT
Cre01.g017750 GGAGGCGGAGGTATGGAGCAGGCTGACACC GGTTCCACCACCACCGCCACTGCCGCACTGG Cre01.g017850 GGAGGCGGAGGTATGGAAAATGACCCAGACTTGA GGTTCCACCACCACCCTAGCTGGCACTGCCTTC
Cre01.g017900 GGAGGCGGAGGTATGGCCATGCAAGGCTC GGTTCCACCACCACCCACCTTCAGCACCACGC Cre01.g017951 GGAGGCGGAGGTATGTCTACTAGCTGGACGGCG GGTTCCACCACCACCAGCCTGCACCTCCTCCCA
Cre01.g018000 GGAGGCGGAGGTATGTCGTCGGACAAGGACTG GGTTCCACCACCACCCGTGTTCTGAGAATACTTATGCCC Cre01.g018050 GGAGGCGGAGGTATGGCGGCCGCGTCATA GGTTCCACCACCACCAATCACCTTCATGCCCACGT
Cre01.g018075 GGAGGCGGAGGTATGTTCTGCCCCCGCC GGTTCCACCACCACCCGCATACGCGAGCCAC Cre01.g018100 GGAGGCGGAGGTATGGCGAACCTTAGCCCCATAG GGTTCCACCACCACCGCTCAGCTTCTTGCCGGT
Cre01.g018150 GGAGGCGGAGGTATGCAGCCGGCCGGTG GGTTCCACCACCACCTTACTGGGGCCCGGCA Cre01.g018184 GGAGGCGGAGGTATGCGACACGAGCTTTCAT GGTTCCACCACCACCGCTGTCTGCAAAGCATGAC
Cre01.g018200 GGAGGCGGAGGTATGGACGGCGCCGAGG GGTTCCACCACCACCCCGCTGCGGCTGCTGG Cre01.g018350 GGAGGCGGAGGTATGGCTGCTGTGTCACCC GGTTCCACCACCACCGCGCCCAGAGGGGATC
Cre01.g018400 GGAGGCGGAGGTATGAAGGAGGCCGAAGCAGAAT GGTTCCACCACCACCCACCATAGCCACGCCCGC Cre01.g018500 GGAGGCGGAGGTATGCGTCGCTGCGTCGCTG GGTTCCACCACCACCGCATTGCTGGGCCAGCGC
Cre01.g018600 GGAGGCGGAGGTATGGCTAGCTCGTGGAAAGT GGTTCCACCACCACCTTACTTGCTCTTCTTCTCCTCCT Cre01.g018700 GGAGGCGGAGGTATGCCTGGAGACCCAGAAACC GGTTCCACCACCACCCCACGGCGGTGCCGAG
Cre01.g018750 GGAGGCGGAGGTATGCTGGGCCTATTTGCCAG GGTTCCACCACCACCGTACCGTGACACCACCATGC Cre01.g018800 GGAGGCGGAGGTATGGCGCTGCAGCAGGCTG GGTTCCACCACCACCCAGCGCCTTCTTGACCACCTTA
Cre01.g018850 GGAGGCGGAGGTATGACACTCGTGCCTGGG GGTTCCACCACCACCCACCACCAGCACCACCTC Cre01.g018900 GGAGGCGGAGGTATGGCGGATGGCGGCG GGTTCCACCACCACCGTCGTCGGTGTGCTGCTT
Cre01.g018950 GGAGGCGGAGGTATGTTGACGACAGGGTTCCAAG GGTTCCACCACCACCATCGAAACTCGACTTGAACACC Cre01.g019000 GGAGGCGGAGGTATGACGGGCACCGCCTTT GGTTCCACCACCACCCATGTGGCCCTCCGGATG
Cre01.g019051 GGAGGCGGAGGTATGTTCGCAACCCACAAAATC GGTTCCACCACCACCAGTGCCAACGTCCGCC Cre01.g019100 GGAGGCGGAGGTATGGCAGCCGCGAGCGCTGTAA GGTTCCACCACCACCGCACAGCCGGTGCAGCAG
Cre01.g019200 GGAGGCGGAGGTATGACGGCCGCAGCGC GGTTCCACCACCACCGAAGAACAGCGCGGCGC Cre01.g019250 GGAGGCGGAGGTATGGCCACCGCCGCAGTTC GGTTCCACCACCACCCTCGAAGCCCTCCTCGCC
Cre01.g019400 GGAGGCGGAGGTATGCCTTTTACCAAGGAGAAGC GGTTCCACCACCACCTCAGGGCTTGGGCTTGG Cre01.g019450 GGAGGCGGAGGTATGGCGTCTGCAGCTGCG GGTTCCACCACCACCCGCGTCCTCGTCGTCCTC
Cre01.g019500 GGAGGCGGAGGTATGGCCGAGGAGCTAGAC GGTTCCACCACCACCGCTGTCATGTCCCGGACA Cre01.g019550 GGAGGCGGAGGTATGGGTAACTGCATATCCCCT GGTTCCACCACCACCCCACACGGGGCTGACC
Cre01.g019600 GGAGGCGGAGGTATGCAGCTTCAATCCTCGAG GGTTCCACCACCACCCTCGAACATGAATTCGCAGGC Cre01.g019650 GGAGGCGGAGGTATGCAGTCGCTAGGGCG GGTTCCACCACCACCCTAAGCCACGCTGCGC
Cre01.g019750 GGAGGCGGAGGTATGGCTCCGAAGGGCAAG GGTTCCACCACCACCTGTGTAGCCAGTCAGAAGCTTG Cre01.g019850 GGAGGCGGAGGTATGTACAGACGCGGCAGTG GGTTCCACCACCACCCGTGGCCACAATCAGGCC
Cre01.g019900 GGAGGCGGAGGTATGGGTGCTCTTGTGACGC GGTTCCACCACCACCCTCGTCTCCGTCTTGCGT Cre01.g020050 GGAGGCGGAGGTATGTCCTCCAAGGACCGGG GGTTCCACCACCACCTCACGCGGCGCCACTG
Cre01.g020141 GGAGGCGGAGGTATGACTGTGCATGCACCG GGTTCCACCACCACCGCATATGGGAAGCACATGCA Cre01.g020182 GGAGGCGGAGGTATGTATCACCATCATGGGTTGG GGTTCCACCACCACCCTAGAAGCGCCCGTCCA
Cre01.g020223 GGAGGCGGAGGTATGGATTGGACATATGGGCAAC GGTTCCACCACCACCTCAGGTGCTGCTGCCG Cre01.g020264 GGAGGCGGAGGTATGGAAGGCGCGTACACATTTA GGTTCCACCACCACCGAGCTCCGGCAGCAGCTG
Cre01.g020305 GGAGGCGGAGGTATGAACGCCGTCGTTACC GGTTCCACCACCACCCTACTTGCTGGCGGCC Cre01.g020350 GGAGGCGGAGGTATGCAGCGGTCAAGTCGC GGTTCCACCACCACCCAGCACCGCGGCGATG
Cre01.g020400 GGAGGCGGAGGTATGTCGCTGGAGATTGAGGC GGTTCCACCACCACCCGCCTTCCACGTCCGCAG Cre01.g020450 GGAGGCGGAGGTATGGGTCTCATCACCAATGTG GGTTCCACCACCACCCAGAATCCACCGCAGCAC
Cre01.g020500 GGAGGCGGAGGTATGCTGGTGCACGGCC GGTTCCACCACCACCGGGTGTGACGGTCATGAC Cre01.g020575 GGAGGCGGAGGTATGGCCCTTAGCGTGACT GGTTCCACCACCACCCACGTCCGCGTCCTCA
Cre01.g020650 GGAGGCGGAGGTATGATGGCTTCTGTCTATGGGG GGTTCCACCACCACCTCAGACTTCCAGGTCTGAGTC Cre01.g020701 GGAGGCGGAGGTATGCCACTGGAGGGGAG GGTTCCACCACCACCCCCAAACAGGTTGATGGAGG
Cre01.g020750 GGAGGCGGAGGTATGCTCTCCTGCAGTGCT GGTTCCACCACCACCTCACGCAGAGATGTTGTTGT Cre01.g020751 GGAGGCGGAGGTATGGCTTCGCGATGCTTC GGTTCCACCACCACCGCACAGCAGACAGCGC
Cre01.g020800 GGAGGCGGAGGTATGCAACAGCAACCAGCA GGTTCCACCACCACCCCCAAACAGGTTGATGGAGG Cre01.g020850 GGAGGCGGAGGTATGCCCGCCTTCTCCTTTC GGTTCCACCACCACCCGGCGTGCGATTGCCG
Cre01.g020887 GGAGGCGGAGGTATGGAGACACTTAACGATGTCG GGTTCCACCACCACCTCATCCTCCACGCCCTC Cre01.g020918 GGAGGCGGAGGTATGTCGACCGTCAAGCGC GGTTCCACCACCACCCAGCACCTTCTTGAGCTCC
Cre01.g020950 GGAGGCGGAGGTATGGCGGAGGCTGGCG GGTTCCACCACCACCCCGCTTACCCCGTCCG Cre01.g021000 GGAGGCGGAGGTATGCTGTTCAACAAGGCCC GGTTCCACCACCACCCAGCACAACACACGGCG
Cre01.g021050 GGAGGCGGAGGTATGGGCTCGACCGATGAAGAG GGTTCCACCACCACCGTGGTCTGAGTTCAGGTACTTCT Cre01.g021150 GGAGGCGGAGGTATGAACGGCCACGCAGCC GGTTCCACCACCACCGCGGCGCACCAGGTACAC
Cre01.g021200 GGAGGCGGAGGTATGGACGAGGCTTTTGGAGA GGTTCCACCACCACCCAGCGCCTTGTACCCCA Cre01.g021251 GGAGGCGGAGGTATGGCCCCGCTCGCTC GGTTCCACCACCACCGTGCTGTCCCTCCGCC
Cre01.g021300 GGAGGCGGAGGTATGGCCTCCAACTCGCC GGTTCCACCACCACCCTTGCTGCAGGCCGGG Cre01.g021350 GGAGGCGGAGGTATGGCAGCGACAGTCACTCG GGTTCCACCACCACCGCCCCACAGCTCGCCG
Cre01.g021400 GGAGGCGGAGGTATGGGTGGCGGACTTAATTTC GGTTCCACCACCACCGCGCGCGCTAAAGTGC Cre01.g021450 GGAGGCGGAGGTATGGCATTTGAGTTTGTATCAGCG GGTTCCACCACCACCCACGTAGCGCTTGCTGTTTTC
Cre01.g021500 GGAGGCGGAGGTATGGCGTGCTGTGATGATACAG GGTTCCACCACCACCCGCCTTCTCCGCCTTGGC Cre01.g021550 GGAGGCGGAGGTATGACGAATCTCAGCCAGGG GGTTCCACCACCACCCACCGCCCACTGTTCCG
Cre01.g021600 GGAGGCGGAGGTATGAGCGGCGTTCAGCG GGTTCCACCACCACCGCGGGGGCTGTAGCGG Cre01.g021650 GGAGGCGGAGGTATGGTGCATGTGCCATTTTTC GGTTCCACCACCACCCCGCTTCTTCACAATCCTCG
Cre01.g021750 GGAGGCGGAGGTATGAAAAGGAAACACGCAGCC GGTTCCACCACCACCGCGCTTGCCCACCACC Cre01.g021800 GGAGGCGGAGGTATGAGCCTCCTAAATGCCCG GGTTCCACCACCACCCGGCAGCTCCAGGTGC
Cre01.g021900 GGAGGCGGAGGTATGTCTACATGCGGGCAAGC GGTTCCACCACCACCGCTGTCAGCCCCGAGCAG Cre01.g021950 GGAGGCGGAGGTATGTCGTGGCCAGGGCC GGTTCCACCACCACCCCCGCTACCCCACGCC
Cre01.g022000 GGAGGCGGAGGTATGAAATGCTTCCTCGCGGC GGTTCCACCACCACCCCACGGCTCCAGCTCCTC Cre01.g022050 GGAGGCGGAGGTATGGAACACAAGCAGCAGCAA GGTTCCACCACCACCGCTCGCGCCGTGTCCG
Cre01.g022150 GGAGGCGGAGGTATGGCGCTCACGAACGCCATTA GGTTCCACCACCACCCACCTTGATCGCCTTCGGC Cre01.g022200 GGAGGCGGAGGTATGTGGGCGACTCAGCG GGTTCCACCACCACCTACCGCCACTGCGTGC
Cre01.g022250 GGAGGCGGAGGTATGAGCGCGACTGGCA GGTTCCACCACCACCCTCGCCCTTCTTCCACTTG Cre01.g022283 GGAGGCGGAGGTATGTGGGCTTTACAGCGTATC GGTTCCACCACCACCCTTGAGCTGCTGGGCCG
Cre01.g022350 GGAGGCGGAGGTATGGCGGGCAAGTCGCCC GGTTCCACCACCACCTTTGCGCCCCTTGCGCCCCTTC Cre01.g022450 GGAGGCGGAGGTATGTTTGCAGCCCAGCTG GGTTCCACCACCACCGCCCTGCTCTGGAAGGA
Cre01.g022500 GGAGGCGGAGGTATGCGGATGACTGCGCCG GGTTCCACCACCACCCAGCGGCCGGTACTGGAG Cre01.g022550 GGAGGCGGAGGTATGTTTTGCTTCACTAGCACAAA GGTTCCACCACCACCCTACAGCACGTAGTCCCCA
Cre01.g022600 GGAGGCGGAGGTATGTCTAAAGTCGGCTTCTGGC GGTTCCACCACCACCGGGATCCTCAGGCCGATGT Cre01.g022650 GGAGGCGGAGGTATGGCCGAGGGAAGCCTT GGTTCCACCACCACCTAGCGCGGGATCGCGAAT
Cre01.g022666 GGAGGCGGAGGTATGAGTTCAGGAAACGTTACCG GGTTCCACCACCACCTCATGCGTGGACCAGCA Cre01.g022681 GGAGGCGGAGGTATGCATGTGTCGCCCTACG GGTTCCACCACCACCGGCCACCAGCACCGAC
Cre01.g022700 GGAGGCGGAGGTATGCATAATGTGCTGACGGG GGTTCCACCACCACCTAGCGGCTCCGGGCTA Cre01.g022800 GGAGGCGGAGGTATGAATGATCATCCAGTAGCAGGG GGTTCCACCACCACCTTTCCCCACGCTCACCGCTTG
Cre01.g022900 GGAGGCGGAGGTATGTGGCACTCGGACTACTCC GGTTCCACCACCACCCACCCGGCTACTGCTGGG Cre01.g022900 GGAGGCGGAGGTATGTGGCACTCGGACTACT GGTTCCACCACCACCCACCCGGCTACTGCTGG
Cre01.g022950 GGAGGCGGAGGTATGGCTAGCCTGGTCTACTCC GGTTCCACCACCACCCGTGCACGAGCGTTTCGC Cre01.g023000 GGAGGCGGAGGTATGGCCGCACTCAGAACC GGTTCCACCACCACCCGCCAGCGCCTTGAGC
Cre01.g023050 GGAGGCGGAGGTATGACGGACGCGGTAGGC GGTTCCACCACCACCCTCATCGTCGTCCTCCTCCG Cre01.g023100 GGAGGCGGAGGTATGGAGGTAGAGGTGGCACAG GGTTCCACCACCACCGTACGCCCAGCTGCTGCAG
Cre01.g023150 GGAGGCGGAGGTATGAGCGGCTTTGATGGCG GGTTCCACCACCACCCCGCACGCGGCTGACCATG Cre01.g023200 GGAGGCGGAGGTATGTTTTGGGGCGATGTCGTTT GGTTCCACCACCACCTAACTTATTATAACCACGCCCCCC
Cre01.g023250 GGAGGCGGAGGTATGGACTGGGACTGGGGCG GGTTCCACCACCACCCTAGTGCCGGCGGCGC Cre01.g023300 GGAGGCGGAGGTATGGCGCCCCTAGGTGCC GGTTCCACCACCACCCACCTGCCGCACCGGCAC
Cre01.g023350 GGAGGCGGAGGTATGGTGCTGTCCCAGCTTG GGTTCCACCACCACCCGCGCTCTTGGGCTGCTC Cre01.g023400 GGAGGCGGAGGTATGGACTCGGCCTTTGCAG GGTTCCACCACCACCGTCGATCATGGCGTATGCGTC
Cre01.g023450 GGAGGCGGAGGTATGAGAAGGAAAGGCGCGCAAA GGTTCCACCACCACCTGCCTCTGCCAGCTGTCC Cre01.g023550 GGAGGCGGAGGTATGCAAAGTGAAGCACAAGCC GGTTCCACCACCACCTCTGTTGGGCGGCCGC
Cre01.g023600 GGAGGCGGAGGTATGGGCATCGATGGCAATACTA GGTTCCACCACCACCTCAGCCCCGCAGGGTG Cre01.g023750 GGAGGCGGAGGTATGGCAAGTCACCCCGCT GGTTCCACCACCACCGTCCGCCTCCTGCGGC
Cre01.g023773 GGAGGCGGAGGTATGGACCTATCTCTGTGCTCT GGTTCCACCACCACCAATCCCCAGCTGCTTCTTG Cre01.g023787 GGAGGCGGAGGTATGCCCAGCGATCGTGT GGTTCCACCACCACCCCGCATGTCCTTGCGG
Cre01.g023850 GGAGGCGGAGGTATGGTCATACCGCCGCC GGTTCCACCACCACCTCCCAGTGTGGCGAAAAAG Cre01.g023900 GGAGGCGGAGGTATGCTGCTGGGGCATAAGC GGTTCCACCACCACCGCCTGCGCGCTTGTGC
Cre01.g023913 GGAGGCGGAGGTATGTCCACACCGCCTAAGC GGTTCCACCACCACCCGCTTGCTTAGCGTGTGC Cre01.g023950 GGAGGCGGAGGTATGGAGCCAGCGGACG GGTTCCACCACCACCCACGATCTTCAGCCCAAGC
Cre01.g024000 GGAGGCGGAGGTATGCAGCAGTCTCAAGCC GGTTCCACCACCACCCGCGGCGGGAGTAGAC Cre01.g024050 GGAGGCGGAGGTATGCTGGCCGCGGATG GGTTCCACCACCACCTTTGCTGCTCTTGAGCTTTGC
Cre01.g024100 GGAGGCGGAGGTATGTTTGGCGCAGCAACTA GGTTCCACCACCACCCTACTCCTGCCCAGCGC Cre01.g024150 GGAGGCGGAGGTATGGATTGCAGTGCACTAGCA GGTTCCACCACCACCTCAGCCCAGGCGCACC
Cre01.g024200 GGAGGCGGAGGTATGGATCGACCACCAACATGC GGTTCCACCACCACCCTGCGGCAACCCCAGC Cre01.g024251 GGAGGCGGAGGTATGCATCTTCGGGTGGGC GGTTCCACCACCACCCTTCTTCTTCTTGCTGCCAACA
Cre01.g024350 GGAGGCGGAGGTATGAGGCTCCTAGTTGCCTGT GGTTCCACCACCACCCTCGCACTTGATGGCGCGGTAG Cre01.g024550 GGAGGCGGAGGTATGGCGCTGCCAGCGCCG GGTTCCACCACCACCGCGGCCGGAAGCCGCATC
Cre01.g024601 GGAGGCGGAGGTATGGAGAGGCCGAGTCG GGTTCCACCACCACCCTCGCCCCGCACGAAC Cre01.g024850 GGAGGCGGAGGTATGACGGTTCAGTATTTAGAGCCT GGTTCCACCACCACCGTGGTACTTGCTGTCAAATCCT
Cre01.g024950 GGAGGCGGAGGTATGGTGATGTGCTCGTGCATTC GGTTCCACCACCACCCCCAGTCACTGCCTCCAG Cre01.g025000 GGAGGCGGAGGTATGGAGCGCATTCTTTCTACG GGTTCCACCACCACCCGTCACCCCAATTGCACG
Cre01.g025025 GGAGGCGGAGGTATGTACGCCATCTTTACTAAGACG GGTTCCACCACCACCACGTTTCTTCATCCTGTTGGTG Cre01.g025050 GGAGGCGGAGGTATGGCGATGTTCGACGAGG GGTTCCACCACCACCCTGGTGATGCTGCTGCTGC
Cre01.g025100 GGAGGCGGAGGTATGGACGGCACCCTGACG GGTTCCACCACCACCTCACGCCCGCATCGCC Cre01.g025150 GGAGGCGGAGGTATGGAGGAGCACTGCATGG GGTTCCACCACCACCCGCCACAAGCTCCTGGCC
Cre01.g025200 GGAGGCGGAGGTATGAGGCTGGTACTCCTCGC GGTTCCACCACCACCCTGCTGTCCAGCCCGCCG Cre01.g025250 GGAGGCGGAGGTATGTTGGCGTCATTAGGAAGAAG GGTTCCACCACCACCCTTGTCCAGCAGCACGGC
Cre01.g025300 GGAGGCGGAGGTATGGCCACCCGGCACGTTTC GGTTCCACCACCACCCAGCTCGGCGCCGTAGTC Cre01.g025350 GGAGGCGGAGGTATGGCGCCTTACCATTCCC GGTTCCACCACCACCGTCCTGGATCTGTGCGATG
Cre01.g025450 GGAGGCGGAGGTATGGTGGGAATCGACACGG GGTTCCACCACCACCCTTCTTCTTCTTGGCGCCG Cre01.g025500 GGAGGCGGAGGTATGCGCGGCGCTGGAA GGTTCCACCACCACCCCCCAGCAGCTCCGCC
Cre01.g025600 GGAGGCGGAGGTATGGCGACAAAAGCCGCG GGTTCCACCACCACCCAAGCCACGCCCGGCA Cre01.g025650 GGAGGCGGAGGTATGGCTGTTGTGCCACG GGTTCCACCACCACCTCAGTAGTAACCATAGCCGCC
Cre01.g025726 GGAGGCGGAGGTATGTACCGGACTGCGGAGG GGTTCCACCACCACCTCAGCCGCGCCATGCC Cre01.g025750 GGAGGCGGAGGTATGTCAAGCGCACAGAGATT GGTTCCACCACCACCCTGGGGCTTGTGGCGG
Cre01.g025767 GGAGGCGGAGGTATGCAATTTGCCCAGGCT GGTTCCACCACCACCAACCCGCCTTGAAGACGT Cre01.g025850 GGAGGCGGAGGTATGCTCGTGTGGAACCCC GGTTCCACCACCACCCCAGCGCAGCTTGCCG
Cre01.g025900 GGAGGCGGAGGTATGAGCAAATTACCGCTGACT GGTTCCACCACCACCCTAGTCCGCCAGGTCGC Cre01.g026016 GGAGGCGGAGGTATGGTGGGTTATAGTACGACGC GGTTCCACCACCACCCTAGTTGCATGACTCGCAAATG
Cre01.g026050 GGAGGCGGAGGTATGGCTGCTTTTGATGAATCAC GGTTCCACCACCACCTTAGTAAAATCCACAGCCGAGG Cre01.g026100 GGAGGCGGAGGTATGGTGCGCCTGAAGAATAGG GGTTCCACCACCACCCAGCTCCAGGGCGCTGAT
Cre01.g026150 GGAGGCGGAGGTATGGTGGCCGCTGCAC GGTTCCACCACCACCGAACACAAGCGGGTCGAT Cre01.g026200 GGAGGCGGAGGTATGACGGAGCTGACCGT GGTTCCACCACCACCCAGGTAGTCCCTCATCTCCAG
Cre01.g026250 GGAGGCGGAGGTATGGGCTGGAACTCGTGGAA GGTTCCACCACCACCCTGCACTTCCCGGCTGCTCTTG Cre01.g026400 GGAGGCGGAGGTATGGAAAGGACGGCGAAGC GGTTCCACCACCACCGTCCTGCGTCACCACGATG
Cre01.g026450 GGAGGCGGAGGTATGGCTGGCACGCGCG GGTTCCACCACCACCCTCGGCCTTCTCCTCCTCAC Cre01.g026500 GGAGGCGGAGGTATGAACCGGCTATGGACCAGT GGTTCCACCACCACCTCAGCTGCGCGGTGGC
Cre01.g026550 GGAGGCGGAGGTATGATGCCAATGATGGGGATGC GGTTCCACCACCACCTCACCGCCGCATGCCG Cre01.g026600 GGAGGCGGAGGTATGAACCCGGATCAGGCAG GGTTCCACCACCACCGCCCTGAGCGTGCATGGC
Cre01.g026650 GGAGGCGGAGGTATGTTGCTGCAGGCGGGC GGTTCCACCACCACCCTTCCCGGTAGCTGCCGG Cre01.g026750 GGAGGCGGAGGTATGTCGGGATTGACAGAAGCAC GGTTCCACCACCACCGGCTAGCCTTGCTTTGCTG
Cre01.g026900 GGAGGCGGAGGTATGCGCATGGCACAGCAC GGTTCCACCACCACCAATAAGCTTCAACAGCTTGGCTG Cre01.g026950 GGAGGCGGAGGTATGGATGCCGACTCATCTGA GGTTCCACCACCACCGGAATCCAGCACCACCG
Cre01.g027000 GGAGGCGGAGGTATGGCCGAGCGCAAGACC GGTTCCACCACCACCCGAGGCGGGCGCCTTG Cre01.g027050 GGAGGCGGAGGTATGTCACAAATGGAGATGTTGGA GGTTCCACCACCACCTTACGCTGCCGCCTCC
Cre01.g027100 GGAGGCGGAGGTATGAGTCCGGGCCGATGG GGTTCCACCACCACCTTTCCCGCCGTGCCCC Cre01.g027150 GGAGGCGGAGGTATGTTTGCAACGAGGTCACC GGTTCCACCACCACCGAACGTCAGCTCCGCC
Cre01.g027200 GGAGGCGGAGGTATGATGTCGGATTGGAAGGTGG GGTTCCACCACCACCTGCCTCGTCGTCGCTGTC Cre01.g027250 GGAGGCGGAGGTATGAGCGCGAAACACCC GGTTCCACCACCACCGCTCACCACGCCCATG
Cre01.g027300 GGAGGCGGAGGTATGGACCTCACCAACCCCA GGTTCCACCACCACCTCAAAGCCGGCCCGCA Cre01.g027400 GGAGGCGGAGGTATGGTGAACACTAGCACAGAC GGTTCCACCACCACCCTACCGCGCTGTCTTGC
Cre01.g027450 GGAGGCGGAGGTATGGCGAGCGACCCCG GGTTCCACCACCACCGTCCTGGTGCATCCACAGG Cre01.g027500 GGAGGCGGAGGTATGCTCAAGTTCGCCAACC GGTTCCACCACCACCCTCGAGCACCACATCACAC
Cre01.g027550 GGAGGCGGAGGTATGGAGAGCGAGTTCCTGTCTT GGTTCCACCACCACCCACGGTCGCGGGCACCTTG Cre01.g027575 GGAGGCGGAGGTATGCACCTTAGCCTCGACA GGTTCCACCACCACCGCACATCGCGTAGGCAA
Cre01.g027600 GGAGGCGGAGGTATGAGAGTCGCGAGCACT GGTTCCACCACCACCGACATCCTCCTGCGCGA Cre01.g027700 GGAGGCGGAGGTATGCAGGCCCTCTCGCA GGTTCCACCACCACCAGCCTGTGTGGCGCCC
Cre01.g027750 GGAGGCGGAGGTATGTTGATGGCCAGCACTT GGTTCCACCACCACCCATCTGGTTGCGACTGCC Cre01.g027764 GGAGGCGGAGGTATGAGCGCTCGCGGCTCAATAG GGTTCCACCACCACCTTCCGGCTTCGAGTCTGC
Cre01.g027800 GGAGGCGGAGGTATGTCCTACACCTATCTGAACGAC GGTTCCACCACCACCCGACTTGATGAAGTCCAGCTTG Cre01.g027900 GGAGGCGGAGGTATGATAATTTCAGCGCCCATCTG GGTTCCACCACCACCTTGCGACTTGGCATGGTTCAAA
Cre01.g027950 GGAGGCGGAGGTATGGACAGGCCCTCTAGCC GGTTCCACCACCACCCACCACGGCCTTCTTGACAT Cre01.g028000 GGAGGCGGAGGTATGGAGGACGATTTGCGGG GGTTCCACCACCACCGCCGTAGACCAGGGTCG
Cre01.g028050 GGAGGCGGAGGTATGTACGCACGTCTTGGACA GGTTCCACCACCACCGGCCATCAGGCGGCGA Cre01.g028150 GGAGGCGGAGGTATGCACAAACAGAACCCCG GGTTCCACCACCACCCTGCCGTAGTGGTGGCT
Cre01.g028200 GGAGGCGGAGGTATGGCGTTACCCCGCCCC GGTTCCACCACCACCGTACCGCCGTGTCGCCAC Cre01.g028250 GGAGGCGGAGGTATGGCGCCCATTACAGGC GGTTCCACCACCACCAAGCTTGGATCCCGAGCC
Cre01.g028300 GGAGGCGGAGGTATGGAGTGGTTCATCGACGCAT GGTTCCACCACCACCCAACTGCTGCTGCAGGACC Cre01.g028350 GGAGGCGGAGGTATGGAGAGAGCTTTCAAGACTCG GGTTCCACCACCACCCTTCTCAGCCGACAGCGTAA
Cre01.g028400 GGAGGCGGAGGTATGCCACCCAGGCAGAATG GGTTCCACCACCACCCACGCCCTGCCCTGCA Cre01.g028423 GGAGGCGGAGGTATGGTGGACATGATCGCCGA GGTTCCACCACCACCTTACGCCGCGCTGCCC
Cre01.g028500 GGAGGCGGAGGTATGGTCTTTGCGCGGGATG GGTTCCACCACCACCTGATTTAACCTCCAGCTCCGC Cre01.g028550 GGAGGCGGAGGTATGGGGCGCTTGCCAAAA GGTTCCACCACCACCCGTCGCATCCTCCGAGTC
Cre01.g028600 GGAGGCGGAGGTATGACCAGGAGCTACGCCG GGTTCCACCACCACCCTGCGGCTTGAGGCTGCC Cre01.g028650 GGAGGCGGAGGTATGGACGCCTTGAGAAAGGC GGTTCCACCACCACCCAGCCACACAGCAGCC
Cre01.g028713 GGAGGCGGAGGTATGACTCCGGAACACAAGGC GGTTCCACCACCACCGTCCTCAACAGAAGGCAACC Cre01.g028777 GGAGGCGGAGGTATGCTGGGTTGTGTGGGC GGTTCCACCACCACCCGCCAGGTGCCTACGT
Cre01.g028850 GGAGGCGGAGGTATGGTGCTCTCGCGGA GGTTCCACCACCACCTTAGTTGGCCGCCGTGG Cre01.g028900 GGAGGCGGAGGTATGGCATCAGTGTCTGATGGC GGTTCCACCACCACCGTCAACCCGCCGGCGA
Cre01.g028950 GGAGGCGGAGGTATGCGGCAAGCAGTTGT GGTTCCACCACCACCGTGTCCAAACTTGCCGCT Cre01.g029000 GGAGGCGGAGGTATGGGCGACCGGGCCCTGGATG GGTTCCACCACCACCCAGCCTCCGCCCCGTCAC
Cre01.g029050 GGAGGCGGAGGTATGGGGCGAGGCGAGGCAG GGTTCCACCACCACCGTCGGCCTTGGGCGGCGG Cre01.g029100 GGAGGCGGAGGTATGGCGCCCACGGCAT GGTTCCACCACCACCCAGTGTCGCGGGCGTG
Cre01.g029150 GGAGGCGGAGGTATGTGTGCTTGTATGACTAAGGA GGTTCCACCACCACCATCCAGGTCGTTGATGTCGAC Cre01.g029250 GGAGGCGGAGGTATGTTGGCGCTGCGTCAG GGTTCCACCACCACCTCACGCCACGCTGGCG
Cre01.g029300 GGAGGCGGAGGTATGCAGCTTTGCAAGGTTCAG GGTTCCACCACCACCCGGCTTCGCCTTAGGCCC Cre01.g029350 GGAGGCGGAGGTATGCCGCCACTTCCGA GGTTCCACCACCACCAGTGGGCACCAGCAGG
Cre01.g029450 GGAGGCGGAGGTATGGCCGAAGGCGTGCAG GGTTCCACCACCACCCTCGTCGTCGGCCGCATC Cre01.g029500 GGAGGCGGAGGTATGAAGTGGCTGAAATTCTTGAAGG GGTTCCACCACCACCCCCGACCATCATGTCCAGC
Cre01.g029550 GGAGGCGGAGGTATGGAGGGCGAGGTCAGG GGTTCCACCACCACCGCCGTTGAACTGCGGGCC Cre01.g029550 GGAGGCGGAGGTATGGAGGGCGAGGTCAG GGTTCCACCACCACCGCCGTTGAACTGCGGG
Cre01.g029600 GGAGGCGGAGGTATGGTGCGCCTGCCCAAC GGTTCCACCACCACCCGCGTACCCCTTTGCCAC Cre01.g029700 GGAGGCGGAGGTATGCTTTCGCCGCTCAC GGTTCCACCACCACCCCAATCCTGCTCATCATACCG
Cre01.g029800 GGAGGCGGAGGTATGTCAACGGTCAAGGATAAAA GGTTCCACCACCACCCTACGTGACACGCGTCC Cre01.g029850 GGAGGCGGAGGTATGCAGTCTCCGGGCGGG GGTTCCACCACCACCCAGCGCATGGTGGTGTTG
Cre01.g029950 GGAGGCGGAGGTATGACGGACCTCGCAGACG GGTTCCACCACCACCTTAGGCTGCCGCCCGC Cre01.g030000 GGAGGCGGAGGTATGTCTTCAGCCGCACCA GGTTCCACCACCACCGCTAGACAAGCGCCTCG
Cre01.g030050 GGAGGCGGAGGTATGGCCTCTATGCTTATGTCCC GGTTCCACCACCACCTTACTTCTTGCCGCCGGA Cre01.g030100 GGAGGCGGAGGTATGGCGTCGTCCACTTGG GGTTCCACCACCACCCTGGCGGCTGAAGCTGCG
Cre01.g030150 GGAGGCGGAGGTATGACAAGTCCAGAGATAGCAGT GGTTCCACCACCACCTCAGCCCACCACCCGC Cre01.g030200 GGAGGCGGAGGTATGGGCTGCGGGTCTAGT GGTTCCACCACCACCTGGGTGGACGAAGCGCAC
Cre01.g030250 GGAGGCGGAGGTATGGCAAGCGCGAAGGAGG GGTTCCACCACCACCCGCCTTGGGCGCCACC Cre01.g030300 GGAGGCGGAGGTATGACGAGTCAACTTTGTTCAACA GGTTCCACCACCACCCCGGTTCTTCCTGTCCCCATC
Cre01.g030350 GGAGGCGGAGGTATGCATATCCCTGCGGATTC GGTTCCACCACCACCTCACGCGGCACCCTTG Cre01.g030450 GGAGGCGGAGGTATGCCTCGTCCCGCGAAAG GGTTCCACCACCACCCACCACATGCGAGTCGTCC
Cre01.g030500 GGAGGCGGAGGTATGGGGCTATTCGACTGCA GGTTCCACCACCACCCTTGGCGGTCCGCACA Cre01.g030550 GGAGGCGGAGGTATGGCCAAATCATTGAAGTGCG GGTTCCACCACCACCGAGCACCCCAAAGAAGGGG
Cre01.g030600 GGAGGCGGAGGTATGCGGGCGCTGCTCT GGTTCCACCACCACCGTAGCCTGAGTTCTCCAGCTC Cre01.g030650 GGAGGCGGAGGTATGCGGTTGGATGACAACGAG GGTTCCACCACCACCGAGCTTCACCTTGCCCCG
Cre01.g030700 GGAGGCGGAGGTATGGGCCTTCTGTGCTGTTTC GGTTCCACCACCACCGTGTTCCAGCTGCTGCAG Cre01.g030700 GGAGGCGGAGGTATGGGCCTTCTGTGCTGT GGTTCCACCACCACCGTGTTCCAGCTGCTGCA
Cre01.g030750 GGAGGCGGAGGTATGGCAGCGGAAGGGA GGTTCCACCACCACCTTGCAAAGACTGGAGCATGA Cre01.g030800 GGAGGCGGAGGTATGTCCGACGATGAAATGGAGG GGTTCCACCACCACCCGCCGTGTTCATGACCAGCTTG
Cre01.g030850 GGAGGCGGAGGTATGAGCGCACGGTATGATAG GGTTCCACCACCACCTCATGCCTGCCCGCTG Cre01.g030900 GGAGGCGGAGGTATGCATCGCATCGCGCTG GGTTCCACCACCACCCAACCGGCTCATGCCCAC
Cre01.g030950 GGAGGCGGAGGTATGGCCGAGCCCACGG GGTTCCACCACCACCCATGCAGTCTTTTGCGCCG Cre01.g030968 GGAGGCGGAGGTATGGGCTTCGCAGTATTCTC GGTTCCACCACCACCACGGAGCTGCGCAATC
Cre01.g030986 GGAGGCGGAGGTATGCTCCAAATCGGCAATTTC GGTTCCACCACCACCTCAAAAACACCAGAAGCTATCTGG Cre01.g031004 GGAGGCGGAGGTATGCTCCAAATCGGCAACTTCA GGTTCCACCACCACCGTTGCCCACCGACAGTAGC
Cre01.g031050 GGAGGCGGAGGTATGGGGAAGAAGCGCGCTTAT GGTTCCACCACCACCCGCCACCACCTTCGCCAG Cre01.g031100 GGAGGCGGAGGTATGCTGGCCGTTAAGCC GGTTCCACCACCACCTTACTTCTCCTTGTTGAACATGT
Cre01.g031200 GGAGGCGGAGGTATGGTGCTACTTGAGCCGG GGTTCCACCACCACCTCACTTGTCCTTCTTCTTCTCCT Cre01.g031250 GGAGGCGGAGGTATGGCCTCCGCGCCGA GGTTCCACCACCACCCGGCCGCGCCACTTTT
Cre01.g031350 GGAGGCGGAGGTATGCCGCACTGGGAGC GGTTCCACCACCACCCACGCCCGCCAGGTCA Cre01.g031400 GGAGGCGGAGGTATGGGCGGCGGCATCATA GGTTCCACCACCACCGCGGATGATCTTGCCCATG
Cre01.g031500 GGAGGCGGAGGTATGGCGCGCAAAGCATCG GGTTCCACCACCACCCAGCGGAGGCAGCTCCCAG Cre01.g031600 GGAGGCGGAGGTATGAAGAATCCCTATCGCCTCG GGTTCCACCACCACCTCAAAAGTCGGGGATCTGGT
Cre01.g031650 GGAGGCGGAGGTATGAACAAGTCGCCTTCTGG GGTTCCACCACCACCCTACTGCTGCCGCCGC Cre01.g031700 GGAGGCGGAGGTATGCTCAGTATGTGGTTATTTGGG GGTTCCACCACCACCTCAGACGCCACCCCAAA
Cre01.g031726 GGAGGCGGAGGTATGGACGGACGCGCCG GGTTCCACCACCACCCTACACCTCTATACGGGTCGGT Cre01.g031750 GGAGGCGGAGGTATGTCCTGGGCCGCCG GGTTCCACCACCACCCTTCCGGCGGCTCTTGC
Cre01.g031800 GGAGGCGGAGGTATGAAGGCTGAAACAGCTGGC GGTTCCACCACCACCCCCAGCCCCACCACCC Cre01.g031875 GGAGGCGGAGGTATGTCGGCCTGGGAGC GGTTCCACCACCACCGAAGGCGCCAGGGTACC
Cre01.g031900 GGAGGCGGAGGTATGTCGCGACAACCTGAAG GGTTCCACCACCACCGGCCAGTGCCAGGTGG Cre01.g032000 GGAGGCGGAGGTATGGACCACGCAGCAGTCG GGTTCCACCACCACCAGCGCGCATCGCAGCC
Cre01.g032050 GGAGGCGGAGGTATGTCCGAAAAACCACCTAGAAGT GGTTCCACCACCACCATCCGCCTTCTTCTTGTGGTG Cre01.g032100 GGAGGCGGAGGTATGTCCTATGTGTCCGCGT GGTTCCACCACCACCGTAGTAGCCGCGCATGC
Cre01.g032139 GGAGGCGGAGGTATGGCTCAGTTGCGGCT GGTTCCACCACCACCCGCGAAGACCTTCTTGGG Cre01.g032150 GGAGGCGGAGGTATGGCTATGGAAGTGATTAAAGT GGTTCCACCACCACCCTATTTACGCCCCGCCA
Cre01.g032250 GGAGGCGGAGGTATGCCCAGCAGGTCAAGG GGTTCCACCACCACCTTATGTGGGCGGCGGC Cre01.g032300 GGAGGCGGAGGTATGGAGGACCAGTCGACTATCC GGTTCCACCACCACCCTGGTAGCGGTCAATGAAGACC
Cre01.g032350 GGAGGCGGAGGTATGCTGCGCAACGCTGTGATG GGTTCCACCACCACCTCTATACGCCCGTGCTCCT Cre01.g032400 GGAGGCGGAGGTATGCAGGCCGTCCCGG GGTTCCACCACCACCGTAGTCCGGAAGCGTGTTCT
Cre01.g032450 GGAGGCGGAGGTATGACACCGGGGCGGG GGTTCCACCACCACCCACGCGCCCGTCCTTG Cre01.g032500 GGAGGCGGAGGTATGCGTGCCCTTGGGCTC GGTTCCACCACCACCCCCGAAGCGGAAGGTGAAG
Cre01.g032550 GGAGGCGGAGGTATGCCGCCGAGGAAAAG GGTTCCACCACCACCTAACCTACGTCCAGCCCG Cre01.g032600 GGAGGCGGAGGTATGGCCAGCTCTACACGC GGTTCCACCACCACCTGCAATGCCCTTGCCGTC
Cre01.g032650 GGAGGCGGAGGTATGTCCCTTTTGCGTGCTCC GGTTCCACCACCACCGTGGTTCTCGCGGACCTG Cre01.g032700 GGAGGCGGAGGTATGGCGCATTCTCTCGCC GGTTCCACCACCACCTTGTTGCTGGTGCAGCAGG
Cre01.g032750 GGAGGCGGAGGTATGCTTTCTTGCGCACAAAG GGTTCCACCACCACCTGACTGGCTGCCAGCA Cre01.g032800 GGAGGCGGAGGTATGATGTTCAGCCATAGGCTCC GGTTCCACCACCACCCAGCACGCGGTTCCACTTGAAC
Cre01.g032900 GGAGGCGGAGGTATGTCCATAAGCAAGGTCAGC GGTTCCACCACCACCTCAGGCTGGCGGCACT Cre01.g032950 GGAGGCGGAGGTATGGATGAGCTGAAAGCCTG GGTTCCACCACCACCGTTGGTCTTGCGCTTCTCG
Cre01.g033000 GGAGGCGGAGGTATGTGCAAGGATAAACAATGCCA GGTTCCACCACCACCGCCATGATGTGCGCCTCC Cre01.g033050 GGAGGCGGAGGTATGACTGATCGCACCGGC GGTTCCACCACCACCCGCCTTGCCTCCGATCACTAT
Cre01.g033150 GGAGGCGGAGGTATGGGCAAGGCGCAGG GGTTCCACCACCACCCAACTGCACGACAATGTTGAT Cre01.g033200 GGAGGCGGAGGTATGACGGTCTACAAGTTTGACTAC GGTTCCACCACCACCCTACTCGCCCGCCTCC
Cre01.g033250 GGAGGCGGAGGTATGCTGCTCGGGCTTGG GGTTCCACCACCACCTTGTTGCTGCTGCTGTTGC Cre01.g033300 GGAGGCGGAGGTATGTCCATGCGTCGTCCGATT GGTTCCACCACCACCAGCGCTCTTGATGTCCCC
Cre01.g033350 GGAGGCGGAGGTATGGCGGTTGTAGCGACAG GGTTCCACCACCACCCGTGGACTTGGCCTTGCC Cre01.g033400 GGAGGCGGAGGTATGAACTTCCCGCTGGATTCC GGTTCCACCACCACCTTTCCCAGTGCCCGCCGC
Cre01.g033450 GGAGGCGGAGGTATGTGGCGCACCGATCC GGTTCCACCACCACCCTCCGTTATCGACACCGC Cre01.g033500 GGAGGCGGAGGTATGCGCACCACAATCCAGC GGTTCCACCACCACCTCACGCCGGCGCCAAC
Cre01.g033516 GGAGGCGGAGGTATGATTGGTAAAGCGGTCATAGT GGTTCCACCACCACCTCTCAGCTCCTGCCAGGG Cre01.g033532 GGAGGCGGAGGTATGCGCGGTGATATGCATTTACA GGTTCCACCACCACCTCATGGCACCCGGCGC
Cre01.g033550 GGAGGCGGAGGTATGCGCTCCCTCCTCGTT GGTTCCACCACCACCCTCCTCGTCCTCGGCTGC Cre01.g033700 GGAGGCGGAGGTATGGCGACGCCATCCTCC GGTTCCACCACCACCATGCCGACCATTCAACACGTC
Cre01.g033763 GGAGGCGGAGGTATGCAAGGCGGTGCAG GGTTCCACCACCACCGGCTTGGTGAAATGGCACA Cre01.g033832 GGAGGCGGAGGTATGATGCTCATGAACGGCG GGTTCCACCACCACCTTACCTGCCCCCGCCA
Cre01.g033900 GGAGGCGGAGGTATGGACGAGGACTATGACACA GGTTCCACCACCACCCTGCTGCTGCCAGGCC Cre01.g033950 GGAGGCGGAGGTATGTCTCAGCCCACGCC GGTTCCACCACCACCCTACCGCCTTCCCCCG
Cre01.g034000 GGAGGCGGAGGTATGGCTGCCGTCGTCGATC GGTTCCACCACCACCCATGGCCATGCCGGTGGC Cre01.g034050 GGAGGCGGAGGTATGGCCCCGCCACCAGAG GGTTCCACCACCACCCTGCGGCGCGCCCTTCCC
Cre01.g034200 GGAGGCGGAGGTATGATGTTCAAGCCGTGTCGC GGTTCCACCACCACCGGGCTGCTGCATCGGGGC Cre01.g034200 GGAGGCGGAGGTATGATGTTCAAGCCGTGTCG GGTTCCACCACCACCGGGCTGCTGCATCGGG
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Cre01.g034250 GGAGGCGGAGGTATGGCGCAAGACGGCT GGTTCCACCACCACCGAGGTTCTTTTCCGACACCTT Cre01.g034300 GGAGGCGGAGGTATGAAGCCCGGACGTG GGTTCCACCACCACCTCAATCATCAAACGTGATCTTCT
Cre01.g034380 GGAGGCGGAGGTATGCTGGGTCGTTCCAGC GGTTCCACCACCACCGAACCGCTTGCCACCG Cre01.g034400 GGAGGCGGAGGTATGATGCTCGCCAACACG GGTTCCACCACCACCGAAGGAGCTGCGGGGC
Cre01.g034451 GGAGGCGGAGGTATGGCCAATGTTAAGTCGCTCA GGTTCCACCACCACCGAGCTTGAGTATGATGACTGCG Cre01.g034500 GGAGGCGGAGGTATGGCGGGGCAAGATGA GGTTCCACCACCACCATGAGCTTGGCTGCCCA
Cre01.g034550 GGAGGCGGAGGTATGGACTCGCTCTTGCAGAAG GGTTCCACCACCACCGTTGATCATCTCCTTGACCATCG Cre01.g034700 GGAGGCGGAGGTATGTGGCCCGAGGTCG GGTTCCACCACCACCGTACTCCTCGTCTTCATCTGC
Cre01.g034750 GGAGGCGGAGGTATGTTGCGCTCGGGCT GGTTCCACCACCACCTCATAGCAGAATCGTAACATGACC Cre01.g034800 GGAGGCGGAGGTATGGCGCAGCAGGGCC GGTTCCACCACCACCTAGCATGACCAGGCGTGGC
Cre01.g034850 GGAGGCGGAGGTATGGCTGAGGACGACTTCAC GGTTCCACCACCACCAGCGCCGATGGGCTGT Cre01.g034875 GGAGGCGGAGGTATGGCGAACGGTGAAGTGC GGTTCCACCACCACCTCAACCTGCGCGCCGG
Cre01.g034900 GGAGGCGGAGGTATGGGCTCGTGCCTCTCC GGTTCCACCACCACCCGCAGCGGTTGTGGTCTG Cre01.g034950 GGAGGCGGAGGTATGGCCCGTGACGAGGAGAAG GGTTCCACCACCACCATCCTCGTCCAGCTCCGC
Cre01.g035000 GGAGGCGGAGGTATGATTTCTGCGCTATCATGGA GGTTCCACCACCACCCTAGTCGTCATCCGCCGC Cre01.g035050 GGAGGCGGAGGTATGGTGCGCAAGGCGACAA GGTTCCACCACCACCTCCTAGCTTGCGGCCCAG
Cre01.g035100 GGAGGCGGAGGTATGCTTGGAATGAATGCCCT GGTTCCACCACCACCGTTGTGGGAGGAGCTGGG Cre01.g035150 GGAGGCGGAGGTATGTTTCCAAACCCATTTTTCGG GGTTCCACCACCACCGTGCTGCATCTGCCCCTG
Cre01.g035300 GGAGGCGGAGGTATGCAGCGGCTGCTGC GGTTCCACCACCACCGCGCCCATTGCAGCTG Cre01.g035400 GGAGGCGGAGGTATGCCAGGCGCAGACGCG GGTTCCACCACCACCCTGCATGCGGCCGTGCTG
Cre01.g035450 GGAGGCGGAGGTATGGCGTCCTATTACGACGAA GGTTCCACCACCACCGTCGCGGTTGAGGCGC Cre01.g035500 GGAGGCGGAGGTATGTGGGGCACGGCGC GGTTCCACCACCACCCCTCCAGTACTGCGCCCA
Cre01.g035550 GGAGGCGGAGGTATGTCATCTGCCCTGCAGGA GGTTCCACCACCACCCACGAGCGCCGGCTGT Cre01.g035600 GGAGGCGGAGGTATGGCGTTGCTTCAACCG GGTTCCACCACCACCCTCCAGGGCCAGCGTC
Cre01.g035700 GGAGGCGGAGGTATGCTAAACAAAAATAATAAGAAGGAG GGTTCCACCACCACCGATGCACGAGCCAAGGGG Cre01.g035750 GGAGGCGGAGGTATGGCGACCGCTGCCGCTG GGTTCCACCACCACCGTCGCCCACCGTCAACGT
Cre01.g035800 GGAGGCGGAGGTATGTTCCGGCTCGTTGACA GGTTCCACCACCACCTCACAGCTGCCGGCCC Cre01.g035850 GGAGGCGGAGGTATGTACGCACCTAGACCTGGAG GGTTCCACCACCACCGCCCATCTTGTTCTGGATGAGC
Cre01.g035850 GGAGGCGGAGGTATGTACGCACCTAGACCTGG GGTTCCACCACCACCGCCCATCTTGTTCTGGATGA Cre01.g035900 GGAGGCGGAGGTATGGACGTGCCAAGCCTG GGTTCCACCACCACCCTGCAGACATGCATGCGC
Cre01.g035950 GGAGGCGGAGGTATGAGTTTGGGCAAGCGCTC GGTTCCACCACCACCGTCGGCGGTGCCGTGG Cre01.g036000 GGAGGCGGAGGTATGTTGGCTCACCCAATTTCAG GGTTCCACCACCACCGCTCTGCAGCCCCGCATA
Cre01.g036050 GGAGGCGGAGGTATGTCACGGCGTCAGGAAG GGTTCCACCACCACCGCAGCGCTCGAAGATGCGATAC Cre01.g036100 GGAGGCGGAGGTATGAGCCTGACGACGGG GGTTCCACCACCACCCCGGAAGTATCGTGGCG
Cre01.g036150 GGAGGCGGAGGTATGACAACGCGTAGTCCATATAA GGTTCCACCACCACCTTACAGCGGGAAATCGCC Cre01.g036200 GGAGGCGGAGGTATGTTGCGGAGAGGGCTG GGTTCCACCACCACCCTCGCACACGGCGCACAG
Cre01.g036400 GGAGGCGGAGGTATGATCACAGGCGCGAGC GGTTCCACCACCACCCTGCTCTTTTACGCGCGC Cre01.g036451 GGAGGCGGAGGTATGACGAAAGCCGCTAACGC GGTTCCACCACCACCGGAAGCCGCATGCGCC
Cre01.g036500 GGAGGCGGAGGTATGCGGTTTGTCGCCTTC GGTTCCACCACCACCCTCCAGCAGCCGCAGC Cre01.g036550 GGAGGCGGAGGTATGTTTGCGCTCATATCGCTTT GGTTCCACCACCACCGTAGCCATGCACGGACGAG
Cre01.g036600 GGAGGCGGAGGTATGGCAAAGGACAAGGACCTC GGTTCCACCACCACCCTCCTTTTTGGCCTTCTTGGC Cre01.g036650 GGAGGCGGAGGTATGAGCGTGGCGAGCCGC GGTTCCACCACCACCTCCCTCGCAAGCCTCGGC
Cre01.g036700 GGAGGCGGAGGTATGACAGCAGGGCCTCCC GGTTCCACCACCACCCTGGTGTTGCCTCGGCCC Cre01.g036750 GGAGGCGGAGGTATGACAGAGCTCTCGGTCGC GGTTCCACCACCACCTGCGGTGATCGGCGGTTC
Cre01.g036850 GGAGGCGGAGGTATGGCAGCACCCATGCGAG GGTTCCACCACCACCGGAGGAGGCGGTGCTGAAGATG Cre01.g036900 GGAGGCGGAGGTATGCTGCTGCCCGAAGTC GGTTCCACCACCACCTGCAGTCGACCCAGAAGC
Cre01.g036950 GGAGGCGGAGGTATGGCTCCCAATAAAAGGGGC GGTTCCACCACCACCGCAGCTGCCCCAGTCCAC Cre01.g037000 GGAGGCGGAGGTATGATATTGAGAATAGCGGCAGC GGTTCCACCACCACCTCTACGTGCTGCTGCAGTC
Cre01.g037050 GGAGGCGGAGGTATGAGCTCTAACTACGTTGTAGA GGTTCCACCACCACCTCAATAGTCATCCTCATCATCATC Cre01.g037100 GGAGGCGGAGGTATGGCGCCACCGCCGCCAACAT GGTTCCACCACCACCGCCTGAGGCCGCCGCCTC
Cre01.g037150 GGAGGCGGAGGTATGACAGCGACATGTAGCACC GGTTCCACCACCACCCCCCCGGTTGAAGTTGGC Cre01.g037200 GGAGGCGGAGGTATGGCTTGCATGAGGAGC GGTTCCACCACCACCCGAGGCTCGGGGGAAG
Cre01.g037250 GGAGGCGGAGGTATGGACTTTCTCCCTGTTGC GGTTCCACCACCACCTTACACGCGCCCCTGC Cre01.g037300 GGAGGCGGAGGTATGAATACAACACGCGAGCA GGTTCCACCACCACCGGGGCTGTTGTCGAGGA
Cre01.g037350 GGAGGCGGAGGTATGTCTCGCGTTCCTGGG GGTTCCACCACCACCCATGCCGCCCAGCTCC Cre01.g037400 GGAGGCGGAGGTATGGAAAACCCACGCGTCT GGTTCCACCACCACCCCGGTCCGGCAGAGCG
Cre01.g037450 GGAGGCGGAGGTATGGCACACGAAAACATTTCAT GGTTCCACCACCACCTCACAGCACAACATGCACG Cre01.g037476 GGAGGCGGAGGTATGCCGCATAACAATAGCAGC GGTTCCACCACCACCCATGCCCGGCACACGC
Cre01.g037500 GGAGGCGGAGGTATGCCGGCCCTGCACATG GGTTCCACCACCACCTCCGCCATGCACCCGGGTC Cre01.g037600 GGAGGCGGAGGTATGGGACGCGGTCGCATA GGTTCCACCACCACCCTACGGGGCAGCAGGC
Cre01.g037650 GGAGGCGGAGGTATGGATATCTTTGAGCAGGCGG GGTTCCACCACCACCAACGTATACGTCGCACGGC Cre01.g037700 GGAGGCGGAGGTATGAACGCCACGATGCAGC GGTTCCACCACCACCGAACTTGGAGAGCATCAGCATC
Cre01.g037751 GGAGGCGGAGGTATGACGGGCAATTCACTGC GGTTCCACCACCACCGTCGGCCAGTAGGCCC Cre01.g037800 GGAGGCGGAGGTATGGCACAAGAAGCAATGGCTC GGTTCCACCACCACCATCGTCAAAATCCGAGTCCTCG
Cre01.g037850 GGAGGCGGAGGTATGCTGTGCCGGACTGTC GGTTCCACCACCACCCGCGTACTTGCTGTCGCC Cre01.g037900 GGAGGCGGAGGTATGGCCACAGAGCCTGC GGTTCCACCACCACCGGAGCGCGCAGTGAAC
Cre01.g037950 GGAGGCGGAGGTATGCCGTCAACTGCGTC GGTTCCACCACCACCCTGCTGCTGCTGCCGT Cre01.g038100 GGAGGCGGAGGTATGCGGGTCACCGCTAA GGTTCCACCACCACCCCGATGCCAGCGGCTG
Cre01.g038200 GGAGGCGGAGGTATGGCAGGAGGAAACATTCC GGTTCCACCACCACCCGCCTGGTGCTTGCTG Cre01.g038250 GGAGGCGGAGGTATGGCCGACCCGGTGTCG GGTTCCACCACCACCCACATCCTCCTCGGCCGC
Cre01.g038300 GGAGGCGGAGGTATGCCATTATTGCTGTCACCC GGTTCCACCACCACCGCAGCTGGACGACTCCA Cre01.g038350 GGAGGCGGAGGTATGGTCTCTAGGGAGCGGG GGTTCCACCACCACCCCTCTCGGAGCGGCGT
Cre01.g038376 GGAGGCGGAGGTATGACACCTAGGATTAGCACCA GGTTCCACCACCACCTCAACCTGCGCGCAGG Cre01.g038400 GGAGGCGGAGGTATGAAGTGGGGTGTGGTTGC GGTTCCACCACCACCCAGCTCGTCGTGACCGGA
Cre01.g038450 GGAGGCGGAGGTATGTGGGCACGGGTGG GGTTCCACCACCACCCTCCTTGAATGGCCCCTGC Cre01.g038500 GGAGGCGGAGGTATGGTAGTGGCATTACCGGCG GGTTCCACCACCACCCTACTGCCGCCGCGGC
Cre01.g038600 GGAGGCGGAGGTATGCAGTGCCTGTCTCGC GGTTCCACCACCACCGGCCTTGCCGGCAACC Cre01.g038650 GGAGGCGGAGGTATGGGTAGGAGCAGGTCAC GGTTCCACCACCACCTTAGTCCCGGGGGGAGC
Cre01.g038700 GGAGGCGGAGGTATGAGCTACGGCGTTGTCC GGTTCCACCACCACCGCGGCCTGTCGGCAAG Cre01.g038750 GGAGGCGGAGGTATGGCTGACACGCTCCG GGTTCCACCACCACCGTATTTGAGCGGCGGCG
Cre01.g038800 GGAGGCGGAGGTATGGGGAAGCCAGTCGCT GGTTCCACCACCACCCCGCAGCTCCTTTCCAGAC Cre01.g038850 GGAGGCGGAGGTATGGAGGACAAGCCTATTGAGA GGTTCCACCACCACCCTAGTAGCGCGGGCGC
Cre01.g038900 GGAGGCGGAGGTATGGTGAAGACTACAAGCCACT GGTTCCACCACCACCCTTGGCGTGCGCCAGGATC Cre01.g038950 GGAGGCGGAGGTATGCCAAACTGGACGTCGTTC GGTTCCACCACCACCCTTGATGTTCTTCTTGCTGCCT
Cre01.g039000 GGAGGCGGAGGTATGGAGGATAGTGACGACGAGG GGTTCCACCACCACCTTGCTGCTGGGGCTGCTG Cre01.g039050 GGAGGCGGAGGTATGAAAAGCAGCTTACCCGGG GGTTCCACCACCACCATTGTCGGCGCCCGCC
Cre01.g039200 GGAGGCGGAGGTATGGCAGAGCACGGGT GGTTCCACCACCACCCTGGTCCTCCTGGTTCATGTA Cre01.g039250 GGAGGCGGAGGTATGGCCTGGCCAAATCGTAG GGTTCCACCACCACCGTAGGCGTACGCCTCGCC
Cre01.g039300 GGAGGCGGAGGTATGGCGACTACTGAGTCCTCG GGTTCCACCACCACCAGCCTTGTTCTCCTCGGCAATC Cre01.g039350 GGAGGCGGAGGTATGGACCTAAATGTTGCCTTGA GGTTCCACCACCACCTTACCAGACATCGCGCTG
Cre01.g039400 GGAGGCGGAGGTATGGCGGGGAAGGACTCTAAG GGTTCCACCACCACCTGTCCGCAGGAACGGCGC Cre01.g039450 GGAGGCGGAGGTATGCTGCGATCGGGGT GGTTCCACCACCACCAGGGCCGTCCACGGAC
Cre01.g039500 GGAGGCGGAGGTATGGCGACCCCAAATTCGGATA GGTTCCACCACCACCGTCCCGGCGCTCGTACAC Cre01.g039500 GGAGGCGGAGGTATGGCGACCCCAAATTCG GGTTCCACCACCACCGTCCCGGCGCTCGTAC
Cre01.g039600 GGAGGCGGAGGTATGCCATCGCTGCCCATAC GGTTCCACCACCACCTATGGCGCCACCCGCC Cre01.g039626 GGAGGCGGAGGTATGCTGCTGCTGGAGCCG GGTTCCACCACCACCCAGCCGCTGCCGCCAA
Cre01.g039650 GGAGGCGGAGGTATGGGAGACGACGGCGTG GGTTCCACCACCACCCTTCTTGGGCGCCCCAAA Cre01.g039750 GGAGGCGGAGGTATGCTCCTTCGGCCAACTTTAA GGTTCCACCACCACCCTTCTTGGGCGCCCCGAA
Cre01.g039800 GGAGGCGGAGGTATGGCCGCTGTGGAGCA GGTTCCACCACCACCTGCCCAGCGGCCCGAA Cre01.g039850 GGAGGCGGAGGTATGGACCCCTCAGAAGGACAG GGTTCCACCACCACCGCGCTGCTGCTGCAGCTG
Cre01.g039900 GGAGGCGGAGGTATGGGCAAGAACAAGGGCG GGTTCCACCACCACCCTCGTCGTCGTCATCGTCCTT Cre01.g039950 GGAGGCGGAGGTATGAGGACTCGCCTGTACCTC GGTTCCACCACCACCTCACACGCCGCCTGCC
Cre01.g040000 GGAGGCGGAGGTATGAAGTACAACCGCAACGT GGTTCCACCACCACCGTCGACGTTGGTCATGGC Cre01.g040050 GGAGGCGGAGGTATGACCACAGCGACAGCA GGTTCCACCACCACCCTACGGCTGCCCTGGC
Cre01.g040100 GGAGGCGGAGGTATGGCGGCACATGCCCCATAC GGTTCCACCACCACCGGACTCCACCCGGCCCCG Cre01.g040150 GGAGGCGGAGGTATGCCAAATTCTGGGGAGAAACC GGTTCCACCACCACCTCACTGCTGCGGCCCC
Cre01.g040200 GGAGGCGGAGGTATGGAGGGCGAGGGGC GGTTCCACCACCACCGTGCGTGCCGTTAGGG Cre01.g040250 GGAGGCGGAGGTATGGGAAGCAAGAAGGAAAAGAG GGTTCCACCACCACCCAAGAAGTGCCGTTGCACG
Cre01.g040300 GGAGGCGGAGGTATGGAGGATGAGCTGCGTGA GGTTCCACCACCACCTCACGCCACGCCGCTG Cre01.g040350 GGAGGCGGAGGTATGTTGGACTGGTCGAAGCTG GGTTCCACCACCACCCCAGTTGCGCTTGCGAGTC
Cre01.g040350 GGAGGCGGAGGTATGTTGGACTGGTCGAAGC GGTTCCACCACCACCCCAGTTGCGCTTGCGA Cre01.g040400 GGAGGCGGAGGTATGTCAGAAAGCCGTGCC GGTTCCACCACCACCCCCCTTCCGCCCTGTG
Cre01.g040450 GGAGGCGGAGGTATGGAAGCTCAATATGCAGCTG GGTTCCACCACCACCTCTCCCCATGGCAGCGAG Cre01.g040476 GGAGGCGGAGGTATGCATGCCGGCAGTG GGTTCCACCACCACCACGGCAGTGGGCCTTC
Cre01.g040500 GGAGGCGGAGGTATGCCGCGCGTCCCCGCTG GGTTCCACCACCACCCAGGCCGGCGCCGAGCTGAG Cre01.g040517 GGAGGCGGAGGTATGCAACTGGACGATGTGG GGTTCCACCACCACCGCCCTTTTGGGGCACG
Cre01.g040533 GGAGGCGGAGGTATGGTGATAAGCAGCCACAAC GGTTCCACCACCACCGCTAGTCGTGTCACTGTAAGG Cre01.g040550 GGAGGCGGAGGTATGGTGAAAATTATCAATGGGGA GGTTCCACCACCACCTTATGATTTGCCCAGCTTCTG
Cre01.g040650 GGAGGCGGAGGTATGGAGGGCTACTGGCACA GGTTCCACCACCACCACCAAGGCTGGCGCCA Cre01.g040701 GGAGGCGGAGGTATGGCGGATGCGCCGC GGTTCCACCACCACCAGCCGAACGCAGCGACT
Cre01.g040750 GGAGGCGGAGGTATGAGCAAGCTGCTGTTCAAG GGTTCCACCACCACCCTTCTGCAGCGCGCGG Cre01.g040850 GGAGGCGGAGGTATGACAAGCCCGGGCACA GGTTCCACCACCACCACCCAGGCTGGCGCCA
Cre01.g040900 GGAGGCGGAGGTATGGACGGTCCCAGCAC GGTTCCACCACCACCCCGGGAGATGGCATTGC Cre01.g040950 GGAGGCGGAGGTATGGGGTGGATTCAAAGGCTTT GGTTCCACCACCACCTTGCAGTGAGCCCCAGCC
Cre01.g041000 GGAGGCGGAGGTATGGCCGACGACGACCGTGATG GGTTCCACCACCACCCGCCGCCAGCACGCCGCC Cre01.g041050 GGAGGCGGAGGTATGGCGCCGACTGGGAGAATAG GGTTCCACCACCACCCACACGACCGCCTCCTCC
Cre01.g041100 GGAGGCGGAGGTATGTCGGCATCATATCTTCTCCC GGTTCCACCACCACCCCGGCGCTTGCCAATCTTT Cre01.g041150 GGAGGCGGAGGTATGAAGCCACCAAGGTGCC GGTTCCACCACCACCGCAGCCCGTTGGTGGC
Cre01.g041200 GGAGGCGGAGGTATGGCGGTAATTTCACATGCT GGTTCCACCACCACCCTACATACCATGTATCCGTTGGT Cre01.g041256 GGAGGCGGAGGTATGTACAAACGCGGCAGTG GGTTCCACCACCACCTCAGGCACCGCCCTGG
Cre01.g041300 GGAGGCGGAGGTATGATAGAGGTCAACAAACATGTGC GGTTCCACCACCACCCCACAGGAACCGCGCCAC Cre01.g041351 GGAGGCGGAGGTATGCAAGAGAGCAATAAAGACGT GGTTCCACCACCACCTCAAGCATTGCTGGGGAAG
Cre01.g041426 GGAGGCGGAGGTATGCCGGCGGTGCAGG GGTTCCACCACCACCGAGCCGATGGAAGTTGCAAGT Cre01.g041450 GGAGGCGGAGGTATGGGTTGCTTGCCCAGTA GGTTCCACCACCACCCTACTGCAGCGGCGCC
Cre01.g041500 GGAGGCGGAGGTATGGCGTGGGGCCAGG GGTTCCACCACCACCCCCCCGGCTCTTTCCAG Cre01.g041550 GGAGGCGGAGGTATGGGAAGACAGGGCTCCTTT GGTTCCACCACCACCCGACACGGCGCCCGACTC
Cre01.g041583 GGAGGCGGAGGTATGGATTCACCACAGGGCAG GGTTCCACCACCACCCGACACTGCCTCACCCTG Cre01.g041650 GGAGGCGGAGGTATGCAAAGCAGGCTGCTG GGTTCCACCACCACCCTGGTAGAAAGCCCCAGCC
Cre01.g041667 GGAGGCGGAGGTATGAGTGCGGCCGGCT GGTTCCACCACCACCGGTGGTCATCGGCGAGA Cre01.g041700 GGAGGCGGAGGTATGCAGCAGGTCCTCCTC GGTTCCACCACCACCTACCAGCGCCCCCTTG
Cre01.g041752 GGAGGCGGAGGTATGTTTCTTCCTAAGTGCATCCA GGTTCCACCACCACCTCACAGGCCCTGCAGG Cre01.g041850 GGAGGCGGAGGTATGGCCCGAATCAAGCG GGTTCCACCACCACCTTAGCCGCCACCCTGC
Cre01.g041900 GGAGGCGGAGGTATGGACCAACTTCTCGCAGG GGTTCCACCACCACCCAGCAGCAGCAGCGCT Cre01.g041950 GGAGGCGGAGGTATGGAGAGTTTCACGAACCTC GGTTCCACCACCACCCTGCTGCTGTTGCCGT
Cre01.g042150 GGAGGCGGAGGTATGGGGCAATCAGCGCGG GGTTCCACCACCACCCCAGCCGGCGCCGTACAC Cre01.g042200 GGAGGCGGAGGTATGGCCCTCACCACTCTC GGTTCCACCACCACCCTTCTTGCCACTGTTCTTGC
Cre01.g042300 GGAGGCGGAGGTATGCTTTCCATTGGACGAGG GGTTCCACCACCACCAAACGGCCGCATCACG Cre01.g042352 GGAGGCGGAGGTATGCTGCTGCTCGCGT GGTTCCACCACCACCGCCTGCGAGACCGGAG
Cre01.g042402 GGAGGCGGAGGTATGGCCTTGCAGGTGGC GGTTCCACCACCACCGAAGGGCTCCGCCCAG Cre01.g042550 GGAGGCGGAGGTATGCGCGGACCGCTTG GGTTCCACCACCACCCTTCCACTTCCACGCCAG
Cre01.g042600 GGAGGCGGAGGTATGAAGTGCCCTGACCCG GGTTCCACCACCACCAGGGCAGCAGAACTCAAAG Cre01.g042650 GGAGGCGGAGGTATGGCCACGAAGGGCG GGTTCCACCACCACCGTTGGTGGCGTTCACCA
Cre01.g042700 GGAGGCGGAGGTATGGCCCCGACTAAGGG GGTTCCACCACCACCAGGGCAGCAGAACTCAAAG Cre01.g042750 GGAGGCGGAGGTATGCAGACTGCGCAAACCCTTG GGTTCCACCACCACCCATCTTGCCGGCCTTGAAGG
Cre01.g042800 GGAGGCGGAGGTATGCTGGCTAACAAGACTTCCG GGTTCCACCACCACCCTGCTGTCCGAACACGGC Cre01.g042850 GGAGGCGGAGGTATGGAGTTATCTACGGTGCTTGC GGTTCCACCACCACCCTTGCCCACAATCTTGCCCA
Cre01.g042900 GGAGGCGGAGGTATGGGCAAACCAAAGGGCAAG GGTTCCACCACCACCAGCGAAGTGTATCCCGGC Cre01.g042950 GGAGGCGGAGGTATGTGCAACCTGAGGGCT GGTTCCACCACCACCAAACGAGCTGTAGCCGC
Cre01.g043000 GGAGGCGGAGGTATGGCTAGCCGCCTGG GGTTCCACCACCACCCAGCGGCTTCTCGAACTG Cre01.g043050 GGAGGCGGAGGTATGTTGAAACGATTTAGCGTGAG GGTTCCACCACCACCCTACCGGGACGACGGC
Cre01.g043100 GGAGGCGGAGGTATGGCTGCCTTACGCAGC GGTTCCACCACCACCTCATGCGTGCCAGGCC Cre01.g043150 GGAGGCGGAGGTATGAACGGAACTCAGCCGC GGTTCCACCACCACCCGATTCGGTGGGGCCA
Cre01.g043200 GGAGGCGGAGGTATGGCCATGCGCGCAACC GGTTCCACCACCACCCGACAGGTACTTGAGGGCAAA Cre01.g043250 GGAGGCGGAGGTATGCTTCCACATGTCGCG GGTTCCACCACCACCTGGGTTGCTGTTATGGTCAAT
Cre01.g043300 GGAGGCGGAGGTATGTCCCAGTTGCATATGCA GGTTCCACCACCACCCCCCATCAGCGACCGC Cre01.g043350 GGAGGCGGAGGTATGCTTCCTGCGTCGCTT GGTTCCACCACCACCGTTGTCCATGTCATCCTCGTCC
Cre01.g043450 GGAGGCGGAGGTATGCTTCTTCGTGCCCAG GGTTCCACCACCACCCTTCAGGTTGCTGATGCTCT Cre01.g043500 GGAGGCGGAGGTATGTGCCACGCTTGCCTG GGTTCCACCACCACCCTACGCCGCCAGCGCC
Cre01.g043550 GGAGGCGGAGGTATGGCCAGCGAACGTAAATACT GGTTCCACCACCACCTTGATAGTGGTGGTGGTACTGC Cre01.g043600 GGAGGCGGAGGTATGCTGCAGACTCTGGGG GGTTCCACCACCACCTCCCAGGACCTCGTCGT
Cre01.g043650 GGAGGCGGAGGTATGGAGTTCGATCGGGAAAACC GGTTCCACCACCACCGCCCTCATCCAAGCGTGTAA Cre01.g043700 GGAGGCGGAGGTATGCCAAAGGAAATTGTGACAC GGTTCCACCACCACCTCAATAGTGGTTCCCGTCATCG
Cre01.g043750 GGAGGCGGAGGTATGGAGCTGGAACTATTTCGC GGTTCCACCACCACCCTACCGCTGCCCCAGC Cre01.g043800 GGAGGCGGAGGTATGGGTTGCGGTGCGT GGTTCCACCACCACCGTAGTCCTCATCCCCCGG
Cre01.g043817 GGAGGCGGAGGTATGCGTGCATCTGTCCCC GGTTCCACCACCACCACCCAGAGACCAGGCCC Cre01.g043901 GGAGGCGGAGGTATGGTGTCTAGAGTGGTGCC GGTTCCACCACCACCTCGCGACACACCCACC
Cre01.g043950 GGAGGCGGAGGTATGAACTTACTGAGACAAATCGCT GGTTCCACCACCACCAGGCATGGACTGCATCTGC Cre01.g044000 GGAGGCGGAGGTATGGCGCCCAAACAGAATG GGTTCCACCACCACCTGGAATGCAACGTTGCCAG
Cre01.g044050 GGAGGCGGAGGTATGGGCTTCTGGCTTGGAAC GGTTCCACCACCACCCTCCTTGTACTCCGGGTTGATC Cre01.g044100 GGAGGCGGAGGTATGTCCAGCGAGAACATCCT GGTTCCACCACCACCAGACGCCAGCAGCTTGC
Cre01.g044150 GGAGGCGGAGGTATGGCAGACGCTGGCCGC GGTTCCACCACCACCCTGCCGGTACTCGGCCGA Cre01.g044200 GGAGGCGGAGGTATGCAAGCTTCGTTCAGTCCTC GGTTCCACCACCACCCGCGCTGCCCCCGTTATC
Cre01.g044276 GGAGGCGGAGGTATGAACAATAAGGACCCAGCTC GGTTCCACCACCACCCTATCCCTGGCGTGGCG Cre01.g044300 GGAGGCGGAGGTATGAGGGCTATCTCCCTCTTC GGTTCCACCACCACCCACGCTCTTTTCGCTGCC
Cre01.g044450 GGAGGCGGAGGTATGGCCGCAGCCGCTT GGTTCCACCACCACCCTACACGCCCCGCACC Cre01.g044550 GGAGGCGGAGGTATGGGCTGGTTTTGGTGG GGTTCCACCACCACCCGGAAAACGCTTCAGCTTC
Cre01.g044650 GGAGGCGGAGGTATGGCCAGCTCGGAGCTGAAAG GGTTCCACCACCACCGTCCTCCTCGTCCTCCTCG Cre01.g044700 GGAGGCGGAGGTATGTCCATACTCAAGGGCATCA GGTTCCACCACCACCTCACGCGGAGGTGGGC
Cre01.g044750 GGAGGCGGAGGTATGGTGACAGTCGCAGGGC GGTTCCACCACCACCGCTGCTGGGCGCCGAC Cre01.g044800 GGAGGCGGAGGTATGAGCCAGATGCTGCTGG GGTTCCACCACCACCCATGGTGTCGTGGAAGGTG
Cre01.g044800 GGAGGCGGAGGTATGTTAACACCCTTAAGCTATCC GGTTCCACCACCACCATGGCTCACCTCGGTGG Cre01.g044800 GGAGGCGGAGGTATGGACGTGGATCCCTCC GGTTCCACCACCACCCATGGTGTCGTGGAAGGTG
Cre01.g044850 GGAGGCGGAGGTATGGCTGCCGACTCGG GGTTCCACCACCACCCGCCCGGTACAGCTTCA Cre01.g044900 GGAGGCGGAGGTATGGGCTGCAGCTCTAGC GGTTCCACCACCACCCTGCTGCTGCCAGAACC
Cre01.g044950 GGAGGCGGAGGTATGCCCTCGTCGTGGAC GGTTCCACCACCACCCTTGAGCTGCCCCTGCG Cre01.g045000 GGAGGCGGAGGTATGGCGTCCTCTGCTGC GGTTCCACCACCACCCGGCGCAGCCACGTTC
Cre01.g045050 GGAGGCGGAGGTATGTCTTCTTGTTGCGCTGC GGTTCCACCACCACCCATTTTCTGCTGCTGTTGCT Cre01.g045100 GGAGGCGGAGGTATGCGTAGCGGCAGCG GGTTCCACCACCACCGGGGTGGTCGGGCTCG
Cre01.g045150 GGAGGCGGAGGTATGGGAGCCGCATGCT GGTTCCACCACCACCCTACCGCTGCAGCGGC Cre01.g045200 GGAGGCGGAGGTATGGCCTTCCTCACACGTC GGTTCCACCACCACCGCACAAGGGGCTGGACAG
Cre01.g045350 GGAGGCGGAGGTATGGCTGCGCCAAATCTTATC GGTTCCACCACCACCTTTGCCGAGCACGCGC Cre01.g045426 GGAGGCGGAGGTATGCGGAGGGCAGCTTG GGTTCCACCACCACCGGCTCTCAGCCCGGCC
Cre01.g045450 GGAGGCGGAGGTATGCCCCGGTACCAAGT GGTTCCACCACCACCGAAGCCCGCCTCCTCG Cre01.g045600 GGAGGCGGAGGTATGTTGTTAAAGGGTTGCGGC GGTTCCACCACCACCCTACCGGCTGCGCCAC
Cre01.g045601 GGAGGCGGAGGTATGTCGGACGCAGCGGA GGTTCCACCACCACCGCCGGCCTTGCCCCAG Cre01.g045640 GGAGGCGGAGGTATGACCATTGTACAAGCGAAGG GGTTCCACCACCACCCCTGCCCCCCTCCTCCTC
Cre01.g045650 GGAGGCGGAGGTATGTTCTCCCAGCCCCG GGTTCCACCACCACCGGGTAGCAGGTCCGAGTC Cre01.g045700 GGAGGCGGAGGTATGCGCGACAAAGCTCTGATAA GGTTCCACCACCACCCAGCTCCACAAACTCCTCCTC
Cre01.g045752 GGAGGCGGAGGTATGGACGGCATACGTGCC GGTTCCACCACCACCTAAGGGCACGTATGCCGT Cre01.g045800 GGAGGCGGAGGTATGGACCACTTTGTAGCCAAA GGTTCCACCACCACCCGACACACTGCCAGCG
Cre01.g045825 GGAGGCGGAGGTATGGCAAGTGCTAAAGGCC GGTTCCACCACCACCGGGTTGGGCTGCCTCC Cre01.g045902 GGAGGCGGAGGTATGATGAAGACTCGGGCTGG GGTTCCACCACCACCCGCCAGCTGTGCCTGC
Cre01.g045903 GGAGGCGGAGGTATGGTGAATATCCCGCTCCC GGTTCCACCACCACCTCTCACCAGCAGGGAGC Cre01.g045903 GGAGGCGGAGGTATGAATGCCCCCCACACA GGTTCCACCACCACCGCTTACCCCGCACGCG
Cre01.g045903 GGAGGCGGAGGTATGGTGAATATCCCGCTCCC GGTTCCACCACCACCGCTTACCCCGCACGCG Cre01.g045950 GGAGGCGGAGGTATGGCCCCTTTTATTACTGAGATG GGTTCCACCACCACCCTACTGCTGCGACCGC
Cre01.g046150 GGAGGCGGAGGTATGCTTACCCGAGTTGTGGCC GGTTCCACCACCACCGGACACAGCCGCCGCC Cre01.g046250 GGAGGCGGAGGTATGCGCGGGCGTGTGG GGTTCCACCACCACCATCGCCCAGCCGCTGC
Cre01.g046324 GGAGGCGGAGGTATGTGGAAGACTCTTGCGC GGTTCCACCACCACCCCTGCCCTCGGACTCAA Cre01.g046450 GGAGGCGGAGGTATGGGCATACGTGTCCATTC GGTTCCACCACCACCCGCCTGGCACGTGAAC
Cre01.g046500 GGAGGCGGAGGTATGGGCATACGTGTCCATTC GGTTCCACCACCACCCGCCTGGCACGTGAAC Cre01.g046501 GGAGGCGGAGGTATGGGCATACGTGTCCATTC GGTTCCACCACCACCCGCCTGGCACGTGAAC
Cre01.g046502 GGAGGCGGAGGTATGGGCATACGTGTCCATTC GGTTCCACCACCACCCGCCTGGCACGTGAAC Cre01.g046600 GGAGGCGGAGGTATGCCGCAAGCTGCAA GGTTCCACCACCACCCGGGTACGCCAGCGTC
Cre01.g046650 GGAGGCGGAGGTATGAGGTGTATTATCACCATCGA GGTTCCACCACCACCCACCACCAGCTGTCCACG Cre01.g046652 GGAGGCGGAGGTATGGCGTCTCAGATGAACGT GGTTCCACCACCACCGGCGATTGTGGCGCCC
Cre01.g046800 GGAGGCGGAGGTATGTTGGCCCCTCCTGC GGTTCCACCACCACCCACACCCACTGCGCCC Cre01.g046850 GGAGGCGGAGGTATGGCGGTGGACTTGGGGAGAA GGTTCCACCACCACCCCCGAGCAGTTTCTCCAGG
Cre01.g046950 GGAGGCGGAGGTATGTCGCAGGCGCAGG GGTTCCACCACCACCTTACGCCTGGCTGCCG Cre01.g047001 GGAGGCGGAGGTATGCCCGCAGCGCAAC GGTTCCACCACCACCCTACACGCACGCCAGGC
Cre01.g047050 GGAGGCGGAGGTATGGCGGCCAACAAAATACT GGTTCCACCACCACCCTGCACGGGGTGTACGC Cre01.g047100 GGAGGCGGAGGTATGTTAACGCCGGCGGTATC GGTTCCACCACCACCCGCCTGGCACGTGAACTG
Cre01.g047200 GGAGGCGGAGGTATGGGCATACGTGTCCATTC GGTTCCACCACCACCCGCCTGGCACGTGAAC Cre01.g047218 GGAGGCGGAGGTATGGCTGCGCCCTCCG GGTTCCACCACCACCCTAGCCCGTCGTGGCC
Cre01.g047229 GGAGGCGGAGGTATGAGCGAACCCGCGA GGTTCCACCACCACCCTACTGCCCCGCCGAC Cre01.g047265 GGAGGCGGAGGTATGGACGCGTCCTTTGC GGTTCCACCACCACCCTAACGGCGATGGCGG
Cre01.g047300 GGAGGCGGAGGTATGCGACTGTTAAAACTTAGCCA GGTTCCACCACCACCTCACGTTTTCCGCCCGA Cre01.g047350 GGAGGCGGAGGTATGAAGAACGTGTTTGAAGTGCTG GGTTCCACCACCACCTCAGTGCGGCAGCGGC
Cre01.g047400 GGAGGCGGAGGTATGCAAAGCGACGACTTTGAGG GGTTCCACCACCACCCTAGCGCCGCCGTGCC Cre01.g047500 GGAGGCGGAGGTATGGGGAGACCGCAAAAGA GGTTCCACCACCACCCCTCGTGCTCGGCACC
Cre01.g047550 GGAGGCGGAGGTATGAGTGGCGCGACAACG GGTTCCACCACCACCGCACGAGCAGGTGGCGGG Cre01.g047600 GGAGGCGGAGGTATGCGCACGGCCGTTGTTTC GGTTCCACCACCACCCTCCGGGTAGTGCATGCG
Cre01.g047650 GGAGGCGGAGGTATGGATATTGAACATGTACCGCT GGTTCCACCACCACCCTACCAGTGCATGGTGCAG Cre01.g047700 GGAGGCGGAGGTATGCCGCTCACCAAGAGG GGTTCCACCACCACCACCGAACATGCGTGCGTA
Cre01.g047750 GGAGGCGGAGGTATGGTCATGCAGGGGAACT GGTTCCACCACCACCGAACATAGCAACGTTGGGGC Cre01.g047800 GGAGGCGGAGGTATGCAGACGCTTAGCAAGAAC GGTTCCACCACCACCGTTGGGGTCCTTGGCCGC
Cre01.g047850 GGAGGCGGAGGTATGCCCGTAGAAGGCACAGG GGTTCCACCACCACCCTTGCCCGCCGCCTCC Cre01.g047900 GGAGGCGGAGGTATGTTGCTCTCGGCGCTAAA GGTTCCACCACCACCGCTGCTCCCAGAGTCGTC
Cre01.g047950 GGAGGCGGAGGTATGGTGAAGAAAGAAGTGAAGCC GGTTCCACCACCACCGTAGTTGCGGCAAGCGTC Cre01.g048000 GGAGGCGGAGGTATGGCCAGCATGGAGGCG GGTTCCACCACCACCATGGCCCGGGAGGCGA
Cre01.g048050 GGAGGCGGAGGTATGGAAAATGGTGGCAGCAATG GGTTCCACCACCACCCGCAGCCTTCCCAAAGAAC Cre01.g048100 GGAGGCGGAGGTATGGTCAAGCTGGAGGAGC GGTTCCACCACCACCCATCCCGCCGCCTCCA
Cre01.g048102 GGAGGCGGAGGTATGGCTACAGCAGAAGCGC GGTTCCACCACCACCCCGCGACGTCGCCATC Cre01.g048150 GGAGGCGGAGGTATGGCGTCACTGCGTGCTC GGTTCCACCACCACCCTGCGACGACTTGCGCCAG
Cre01.g048250 GGAGGCGGAGGTATGGAGGACCCGTCGC GGTTCCACCACCACCAGGGTAGAACGGCTTGGAC Cre01.g048350 GGAGGCGGAGGTATGTCTGCATCTCAGAAGTGC GGTTCCACCACCACCGTCGGGGTGCTTCCGC
Cre01.g048400 GGAGGCGGAGGTATGACAACAACATTCCCACGGA GGTTCCACCACCACCCAGCTCCTCCACATCGGAGAAG Cre01.g048400 GGAGGCGGAGGTATGACAACAACATTCCCACGG GGTTCCACCACCACCCAGCTCCTCCACATCGGA
Cre01.g048450 GGAGGCGGAGGTATGGACGCGGAGGAGGAT GGTTCCACCACCACCTTGCCGCTGTTGCTGCAG Cre01.g048450 GGAGGCGGAGGTATGGACGCGGAGGAGG GGTTCCACCACCACCTTGCCGCTGTTGCTGC
Cre01.g048501 GGAGGCGGAGGTATGGCTTTCATGAAGTACTCTCGA GGTTCCACCACCACCACTTGAAGCTGTGCACAGCC Cre01.g048550 GGAGGCGGAGGTATGCAGTGCGGGGAAAC GGTTCCACCACCACCCTGGCTCTGTTGCTGTTGC
Cre01.g048600 GGAGGCGGAGGTATGGTCGCATCATTAGTATGCT GGTTCCACCACCACCTTAGGCACGTCCTGCAATG Cre01.g048650 GGAGGCGGAGGTATGTCGACCCGGCTTACAC GGTTCCACCACCACCGACGTCCACGGCGCAC
Cre01.g048701 GGAGGCGGAGGTATGGCATCAGTGGCGC GGTTCCACCACCACCAAACGCCACAGCACGG Cre01.g048750 GGAGGCGGAGGTATGCAGGCAATTCAACGGC GGTTCCACCACCACCCAGCAGCGTCTTGCGC
Cre01.g048800 GGAGGCGGAGGTATGCTCCGCTGCGACC GGTTCCACCACCACCTTGTGTCAATCGGCGAAAGA Cre01.g048850 GGAGGCGGAGGTATGGAAGGGGCTGTAACGG GGTTCCACCACCACCCATCGCCGGCCGCTTG
Cre01.g048950 GGAGGCGGAGGTATGGTGCTCGGAATTAAGACCG GGTTCCACCACCACCGAGCGCGGCCTTGTAGGC Cre01.g049000 GGAGGCGGAGGTATGAATTCCTCGGTGCTTAGTGT GGTTCCACCACCACCCGCCCAGAAGCGCTGCTT
Cre01.g049050 GGAGGCGGAGGTATGAACTGGCTCAACGCTCT GGTTCCACCACCACCCTTGGGCGCTGCTGGC Cre01.g049117 GGAGGCGGAGGTATGCAGCCCCGCCTGTA GGTTCCACCACCACCGAAGGGTTTCGCCCAGAGC
Cre01.g049132 GGAGGCGGAGGTATGCCCGTTGGGCACCAAAG GGTTCCACCACCACCCCCAAACAGCTTGTTGAGCTC Cre01.g049200 GGAGGCGGAGGTATGGGCCAACCGAGCC GGTTCCACCACCACCAGCTACCCCAAGGGGC
Cre01.g049250 GGAGGCGGAGGTATGCTGAACCTCAGCCACC GGTTCCACCACCACCTCACAGCCCTCCGCCG Cre01.g049300 GGAGGCGGAGGTATGGACCCAAAGAACTGGACG GGTTCCACCACCACCCCGTCTGCGGTAACCGT
Cre01.g049350 GGAGGCGGAGGTATGATGATGGCACAACCCATGC GGTTCCACCACCACCAGGCCCCAGCAGGTCCGT Cre01.g049400 GGAGGCGGAGGTATGTCAGGACCTAAAGCAACTGT GGTTCCACCACCACCCAAGTCGTCTAGCGCGATCTC
Cre01.g049450 GGAGGCGGAGGTATGGCAGCCTCGATCCC GGTTCCACCACCACCCTCGCCCTTGCCCTCG Cre01.g049500 GGAGGCGGAGGTATGTCTGAGAGCAAGGACCAG GGTTCCACCACCACCCGAGATCCACTTCTTCACGTACT
Cre01.g049550 GGAGGCGGAGGTATGTCTAAACGGCGACACG GGTTCCACCACCACCCTACTCCTTCATCTCCTCCTGA Cre01.g049600 GGAGGCGGAGGTATGCAGACTATGCTGAATCCCC GGTTCCACCACCACCCAGGTTGCCATCAAACACATCC
Cre01.g049750 GGAGGCGGAGGTATGGCCGTCGGGCCAG GGTTCCACCACCACCTTAAAGGATCAGCCAACATTTGGT Cre01.g049950 GGAGGCGGAGGTATGGGGCCCTGGAAAGGA GGTTCCACCACCACCCGGCACGAACGTTACATTCTG
Cre01.g050000 GGAGGCGGAGGTATGAGTGCGCTTGGCG GGTTCCACCACCACCCGCCGTCTTGGCTCCG Cre01.g050050 GGAGGCGGAGGTATGACACAAGGTCACACAGC GGTTCCACCACCACCTTCCTCCTCGCCCTCGC
Cre01.g050100 GGAGGCGGAGGTATGCAGACTATCAGCGGTCG GGTTCCACCACCACCCAGGCCCTCGAACACGGC Cre01.g050150 GGAGGCGGAGGTATGGGGTCGGCAACCAAAG GGTTCCACCACCACCCTTGATGGGGAACTTTCCACG
Cre01.g050300 GGAGGCGGAGGTATGGGTCTCTGGAGGTTGG GGTTCCACCACCACCCCTGCACACCGCAGGC Cre01.g050350 GGAGGCGGAGGTATGCAAGGGCTGCAGAGTTC GGTTCCACCACCACCCCGATGCAATTTGTCCGCG
Cre01.g050400 GGAGGCGGAGGTATGGTCGCGGAGGGACAG GGTTCCACCACCACCGCTGCTAAGCTGCATAGCCG Cre01.g050451 GGAGGCGGAGGTATGAACGCAAAGAAGCGGG GGTTCCACCACCACCTCGCACGTAGCGGTCG
Cre01.g050500 GGAGGCGGAGGTATGACTGTGAAATACTTAGGCTCCA GGTTCCACCACCACCCTTCCACTCTGATTCGTAATACTTGT Cre01.g050550 GGAGGCGGAGGTATGGCCTACACTCTGCGC GGTTCCACCACCACCCTTGGCGGTGGGCGAC
Cre01.g050600 GGAGGCGGAGGTATGCAAGACGGTCAAGGTCC GGTTCCACCACCACCCCGGCTGTGGTGGAAGCT Cre01.g050616 GGAGGCGGAGGTATGGACACCGGCGGCA GGTTCCACCACCACCGCAGCAGCCCCTTGGC
Cre01.g050624 GGAGGCGGAGGTATGAGCGAGCAGCCATCA GGTTCCACCACCACCCTTGCTGGTGCTGGTCAT Cre01.g050650 GGAGGCGGAGGTATGAGGACTCTCGCATCAACA GGTTCCACCACCACCGAACGCGCCCGCAATG
Cre01.g050700 GGAGGCGGAGGTATGCCCCCAAAAGACCCC GGTTCCACCACCACCAGATGCCTGCACGCCC Cre01.g050750 GGAGGCGGAGGTATGCTGGACTCCACTTTCATAC GGTTCCACCACCACCCTACTCTAAACCAGAGGTGTCG
Cre01.g050800 GGAGGCGGAGGTATGGAGGGCGGCGAGG GGTTCCACCACCACCCTGAGCAAGTACGTTCCCATG Cre01.g050850 GGAGGCGGAGGTATGGACAGCGATCTTAGGCC GGTTCCACCACCACCAAAGTACTCGAGCGAGGAGC
Cre01.g050900 GGAGGCGGAGGTATGAAGGCGCGCAGCCTT GGTTCCACCACCACCCTGTGACAGCAGCATTTGGTG Cre01.g050950 GGAGGCGGAGGTATGGCCGCCACTATGCAGAT GGTTCCACCACCACCCGCAGCCATGACGCGCTC
Cre01.g051050 GGAGGCGGAGGTATGGCAACCTATGAACCGCC GGTTCCACCACCACCCCAGAAGACACGCGCGGG Cre01.g051100 GGAGGCGGAGGTATGTCGCTGCTCGGCA GGTTCCACCACCACCCCCCTTGCCGCTGGTG
Cre01.g051137 GGAGGCGGAGGTATGCGGTGGTCAAGCAAG GGTTCCACCACCACCTTAGCCCCTTCGCGCC Cre01.g051174 GGAGGCGGAGGTATGGACTTGGCAAATGCGC GGTTCCACCACCACCCCTCCTGCGCCTCTTGG
Cre01.g051211 GGAGGCGGAGGTATGCCCCTCAGAGGGCGG GGTTCCACCACCACCTCGTCCTACTGCGGGCTC Cre01.g051250 GGAGGCGGAGGTATGGCTGCCAAGGTGGACATAT GGTTCCACCACCACCCGACAGCAGCGCCCGGAATTC
Cre01.g051300 GGAGGCGGAGGTATGCCGGATAACAGTGCAGC GGTTCCACCACCACCCACGTCCACTGTCTCGCCATC Cre01.g051350 GGAGGCGGAGGTATGTCGGTGGCGAAGGTG GGTTCCACCACCACCCCAGTCCGTGGCCCCC
Cre01.g051400 GGAGGCGGAGGTATGATGAATATCTTTCGCCTCGC GGTTCCACCACCACCAGCTGGCAGCGACAGCTTC Cre01.g051466 GGAGGCGGAGGTATGCTCATCAGCCCGGTAG GGTTCCACCACCACCCCCCACGCATGCAGCC
Cre01.g051482 GGAGGCGGAGGTATGCAACCTAGCACCCGTA GGTTCCACCACCACCTCAGCCTGCGCGCTTG Cre01.g051500 GGAGGCGGAGGTATGGCCGCTCTGCGCT GGTTCCACCACCACCCGAGGAGGCAGACTTCTGG
Cre01.g051550 GGAGGCGGAGGTATGTCTGCTAATGATGAGCCGG GGTTCCACCACCACCGCCATGCAAGCGCCTGTG Cre01.g051550 GGAGGCGGAGGTATGTCTGCTAATGATGAGCCG GGTTCCACCACCACCGCCATGCAAGCGCCTG
Cre01.g051625 GGAGGCGGAGGTATGTACACAGGAAGCGTGGT GGTTCCACCACCACCCTACTTGGCTACCTTAGCAATAGG Cre01.g051700 GGAGGCGGAGGTATGGCAGGAGCAGTGGAC GGTTCCACCACCACCGTCATCCAGCCCACGCTG
Cre01.g051800 GGAGGCGGAGGTATGTCGGTGCTAGTTAGCCAAG GGTTCCACCACCACCGTGCTGCTGCGGCATGGC Cre01.g051850 GGAGGCGGAGGTATGGGGCCGGCAGGAC GGTTCCACCACCACCGTGCACCACCACCCAGC
Cre01.g051875 GGAGGCGGAGGTATGGCGGCCCTGCCATCTAA GGTTCCACCACCACCGTTGTCACGTCGGGCTGG Cre01.g051900 GGAGGCGGAGGTATGGCTCTCCGGCGAGCG GGTTCCACCACCACCGCCGATCACCACCTTCTGG
Cre01.g051950 GGAGGCGGAGGTATGGTGCCGCTTAAACAGC GGTTCCACCACCACCTTACACCCGGCTGCCG Cre01.g052000 GGAGGCGGAGGTATGGGACCGGAGGACGA GGTTCCACCACCACCGCTCTTGGGTGAATCGACATA
Cre01.g052050 GGAGGCGGAGGTATGGGCCGGTCAGGGCTGAATT GGTTCCACCACCACCCCCTGACCCCTGTCCTGC Cre01.g052100 GGAGGCGGAGGTATGCAGTCCACTATGTTCAAGG GGTTCCACCACCACCGAAGACCAGGCCGCCCTC
Cre01.g052200 GGAGGCGGAGGTATGACAACTGAGAAGGTTTATACA GGTTCCACCACCACCTCAATAGGGCTTGAAGTTGC Cre01.g052250 GGAGGCGGAGGTATGATGCTTTCCACTCGTACCG GGTTCCACCACCACCCTTAGTGATGCCGTTCTTGGTC
Cre01.g052300 GGAGGCGGAGGTATGTCGAAACGACACGCGG GGTTCCACCACCACCCAGCTCTGCAAAGAAGTTGTCG Cre01.g052400 GGAGGCGGAGGTATGGCGTCCAGCATGCTTC GGTTCCACCACCACCTTACAGGCCGCCGCGC
Cre01.g052500 GGAGGCGGAGGTATGGGAAACGATCAGAGTAGGC GGTTCCACCACCACCTCACCGTCCTGCGTAGC Cre01.g052550 GGAGGCGGAGGTATGTTAATCCTTTCCGCGTTTGG GGTTCCACCACCACCGTCGGACACCCCGGCCAC
Cre01.g052800 GGAGGCGGAGGTATGCAGAACTATGACTACATCCAGA GGTTCCACCACCACCCTTCTTGCCCTTGATCGCGG Cre01.g052850 GGAGGCGGAGGTATGGCCCATGAGGACAAAGAC GGTTCCACCACCACCGCTGGTAGACATTTTGTCCATGG
Cre01.g052950 GGAGGCGGAGGTATGTCGGTGGACGTCTACT GGTTCCACCACCACCCTCATCCTCGTCACTACTGC Cre01.g053000 GGAGGCGGAGGTATGATGCTGTCAGGCCGC GGTTCCACCACCACCCACGCTGTTGCTGGCAGC
Cre01.g053050 GGAGGCGGAGGTATGCAGCCCTACCCGC GGTTCCACCACCACCTTCAGTGACCACCACCACC Cre01.g053100 GGAGGCGGAGGTATGCCGGCATGTTCCACCT GGTTCCACCACCACCCAGCCGGCGTCCGCTG
Cre01.g053150 GGAGGCGGAGGTATGCCAACAGAGGTGGAACAG GGTTCCACCACCACCCACGCTGTTGCTGGCAGC Cre01.g053200 GGAGGCGGAGGTATGGATATGATATTCAACCGCTGT GGTTCCACCACCACCTCAGTCCGTTGGCTCCC
Cre01.g053250 GGAGGCGGAGGTATGGCACAAAACGAGGCA GGTTCCACCACCACCGGTGGTGACCCGCAGC Cre01.g053288 GGAGGCGGAGGTATGCCACCAGGCGTGA GGTTCCACCACCACCTCGCTCGGCTGAACCT
Cre01.g053300 GGAGGCGGAGGTATGGTCGCTCCAGCGCGGTTC GGTTCCACCACCACCCCCCCAGGCCGCCGGCAG Cre01.g053360 GGAGGCGGAGGTATGAGAACGGGCCGGG GGTTCCACCACCACCTTGACGCAGCAGGAAGTG
Cre01.g053450 GGAGGCGGAGGTATGGCTGCTTCTCAGCCAGG GGTTCCACCACCACCGGCGTACGAGCGGCCC Cre01.g053500 GGAGGCGGAGGTATGAAAGCCGCTGGCACT GGTTCCACCACCACCTTTCCCACTCGCACTCGC
Cre01.g053550 GGAGGCGGAGGTATGGCGACCCAGCTGCGC GGTTCCACCACCACCCATGCACTGCAGCAGGGC Cre01.g053550 GGAGGCGGAGGTATGGCGACCCAGCTGC GGTTCCACCACCACCCATGCACTGCAGCAGGG
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Cre01.g053600 GGAGGCGGAGGTATGAAGCTCACGGCTGGC GGTTCCACCACCACCCGAAGCCTTCTTTGCTGCT Cre01.g053750 GGAGGCGGAGGTATGGCAGTCGGCGCAG GGTTCCACCACCACCCTGAAGGAACTCCCGCAGG
Cre01.g053800 GGAGGCGGAGGTATGATGTCTTTCGGCCGAC GGTTCCACCACCACCCCGCCAGACTGTAGGTAGG Cre01.g053850 GGAGGCGGAGGTATGAATCCGCTGCCCTGT GGTTCCACCACCACCTTACAAGCCCCGCGCC
Cre01.g053900 GGAGGCGGAGGTATGGACGACGAGGCTCTCG GGTTCCACCACCACCCTACCGCGCCAGCGGC Cre01.g053950 GGAGGCGGAGGTATGTTCGAGGCTGCAACC GGTTCCACCACCACCCGCCAGGTCGACGCTG
Cre01.g054000 GGAGGCGGAGGTATGAAACTCCCGCCAGGA GGTTCCACCACCACCTCATGCCTCACCGCCC Cre01.g054050 GGAGGCGGAGGTATGCAGAACGTGTTGTTGCA GGTTCCACCACCACCGAACAGCGTGACCAGTATCC
Cre01.g054100 GGAGGCGGAGGTATGGCGGGACACACGTC GGTTCCACCACCACCTGCGGGGATGCGGTCC Cre01.g054150 GGAGGCGGAGGTATGATACAGCTACCTGCAACAGTT GGTTCCACCACCACCTCACGCGGACACGGCG
Cre01.g054200 GGAGGCGGAGGTATGTTCCGGCGGAGCC GGTTCCACCACCACCGTCCCAGACTTCGTCCTTGA Cre01.g054250 GGAGGCGGAGGTATGCTGCGTGCTTTGAGCT GGTTCCACCACCACCCTCCGCCCTGGCAGCC
Cre01.g054300 GGAGGCGGAGGTATGGCCCTTGGACTTTCGC GGTTCCACCACCACCCAGCCCGTTCCACTCGC Cre01.g054350 GGAGGCGGAGGTATGCCGCTTGCTGAGGG GGTTCCACCACCACCCAGCTTGGCCAGCTTGG
Cre01.g054400 GGAGGCGGAGGTATGCCGCTTGGCGCCG GGTTCCACCACCACCCAGGTGCGCCATGTCCCA Cre01.g054433 GGAGGCGGAGGTATGAACGTGAAACGCCGC GGTTCCACCACCACCGCCTTCAGGGCGGCTA
Cre01.g054500 GGAGGCGGAGGTATGCTATCCATGCTCGGTCGTA GGTTCCACCACCACCGGCCTTGATGCCCAGGGTC Cre01.g054550 GGAGGCGGAGGTATGCATGGAAAACAAGATACGGG GGTTCCACCACCACCCTACTGGCTCTCCTCGTGC
Cre01.g054600 GGAGGCGGAGGTATGAGGGTGGTGGTGCA GGTTCCACCACCACCCTGGCTCTCCTCGTGCC Cre01.g054650 GGAGGCGGAGGTATGGACGCGGTGGAACT GGTTCCACCACCACCCTCGGCGTCCAGCCAC
Cre01.g054700 GGAGGCGGAGGTATGCAGGCACTCGGGT GGTTCCACCACCACCCTGTTGCCGAGCATCCG Cre01.g054750 GGAGGCGGAGGTATGAAGGCCCTTTGCATCGC GGTTCCACCACCACCCGGCTCCGTCATCCACCG
Cre01.g054800 GGAGGCGGAGGTATGAGTACGCCCGGGC GGTTCCACCACCACCCAGGTCCAGTGTGAGGTGG Cre01.g054850 GGAGGCGGAGGTATGGCTCAGCTGCAGTCC GGTTCCACCACCACCCTGCGCGTCGTCCACG
Cre01.g054900 GGAGGCGGAGGTATGAACAGCACCATGAGCTG GGTTCCACCACCACCCAGCACGTCCATCTCGAC Cre01.g054950 GGAGGCGGAGGTATGGAGTTTGTGCACAAGCT GGTTCCACCACCACCCTGCCGCTCCTTGCTTG
Cre01.g055000 GGAGGCGGAGGTATGTCGGCCAGCGCTCC GGTTCCACCACCACCCGATGGAGGCGCCGGC Cre01.g055050 GGAGGCGGAGGTATGAAGAAGGGGGAGCGCAAG GGTTCCACCACCACCCTCCCCCGCCTTCTCGCGAATC
Cre01.g055100 GGAGGCGGAGGTATGGACGGGCCTCCTCG GGTTCCACCACCACCCATCACCCTCCGTGCTGA Cre01.g055151 GGAGGCGGAGGTATGCCACGCCACATCATC GGTTCCACCACCACCGCTGAGCGCCAGGAAG
Cre01.g055200 GGAGGCGGAGGTATGGCGGCAGCCTCAAAA GGTTCCACCACCACCCTGCCCGGCTAGGTTCAG Cre01.g055250 GGAGGCGGAGGTATGCTGCTTCAGTACTCGC GGTTCCACCACCACCGTTGCCCCCCTCCTCC
Cre01.g055300 GGAGGCGGAGGTATGGTGGGGATGAGCGCA GGTTCCACCACCACCGAGCCCTTGCCCGCGC Cre01.g055316 GGAGGCGGAGGTATGCGGGCTTCATCAGTGC GGTTCCACCACCACCCTGCTGCCTCCCCGCC
Cre01.g055400 GGAGGCGGAGGTATGGCCAAGGACAAGCGC GGTTCCACCACCACCCTCGTCGTCGCTCTCAAACTT Cre01.g055404 GGAGGCGGAGGTATGCGTGCAGGCAGTCG GGTTCCACCACCACCCTGACGACCGCCACGC
Cre01.g055408 GGAGGCGGAGGTATGCAAACAAAGTCTTTCAGCCC GGTTCCACCACCACCCTTGCCGCGCAGCTCCAC Cre01.g055412 GGAGGCGGAGGTATGAAGACTCTTAAATGCGGCC GGTTCCACCACCACCCTACACATCCGCGCAGC
Cre01.g055416 GGAGGCGGAGGTATGCAGATGGACGAGGTGC GGTTCCACCACCACCGTAGCGGTACTTGGTCGAGTA Cre01.g055420 GGAGGCGGAGGTATGGCGTCCTCTTCAACCTC GGTTCCACCACCACCCGCGCAGTACATGTAGAGCG
Cre01.g055424 GGAGGCGGAGGTATGGCGGGAGATGTGGAA GGTTCCACCACCACCGCGGCTAGCGCTGGTG Cre01.g055428 GGAGGCGGAGGTATGGATCAGGACGGGTCTGG GGTTCCACCACCACCTCAGCTGCGCGCCACG
Cre01.g055432 GGAGGCGGAGGTATGAAGCAGGCATGCCTGC GGTTCCACCACCACCGCCCTCAAAGATGACGCTCG Cre01.g055432 GGAGGCGGAGGTATGAAGCAGGCATGCCTG GGTTCCACCACCACCGCCCTCAAAGATGACGCTC
Cre01.g055436 GGAGGCGGAGGTATGTCAAAGCGCGGGGC GGTTCCACCACCACCTCACGACCCAGCGCCG Cre01.g055440 GGAGGCGGAGGTATGAAGAACCCCTACCTGGC GGTTCCACCACCACCCCCCCTAAGCTTGCCGC
Cre01.g055444 GGAGGCGGAGGTATGCTGGACGTCTATCGCC GGTTCCACCACCACCCTCCTCGTCCTCCTCCTCC Cre01.g055448 GGAGGCGGAGGTATGTACGGCCACACCGTCA GGTTCCACCACCACCCTAGCGGCGGCAGCCC
Cre01.g055457 GGAGGCGGAGGTATGAGCGTTAGAAATCGAACGA GGTTCCACCACCACCCTGCTCCGTCATCCACCG Cre01.g055461 GGAGGCGGAGGTATGGTGTACGGCCTGCG GGTTCCACCACCACCGGCCAGTTCACTTGAGTCC
Cre01.g055465 GGAGGCGGAGGTATGACAAAAAACATCGTGGACGC GGTTCCACCACCACCGGCCACCACCTGCACGCTG Cre01.g055469 GGAGGCGGAGGTATGGGGGACCATGCGG GGTTCCACCACCACCCAGCCGTGTTCCGTGC
Cre01.g055477 GGAGGCGGAGGTATGTCCGGCAGGGGTGGAG GGTTCCACCACCACCTGAACGGACACTCCAGTACAC Cre01.g056331 GGAGGCGGAGGTATGGCTTCTGCTGGCGT GGTTCCACCACCACCCTACACAAAGTACTGGAACATGAC
Cre01.g056696 GGAGGCGGAGGTATGTGCAGCAGGTCTGAGC GGTTCCACCACCACCGTCTCTGTGTCCTCCCAGC Cre01.g057061 GGAGGCGGAGGTATGAGTATTGAAGCGGCAGC GGTTCCACCACCACCCTCCTCATCGCTGCTGTC
Cre01.g057426 GGAGGCGGAGGTATGACGGGTGTTGGTGCT GGTTCCACCACCACCACGAAGTGCTTGCGAGTG Cre01.g057791 GGAGGCGGAGGTATGGGACCGCCTAAACTGC GGTTCCACCACCACCCAGTCCCTGCTGCAGCT
Cre01.g058156 GGAGGCGGAGGTATGTGCGAAGGACGTGACG GGTTCCACCACCACCTCAGCCTGCGCGCTTG Cre01.g058521 GGAGGCGGAGGTATGTATACGGACGCGTTAGATTC GGTTCCACCACCACCCTAGGGCGGCAGCACA
Cre01.g059252 GGAGGCGGAGGTATGTTGCTGACGCGGCTG GGTTCCACCACCACCCTGCTGCCGGCTCGGCAC Cre01.g059617 GGAGGCGGAGGTATGGCGCCTGCCTTGG GGTTCCACCACCACCTCACTGCTGCCGGCCC
Cre01.g059982 GGAGGCGGAGGTATGTTGCTGACGCGGCT GGTTCCACCACCACCTCACTGCTGCCGGCCC Cre01.g060347 GGAGGCGGAGGTATGCTGACCAGCCGAGGC GGTTCCACCACCACCTCACTGCTGCCGGCCC
Cre01.g061077 GGAGGCGGAGGTATGGCCGCAACTCTTGTC GGTTCCACCACCACCGTAGGACTCGTTGCTGCTG Cre01.g061442 GGAGGCGGAGGTATGCCGAAGCAAACGGTGAAG GGTTCCACCACCACCCGTGTCCAGGAAGTTTGCG
Cre01.g061807 GGAGGCGGAGGTATGGACGCTGTAGAGAGGCTC GGTTCCACCACCACCGTCGCGGCGCTGCTTGTT Cre01.g062172 GGAGGCGGAGGTATGGCTCCCAAGGCTGC GGTTCCACCACCACCGGTGCTGGTGAACTTGGTC
Cre01.g062537 GGAGGCGGAGGTATGGGCGGGCACGACG GGTTCCACCACCACCTTCGAACGGCGCCCTG Cre01.g063267 GGAGGCGGAGGTATGCCTGGCAAAAAACGAATTC GGTTCCACCACCACCGTCCTCCATCATGAGCACCG
Cre01.g063632 GGAGGCGGAGGTATGGCGGACCCGCCCACG GGTTCCACCACCACCCGAGCCGACACCTGCGCC Cre01.g063997 GGAGGCGGAGGTATGAGCACATTCGCTGCGAAG GGTTCCACCACCACCCTCCATGTCGCGGGGCCC
Cre01.g064727 GGAGGCGGAGGTATGCAAAGCGGACTGCTTG GGTTCCACCACCACCGCTCACAGCAGACAGCTGCATG Cre01.g065092 GGAGGCGGAGGTATGGCCAAGCAGCGCGAA GGTTCCACCACCACCCATCTCCTCCAGGTCCTCAGG
Cre01.g065457 GGAGGCGGAGGTATGCAGCCACACTTGGAGC GGTTCCACCACCACCGGCCAGAGAGGGAGGCCG Cre01.g065822 GGAGGCGGAGGTATGCGGACCGTCGTTGCTT GGTTCCACCACCACCCACCAGCGGCCGGCCCTG
Cre01.g066187 GGAGGCGGAGGTATGGCGTCTAGCGGAGAT GGTTCCACCACCACCTGTGGCGCTGAACAGC Cre01.g066552 GGAGGCGGAGGTATGGCAACTCCTTGCGTCC GGTTCCACCACCACCGAGGTGCTTGCCGATCAGG
Cre01.g066917 GGAGGCGGAGGTATGGCCTTCGCCCTTGC GGTTCCACCACCACCCTGGGGGGTGAACTTGGT Cre01.g067647 GGAGGCGGAGGTATGGAGGTGGAGACGGC GGTTCCACCACCACCGAAAGGCCCCGCCCAG
Cre01.g068012 GGAGGCGGAGGTATGGGGAGCTTGGGCCATGAAG GGTTCCACCACCACCCCGCAAACCGCCCGGCCG Cre01.g068377 GGAGGCGGAGGTATGGCCGAGCAGGGCG GGTTCCACCACCACCGCAAGAAGTCACGCCGC
Cre01.g068742 GGAGGCGGAGGTATGGCAGCTGAGCCAGAC GGTTCCACCACCACCCTTCAGGTCCTGCCCGCC Cre01.g069107 GGAGGCGGAGGTATGTCGTGTAAGGGTCTGCTG GGTTCCACCACCACCATAGCCCTTGTTGCCCTGGATC
Cre01.g069472 GGAGGCGGAGGTATGGCGCACCGGCCTGTG GGTTCCACCACCACCCAGGCTGGCCGCGCTGCCTG Cre01.g069837 GGAGGCGGAGGTATGGGCACGCTCGTGGGC GGTTCCACCACCACCTGCCTGCCACTGCGGTTT
Cre01.g069837 GGAGGCGGAGGTATGGGCACGCTCGTGG GGTTCCACCACCACCTGCCTGCCACTGCGGT Cre01.g070202 GGAGGCGGAGGTATGGCTGGGTGCGCAA GGTTCCACCACCACCAGCGCACTCCAGTGGC
Cre01.g070567 GGAGGCGGAGGTATGTCGTCAAAACGTCAGCG GGTTCCACCACCACCCTTCTTGCCACCCGCCTT Cre01.g071297 GGAGGCGGAGGTATGCTGCTGGGGCACAAG GGTTCCACCACCACCGCCTGTGCGCTTGCGC
Cre01.g071662 GGAGGCGGAGGTATGTACGAGCGCAGCATCA GGTTCCACCACCACCCTTGCCGCGCAGCTCCAC Cre01.g072027 GGAGGCGGAGGTATGAACGTGAAACGCCGC GGTTCCACCACCACCCTCCGCCGCCGAGACC
Cre02.g073150 GGAGGCGGAGGTATGCAGGTACCTGCCTCC GGTTCCACCACCACCCTGCTGGCTGGAGTGCT Cre02.g073200 GGAGGCGGAGGTATGGATAGGTCGATGCTCGGAA GGTTCCACCACCACCCTGGATGAACTGATCAAACACCT
Cre02.g073250 GGAGGCGGAGGTATGGCGCAGCGCGAAAGG GGTTCCACCACCACCCCTCCGGTCCCTGTCGCG Cre02.g073300 GGAGGCGGAGGTATGTCGTTATCAGGGCGGC GGTTCCACCACCACCACCACTCGCCTCACCTCC
Cre02.g073350 GGAGGCGGAGGTATGCCAGAAGGTAGTGGCA GGTTCCACCACCACCCTGCACGGGGTGTACGC Cre02.g073400 GGAGGCGGAGGTATGTACCAGCGGTTGTCGG GGTTCCACCACCACCGGCCGCAATGCCGGTC
Cre02.g073500 GGAGGCGGAGGTATGATGACAGATAGGCCTCCAAC GGTTCCACCACCACCTTTGCTCATGCTACTTGCCG Cre02.g073550 GGAGGCGGAGGTATGGCACTAGCTCTGCTCACTC GGTTCCACCACCACCGTACTCGCCCTCCTCGTACTC
Cre02.g073600 GGAGGCGGAGGTATGCAGCCTGCCTACCAAG GGTTCCACCACCACCGGCCTTCAGATGCCACTCTG Cre02.g073650 GGAGGCGGAGGTATGTTTTGCTCTATCAGCGGAAC GGTTCCACCACCACCAGCGGAGGGGCTGGAGAA
Cre02.g073700 GGAGGCGGAGGTATGCAGAGCTCCCTGACCC GGTTCCACCACCACCCACCAGCACGGGCTGGCG Cre02.g073750 GGAGGCGGAGGTATGGTGAAGCAAGCTGTGAAGG GGTTCCACCACCACCTCACCGCGCCAGGCCT
Cre02.g073800 GGAGGCGGAGGTATGGAGGAGGCAAGGGCA GGTTCCACCACCACCAAAGTCGATGCACTTGCCCTT Cre02.g073826 GGAGGCGGAGGTATGGCCAGGCTCCTGG GGTTCCACCACCACCTCAGCCTGCGCGCTTG
Cre02.g073850 GGAGGCGGAGGTATGACCTTGTCACAGGCTGC GGTTCCACCACCACCGAACAGCCCAAGCACCTTG Cre02.g073900 GGAGGCGGAGGTATGCAAGCACTACATTATCACTTGT GGTTCCACCACCACCTTTCTGCTGTACGAATGTGCCG
Cre02.g073950 GGAGGCGGAGGTATGCTGAAGCGGTACAGTGC GGTTCCACCACCACCTTTCTGCTGTACGAATGTGCCG Cre02.g074050 GGAGGCGGAGGTATGCCATGGGCCAGCTGTT GGTTCCACCACCACCCACCGCCTTGTGTTTCGC
Cre02.g074100 GGAGGCGGAGGTATGAACAGGCTCACAAGTAAG GGTTCCACCACCACCTCAGTTAATCTTAATGCCCTTGT Cre02.g074150 GGAGGCGGAGGTATGGCACCCACCGGCAGC GGTTCCACCACCACCCATGAACAGCGCCTGCGC
Cre02.g074200 GGAGGCGGAGGTATGTCACGTATCTTGCTAGGAAC GGTTCCACCACCACCTCAGAAGTCAAACATGCCGC Cre02.g074217 GGAGGCGGAGGTATGACCCTGGTGCCATCA GGTTCCACCACCACCCTCCTCGCTGTCGCGG
Cre02.g074350 GGAGGCGGAGGTATGGGGCCAGAAGAGCG GGTTCCACCACCACCTGCATCTTTCTCCTTGCGAA Cre02.g074400 GGAGGCGGAGGTATGGACCTGGGCACATGG GGTTCCACCACCACCGGCCCCCAGCGGACTTA
Cre02.g074437 GGAGGCGGAGGTATGGTCACATCAAACCACAGC GGTTCCACCACCACCGGACAGTGCTCTGCCAGA Cre02.g074474 GGAGGCGGAGGTATGCTCGGCAGCAGCAG GGTTCCACCACCACCTCAACCTGCGCGCCGG
Cre02.g074511 GGAGGCGGAGGTATGCGCACGCAAAACTCT GGTTCCACCACCACCGCCCAGCCAGTTCTTGG Cre02.g074550 GGAGGCGGAGGTATGTCCACACCGCCTAAGC GGTTCCACCACCACCCTCTTGCTTAGCGTGCGC
Cre02.g074600 GGAGGCGGAGGTATGGGGTTCACGGTGCTG GGTTCCACCACCACCCATGTCCAGCAGGTGGCC Cre02.g074650 GGAGGCGGAGGTATGTCCTGCCCACTCTCATA GGTTCCACCACCACCTCATGAGCTGCCGCTGC
Cre02.g074700 GGAGGCGGAGGTATGGCTTGCAGCCTTGCC GGTTCCACCACCACCGATGAGGTACCGCGCGCG Cre02.g074720 GGAGGCGGAGGTATGGACCAGTGTTTCTCACTG GGTTCCACCACCACCCCTGGTATTGGACACGACTAC
Cre02.g074737 GGAGGCGGAGGTATGGCCGACTTCGGCA GGTTCCACCACCACCGCTCCAAGCGGATGGC Cre02.g074758 GGAGGCGGAGGTATGCAGCAGCGGCAAACC GGTTCCACCACCACCGCCGTGCGTATCAAACAGTG
Cre02.g074758 GGAGGCGGAGGTATGCAGCAGCGGCAAA GGTTCCACCACCACCGCCGTGCGTATCAAACAGT Cre02.g074800 GGAGGCGGAGGTATGGGCAATCGCATAAGCA GGTTCCACCACCACCCAGCAGGTCAGCGGACG
Cre02.g074850 GGAGGCGGAGGTATGAATATATTGCCTCAAGAAACTGGT GGTTCCACCACCACCAACAGGCGGTTCGGTGGAG Cre02.g074950 GGAGGCGGAGGTATGAGATGGTTCCAACGCAA GGTTCCACCACCACCGCCCGACATGCAGCTG
Cre02.g075000 GGAGGCGGAGGTATGGCCGTCGCTCCCG GGTTCCACCACCACCGGTTCCACCATTGCGGATCA Cre02.g075050 GGAGGCGGAGGTATGGCGACTCCGCCGC GGTTCCACCACCACCCTTTGCGGGCTGCTCAATG
Cre02.g075100 GGAGGCGGAGGTATGACCGACTTGGCCTCTCA GGTTCCACCACCACCCCGCTCGAAGCGGATGCTGTAG Cre02.g075150 GGAGGCGGAGGTATGTACGGAGCTGATGAGGACC GGTTCCACCACCACCGTGCACGGGGATTGCCGC
Cre02.g075200 GGAGGCGGAGGTATGCTGCGTCGAGGGC GGTTCCACCACCACCTGCCGCACCAACCCAC Cre02.g075301 GGAGGCGGAGGTATGGAAGGGCCGCACGC GGTTCCACCACCACCCCTGCAGCCCCGCACC
Cre02.g075350 GGAGGCGGAGGTATGAGCGCCGGCATGGCATAC GGTTCCACCACCACCTGAATACGACACTCGGCGC Cre02.g075400 GGAGGCGGAGGTATGTCGGCCGACTGGAA GGTTCCACCACCACCCTCCGCCTTGGCCTCG
Cre02.g075500 GGAGGCGGAGGTATGACTTCTCCCTCTGCTGTTCT GGTTCCACCACCACCTCAGCGCATGCGGGGC Cre02.g075550 GGAGGCGGAGGTATGTCCGATGGCGTAGATGAC GGTTCCACCACCACCGAAGGTCAGCTCCGCAGG
Cre02.g075650 GGAGGCGGAGGTATGGCGGCCCGGCTCCTG GGTTCCACCACCACCCTGGTGCTGCTGCTGCGG Cre02.g075676 GGAGGCGGAGGTATGTCAGGGATTTCGGGACC GGTTCCACCACCACCAGCATTAGCTACAGTGCCG
Cre02.g075700 GGAGGCGGAGGTATGGTGTCCCTCAAGCTGC GGTTCCACCACCACCCTTCTTCTGGGCGGGGG Cre02.g075750 GGAGGCGGAGGTATGGCGCGACTGGTAGC GGTTCCACCACCACCCGACTGCAGCTGCCGC
Cre02.g075800 GGAGGCGGAGGTATGGCCGTGGGTTCGC GGTTCCACCACCACCTATGCACGGGCAGCAGC Cre02.g075850 GGAGGCGGAGGTATGGTCAAGCGTGAAGTGCGAA GGTTCCACCACCACCGTCGTTCATGCCGAACTGGG
Cre02.g075900 GGAGGCGGAGGTATGGCTTCAGCACCGTCAGC GGTTCCACCACCACCTCGTTGCTGCGGCGCC Cre02.g075994 GGAGGCGGAGGTATGAACACGCCGGGTCC GGTTCCACCACCACCACGCCGCTTGGCAGCT
Cre02.g076000 GGAGGCGGAGGTATGGCGAATCAGATTTCATTTAGCG GGTTCCACCACCACCCTCCAGCTGGAACTCGCTG Cre02.g076050 GGAGGCGGAGGTATGAGCCACCGGCTGG GGTTCCACCACCACCCTTCTTGGCCGGTGTGG
Cre02.g076150 GGAGGCGGAGGTATGTATGCTCGCATCGGC GGTTCCACCACCACCCTACCCGGCGTTTGGC Cre02.g076200 GGAGGCGGAGGTATGTCATTTAACACGGAGTTGGT GGTTCCACCACCACCCGTCACGCGCTGCTTGAG
Cre02.g076300 GGAGGCGGAGGTATGAACAAGAGCGTCGGTG GGTTCCACCACCACCTCCATTACGCCCAGTAAGGA Cre02.g076350 GGAGGCGGAGGTATGGCCGTTGACGCGC GGTTCCACCACCACCGTGGTCCTCCTTGCGCT
Cre02.g076400 GGAGGCGGAGGTATGGGCAGCTTCGCCTTT GGTTCCACCACCACCAATGAACTTGACACCGAGTTCC Cre02.g076433 GGAGGCGGAGGTATGGTGTTCAAAGTAAGCCTGA GGTTCCACCACCACCTCATGCCCTCCCAAAGCG
Cre02.g076466 GGAGGCGGAGGTATGGCCACCTTTGCCAAC GGTTCCACCACCACCAACCTTCAGGATGTACCACGC Cre02.g076500 GGAGGCGGAGGTATGGAGGAGGGGGATAAGCC GGTTCCACCACCACCCCCGCTCTCGGGGTCC
Cre02.g076550 GGAGGCGGAGGTATGTTGCGGCTGAGGCA GGTTCCACCACCACCCTACATTGAGCCTGGAAACATGTA Cre02.g076600 GGAGGCGGAGGTATGCCCAAACGCACAGCG GGTTCCACCACCACCGATACGCTGTCCCGAGGC
Cre02.g076625 GGAGGCGGAGGTATGGCTGAAGCGCCCGC GGTTCCACCACCACCTCAACCTGCGCGCCGG Cre02.g076650 GGAGGCGGAGGTATGGCCCTGCGCCGTC GGTTCCACCACCACCGCGGTACAAAGCCTGCTTG
Cre02.g076700 GGAGGCGGAGGTATGGCAGCACAGGTTTCAGAC GGTTCCACCACCACCTCACCGCCCCTGCCCT Cre02.g076800 GGAGGCGGAGGTATGGGGAAAGGAGGAACTCAG GGTTCCACCACCACCGTACAGGTACGGCACGATGC
Cre02.g076850 GGAGGCGGAGGTATGGCGGAAGTGGAGCCC GGTTCCACCACCACCTGCATCACTACTGCGACCG Cre02.g076900 GGAGGCGGAGGTATGGGGTGTGCACAGAGTA GGTTCCACCACCACCCTTGCTGTCGTCGATCCAG
Cre02.g076950 GGAGGCGGAGGTATGGGCAGGGCGTGGGGG GGTTCCACCACCACCGATGCGCGTCAGGCGGAA Cre02.g076950 GGAGGCGGAGGTATGGGCAGGGCGTGGG GGTTCCACCACCACCGATGCGCGTCAGGCGG
Cre02.g076987 GGAGGCGGAGGTATGCTTGCGCTACTTGCGC GGTTCCACCACCACCTACCAGCCGCACGCGG Cre02.g077024 GGAGGCGGAGGTATGGACAGCGGCCTCG GGTTCCACCACCACCCAGCCCCTGCCACTCTA
Cre02.g077061 GGAGGCGGAGGTATGCCGGAGGTGCCCG GGTTCCACCACCACCAGACGGCGAGCCCCTA Cre02.g077100 GGAGGCGGAGGTATGGCTCTCGCCTCAGGC GGTTCCACCACCACCGTACATGAACTCCTTGTACAGCG
Cre02.g077150 GGAGGCGGAGGTATGAATAACAGCGCATTACGGC GGTTCCACCACCACCCGCAATGTGCCTGAGCGC Cre02.g077200 GGAGGCGGAGGTATGAAGGAGCTTCTCAGCATGG GGTTCCACCACCACCTTTCCCCTTGGCTGCTCG
Cre02.g077250 GGAGGCGGAGGTATGCCTAGAAGCGCCACC GGTTCCACCACCACCCCCTAGCCGGGCTGGC Cre02.g077300 GGAGGCGGAGGTATGGGCTTCGGTGACCGC GGTTCCACCACCACCCTCCTTCTTCTTGCCGGCG
Cre02.g077350 GGAGGCGGAGGTATGGAGGCCCCGTCTACG GGTTCCACCACCACCCTGCATGCCCAAACGCAG Cre02.g077401 GGAGGCGGAGGTATGGCTGAAGACAAAGCCAGG GGTTCCACCACCACCTGGCTGCGGTGCAGCC
Cre02.g077451 GGAGGCGGAGGTATGACAGGCAGCTGGTTTAC GGTTCCACCACCACCCGTGCTGGGAAGGGCC Cre02.g077500 GGAGGCGGAGGTATGTCCGTGTACTCGCTCTAC GGTTCCACCACCACCCATGGCCTGCTGTAAGTATCTC
Cre02.g077550 GGAGGCGGAGGTATGAGGATCCGCGCGCT GGTTCCACCACCACCTTACCGCCCCCCGGGC Cre02.g077600 GGAGGCGGAGGTATGGCCCAGCAGCTGACGATG GGTTCCACCACCACCTTTCCCCCCGGTTGAATCAAAT
Cre02.g077600 GGAGGCGGAGGTATGGCCCAGCAGCTGA GGTTCCACCACCACCTTTCCCCCCGGTTGAATCA Cre02.g077650 GGAGGCGGAGGTATGTCGTGCAAGGCGGAC GGTTCCACCACCACCAGCGCTAGCCCCCAGGAATC
Cre02.g077750 GGAGGCGGAGGTATGCGCTCATCGAGCGCG GGTTCCACCACCACCCTTGCGGGCGCGGTCCAG Cre02.g077800 GGAGGCGGAGGTATGCGCTTTAACTGCGCG GGTTCCACCACCACCCAGCTTCTTGCGGCCG
Cre02.g077850 GGAGGCGGAGGTATGCTGTTGCTTTGTGGGCTT GGTTCCACCACCACCGAGCTTCTTGCGGCCGAA Cre02.g077900 GGAGGCGGAGGTATGGAGTCCGCCAAGGAG GGTTCCACCACCACCGCTCTGTTCGTCCCAGGC
Cre02.g077925 GGAGGCGGAGGTATGGCGTGTGGCGGGG GGTTCCACCACCACCCCGTGTGGCGGCAACG Cre02.g078000 GGAGGCGGAGGTATGCTGCCAAGAGGGTGGC GGTTCCACCACCACCTCACGTGCGGCGCAGG
Cre02.g078050 GGAGGCGGAGGTATGTCCTCTGAGGAGGTGCT GGTTCCACCACCACCCTACCGCCCACCGGCG Cre02.g078100 GGAGGCGGAGGTATGGGAAAGAAGAAGGCAGCA GGTTCCACCACCACCGGTGACGTTGAAGGTCTTCTTG
Cre02.g078100 GGAGGCGGAGGTATGGGAAAGAAGAAGGCAGC GGTTCCACCACCACCGGTGACGTTGAAGGTCTTCTT Cre02.g078200 GGAGGCGGAGGTATGGCGGAGCTCATGAACC GGTTCCACCACCACCTCAGCCTGCGCGCTTG
Cre02.g078226 GGAGGCGGAGGTATGGTGACCATTCGCGAAG GGTTCCACCACCACCACCAACCGCATGCCAATC Cre02.g078251 GGAGGCGGAGGTATGGCACAGGCGGCAC GGTTCCACCACCACCGTTCTCACTGCCCCCCG
Cre02.g078300 GGAGGCGGAGGTATGGACAAGGTGGACGTGA GGTTCCACCACCACCGCGGCTGTTGATGAGCT Cre02.g078316 GGAGGCGGAGGTATGGCCGGGCGACAGC GGTTCCACCACCACCGCCCCACACCACACGG
Cre02.g078350 GGAGGCGGAGGTATGAGCTGGCTGAAGCGTA GGTTCCACCACCACCCATCGGTGGCGAGTGC Cre02.g078400 GGAGGCGGAGGTATGGAGGCCGAGGGTAC GGTTCCACCACCACCATAAAGGGGCGGCGACT
Cre02.g078450 GGAGGCGGAGGTATGCCCACCCCAGCAG GGTTCCACCACCACCATAACCCCACGCGGCC Cre02.g078476 GGAGGCGGAGGTATGTTCTTCCTGGGCGCA GGTTCCACCACCACCTCAATGGCTATGCTTTAAGCAAG
Cre02.g078500 GGAGGCGGAGGTATGTTCCAGAACAACTTCAGCG GGTTCCACCACCACCAACCCGGTACTCGTAAGCCA Cre02.g078507 GGAGGCGGAGGTATGGCTCTCGCCACTCG GGTTCCACCACCACCTTACTTGCCAATCTCAAGGAAGT
Cre02.g078550 GGAGGCGGAGGTATGGCAACTTACTCTGTAATAAGCA GGTTCCACCACCACCCCGCATCGTCTCCAGGTTG Cre02.g078600 GGAGGCGGAGGTATGCAGAGCCACTCTAGTAGA GGTTCCACCACCACCCTACTTGGCCTGCGGC
Cre02.g078650 GGAGGCGGAGGTATGGGCGTGCAACCAAAACTAT GGTTCCACCACCACCCAGTTCGTCGTGCGCCCC Cre02.g078700 GGAGGCGGAGGTATGGCCGCGAGCAACA GGTTCCACCACCACCCTCGTGCTTGGCACCC
Cre02.g078777 GGAGGCGGAGGTATGGCGGAATGTCACGCG GGTTCCACCACCACCGTTTACTATCGTCGCAGGGCAG Cre02.g078804 GGAGGCGGAGGTATGGAATTGACTGAATTATCACGC GGTTCCACCACCACCTTAGGGAGCAGCCTCCTG
Cre02.g078831 GGAGGCGGAGGTATGGACGGTCGGGATGATGG GGTTCCACCACCACCTCAAGCGGGCCTGGGC Cre02.g078858 GGAGGCGGAGGTATGGCCACCCCATCCTT GGTTCCACCACCACCGAAGAATGCCAGGTTGGTGG
Cre02.g078885 GGAGGCGGAGGTATGTCACAACCTCTGACTCAGC GGTTCCACCACCACCCATACTATCCTGTCCCCCACCA Cre02.g078912 GGAGGCGGAGGTATGTCAGAAATGGAGTCTCTTGG GGTTCCACCACCACCCTACGGCTGCTGCTGC
Cre02.g078939 GGAGGCGGAGGTATGCACGCTCGACTTTTGC GGTTCCACCACCACCCTTGTACCGGTCAAACTCCG Cre02.g078950 GGAGGCGGAGGTATGCGAGATGGCCCCGCTTC GGTTCCACCACCACCGGCGCAGTCGGCACACGAG
Cre02.g079000 GGAGGCGGAGGTATGGCGGGCAGCCCTA GGTTCCACCACCACCGTCGTACATCTGGGCGTAC Cre02.g079003 GGAGGCGGAGGTATGGTGGCCAGACACCA GGTTCCACCACCACCTTACACGCCACGCCACG
Cre02.g079004 GGAGGCGGAGGTATGGCGCAGCCACCAT GGTTCCACCACCACCCGCCCGCGCAAAACCT Cre02.g079005 GGAGGCGGAGGTATGGCGGGCAGCCCTA GGTTCCACCACCACCGTCGTACATCTGGGCGTAC
Cre02.g079050 GGAGGCGGAGGTATGGTGGCCAGACACCAGGATC GGTTCCACCACCACCGCACACCTCCAGCGGCCG Cre02.g079100 GGAGGCGGAGGTATGAAGCTGTACCTCAGAAGC GGTTCCACCACCACCAAACTCCTCCACGTCTGCC
Cre02.g079150 GGAGGCGGAGGTATGCTGCTCGTACTAGTGGG GGTTCCACCACCACCCCTCCCACCGCCTTTCA Cre02.g079200 GGAGGCGGAGGTATGAGCGGGGACGAGGGC GGTTCCACCACCACCCTTGGGGGGCTCCTGCTT
Cre02.g079250 GGAGGCGGAGGTATGGAAAACACCACATACATGTTT GGTTCCACCACCACCTCACGCCTCCTGAGCC Cre02.g079300 GGAGGCGGAGGTATGGCCGTATATATTGGATTCAA GGTTCCACCACCACCTCACGACGCCTCCTCG
Cre02.g079400 GGAGGCGGAGGTATGCTGCGCCTCGCTG GGTTCCACCACCACCCTGGCTAGGCTGCGCC Cre02.g079450 GGAGGCGGAGGTATGCTTTACAAAGGCCTTCTAGC GGTTCCACCACCACCCTATTTAGCTGCCCCCATCTC
Cre02.g079500 GGAGGCGGAGGTATGGGCGCGGGAACAA GGTTCCACCACCACCGTACGCGGCGACGTCC Cre02.g079550 GGAGGCGGAGGTATGGCAGCTCTAGGGACGC GGTTCCACCACCACCCTACCGCGTGCCCGGT
Cre02.g079600 GGAGGCGGAGGTATGTCTCTTTTGAGGGCCCC GGTTCCACCACCACCCCGCAGCTCCACCTTGAG Cre02.g079650 GGAGGCGGAGGTATGGCCACCATTGCCACG GGTTCCACCACCACCATGTGGGTGTGGGTGTGC
Cre02.g079700 GGAGGCGGAGGTATGCAGACCGCGCTTCAC GGTTCCACCACCACCCTTGTTCAGGTCATCAGCGGTC Cre02.g079800 GGAGGCGGAGGTATGCGCCTTGCTGCTCAG GGTTCCACCACCACCCGGCTTCAGCGCCACAGC
Cre02.g079850 GGAGGCGGAGGTATGGCGGGGGGCTACACTC GGTTCCACCACCACCGGTTAGGGTCCGGGATGAGC Cre02.g079850 GGAGGCGGAGGTATGGCGGGGGGCTACA GGTTCCACCACCACCGGTTAGGGTCCGGGATGA
Cre02.g080000 GGAGGCGGAGGTATGTACTCAAGGCCACGTACC GGTTCCACCACCACCAGTGTTGGTATGCTCGTCG Cre02.g080050 GGAGGCGGAGGTATGGGCGACAAGAACGC GGTTCCACCACCACCCGCGACAAAGTCAGGGTC
Cre02.g080100 GGAGGCGGAGGTATGGCGTCGGCAGTAGAAGTTT GGTTCCACCACCACCCGTGGTCTGCGCATCACC Cre02.g080100 GGAGGCGGAGGTATGGCGTCGGCAGTAGA GGTTCCACCACCACCCGTGGTCTGCGCATCAC
Cre02.g080150 GGAGGCGGAGGTATGGTGCCACATAAAACCGC GGTTCCACCACCACCTCGCTGGCCTTGCGAG Cre02.g080200 GGAGGCGGAGGTATGCAGACCATGCTGAAGCAG GGTTCCACCACCACCGTGCTGCAGGGTGGCCTT
Cre02.g080250 GGAGGCGGAGGTATGGCGACCTGCGCCG GGTTCCACCACCACCGTGGCCGTCAAAGTAGCACA Cre02.g080300 GGAGGCGGAGGTATGCTCGGCGAGGGCGCTG GGTTCCACCACCACCTGGGCCCGCCCGGCGTGG
Cre02.g080350 GGAGGCGGAGGTATGTCGGTGGTGGACGAGG GGTTCCACCACCACCCTGCTGTGCGGGCAGGCG Cre02.g080400 GGAGGCGGAGGTATGAGGAGCCTGTTGGGT GGTTCCACCACCACCTCAGGCCGGCACCATG
Cre02.g080500 GGAGGCGGAGGTATGACCACATTATCAATCCTGGGG GGTTCCACCACCACCCGCGTCCTTGTCCTTCGAGTTC Cre02.g080600 GGAGGCGGAGGTATGGCCAATAGCTTGAAGACTC GGTTCCACCACCACCTCAAAGCTCGTCGTGGTCG
Cre02.g080650 GGAGGCGGAGGTATGGACCGGAGGGCCATC GGTTCCACCACCACCCAGCTCGTCCTTCTCCTCC Cre02.g080700 GGAGGCGGAGGTATGGCGCAGTGGAAGGCT GGTTCCACCACCACCGAGCTCGTCGTGGTCGCC
Cre02.g080750 GGAGGCGGAGGTATGTCGGAGCCAACCGTTAG GGTTCCACCACCACCCTCCAGCTTCTTCGCCGGAAA Cre02.g080800 GGAGGCGGAGGTATGGCATCAATGATGACGCATTC GGTTCCACCACCACCCTACCGCCCCGTGCCG
Cre02.g080850 GGAGGCGGAGGTATGCCAGTATTTTTGTCGTCATGG GGTTCCACCACCACCTTCGCTCAAGTCCAACGCC Cre02.g080900 GGAGGCGGAGGTATGCAGCAGTCTGCGTCG GGTTCCACCACCACCGTTGCAGGAGTGCGGGTAGAT
Cre02.g080950 GGAGGCGGAGGTATGGTGCAGCTAGACCAAGT GGTTCCACCACCACCTGCACACTCCGCATCTGG Cre02.g081050 GGAGGCGGAGGTATGGCGTCTCGCGGCC GGTTCCACCACCACCCAGGCCCCAGCCCAGC
Cre02.g081100 GGAGGCGGAGGTATGGCCGGAACAGAGCCC GGTTCCACCACCACCGTTCCCCTCCATGAGGTGC Cre02.g081150 GGAGGCGGAGGTATGCGCGAGGAGGGCA GGTTCCACCACCACCAGACGCCTGCCAGAACA
Cre02.g081176 GGAGGCGGAGGTATGCGCGCGCACGTTTTAAG GGTTCCACCACCACCTGCCGACGACGGCGCCAC Cre02.g081200 GGAGGCGGAGGTATGCCGTTTGGCCAGGT GGTTCCACCACCACCCTGAGAACCGCCTTGCC
Cre02.g081250 GGAGGCGGAGGTATGCAGCTCCTTGCAGTG GGTTCCACCACCACCCTTGCGCTTCTGGGCG Cre02.g081300 GGAGGCGGAGGTATGCACGCGCTGCCCCGG GGTTCCACCACCACCTGCCGAGCCCGACGCCGCGATG
Cre02.g081350 GGAGGCGGAGGTATGGAGCAGAGCCATTCAGC GGTTCCACCACCACCCTGGATCGGGTGGGGC Cre02.g081400 GGAGGCGGAGGTATGAGCCCCTCCATCTGCC GGTTCCACCACCACCTTCCAGGTTAGGGTCAGCGAAA
Cre02.g081450 GGAGGCGGAGGTATGCGGTGCGCGACTG GGTTCCACCACCACCGTCCTTGCCCACATCAGTG Cre02.g081550 GGAGGCGGAGGTATGAGCGGTCAAACTCAACGT GGTTCCACCACCACCCCGGTGCTCCGCCATGGC
Cre02.g081600 GGAGGCGGAGGTATGGCGCTACCGCGCGTG GGTTCCACCACCACCCACCATGGGCTTGAAGGGC Cre02.g081650 GGAGGCGGAGGTATGCGCTGGCGGGAGA GGTTCCACCACCACCTCAATAGATCTTATCATACCGCGC
Cre02.g081750 GGAGGCGGAGGTATGAACCCTCAGGGCATACTA GGTTCCACCACCACCCATGCCACGACCCGCA Cre02.g081850 GGAGGCGGAGGTATGACTCGGCCGTCACC GGTTCCACCACCACCCTGATCTTCCTCGCCTTCATC
Cre02.g081900 GGAGGCGGAGGTATGCCGCAGCGCGCATGG GGTTCCACCACCACCCCGCAGCAGCTCCTGTGC Cre02.g081950 GGAGGCGGAGGTATGGGTATCCTTTCATGCCTGT GGTTCCACCACCACCGGTGGTGTTGAGCAGCTGG
Cre02.g081950 GGAGGCGGAGGTATGGGTATCCTTTCATGCCTG GGTTCCACCACCACCGGTGGTGTTGAGCAGCTG Cre02.g082000 GGAGGCGGAGGTATGCGTGCGGGCGCTAAG GGTTCCACCACCACCCTTAGCCTTAGCCTTGCCTTTT
Cre02.g082050 GGAGGCGGAGGTATGTCGAGTTTGGCTGCTG GGTTCCACCACCACCTCACATCGGCGCGCAC Cre02.g082100 GGAGGCGGAGGTATGTCCTCCTCGTCGTCAG GGTTCCACCACCACCCGACCTGATTGCACGTGT
Cre02.g082150 GGAGGCGGAGGTATGTCGACTGGATGTGGCAG GGTTCCACCACCACCTCACCGGGAGGGGGGC Cre02.g082200 GGAGGCGGAGGTATGTCGTCTGGATGTGGCA GGTTCCACCACCACCCACAAACTTGGCGCCCT
Cre02.g082250 GGAGGCGGAGGTATGGCCATCCGCCAGC GGTTCCACCACCACCCACAAACTTGGCGCCCT Cre02.g082300 GGAGGCGGAGGTATGGCCGTCGACGTCG GGTTCCACCACCACCCTTGGGTGCCGCATTGA
Cre02.g082350 GGAGGCGGAGGTATGTCCTCCCGCATTGCG GGTTCCACCACCACCCTACTGCGCCTGCTGC Cre02.g082400 GGAGGCGGAGGTATGCCACCAGCATCGGA GGTTCCACCACCACCCTACTGCCGCAGCCGC
Cre02.g082450 GGAGGCGGAGGTATGAGCACCTACAAGGGGTTC GGTTCCACCACCACCGAACAGGCGCAGCTCCAG Cre02.g082500 GGAGGCGGAGGTATGGCCATCTCTGCTCGC GGTTCCACCACCACCGTTGGAGCGCAGGGTG
Cre02.g082550 GGAGGCGGAGGTATGCTCGCGAGCACTTACA GGTTCCACCACCACCAGCCGTCACCAGGCGG Cre02.g082576 GGAGGCGGAGGTATGTCTGCCCTGGACTTTGG GGTTCCACCACCACCCGGCGAGGGAGACGGG
Cre02.g082600 GGAGGCGGAGGTATGAGGTCGCGGTCCC GGTTCCACCACCACCTCAATCGTCGCGGCCG Cre02.g082651 GGAGGCGGAGGTATGCCAGGCGAAATATCTGC GGTTCCACCACCACCCTACCCGCGGCCAAGC
Cre02.g082700 GGAGGCGGAGGTATGTCGGGCAGCCAGGG GGTTCCACCACCACCTTACTCCGCCGCCGCC Cre02.g082800 GGAGGCGGAGGTATGTCTCTGCGCACTTACAG GGTTCCACCACCACCACGTTTCTTCATCCTGTTGGT
Cre02.g082825 GGAGGCGGAGGTATGGCCGGCAAGGGGC GGTTCCACCACCACCATGCTTCTTGGCGGGCG Cre02.g082877 GGAGGCGGAGGTATGGTTGCCAAAAACTGCAAGG GGTTCCACCACCACCACGTTTCTTCATCCTGTTGGTG
Cre02.g082900 GGAGGCGGAGGTATGGATGCTGACGTGGGAAG GGTTCCACCACCACCCACCAACCACAGCCAGCC Cre02.g082950 GGAGGCGGAGGTATGGATACGCAGGGCGTTTTA GGTTCCACCACCACCTCGGCGGTGTCTATGCCG
Cre02.g083000 GGAGGCGGAGGTATGAGCGGCCACGAGCC GGTTCCACCACCACCGCCCGACGTCACCGCC Cre02.g083050 GGAGGCGGAGGTATGGCCTTCCCCTTGCA GGTTCCACCACCACCCAAGCCACCCACTCCGG
Cre02.g083065 GGAGGCGGAGGTATGCACAAAGTGGGAGTGAGC GGTTCCACCACCACCTCAGCCCACCACGCGC Cre02.g083100 GGAGGCGGAGGTATGCTGACCATTCCAAACCTAT GGTTCCACCACCACCTTAGCGCGTTTGCTGGAC
Cre02.g083259 GGAGGCGGAGGTATGCCCCAAACTCAGAGCT GGTTCCACCACCACCCCTGGCGAATGCACGAA Cre02.g083273 GGAGGCGGAGGTATGACAGGAGCTTGCGACG GGTTCCACCACCACCCACGCCATGACTTACTGCT
Cre02.g083350 GGAGGCGGAGGTATGTCTCTGCGCACTTACAGC GGTTCCACCACCACCACGTTTCTTCATCCTGTTGGTG Cre02.g083354 GGAGGCGGAGGTATGGCCCTCGCAGCAT GGTTCCACCACCACCCCCCCGGGTTGAGTCC
Cre02.g083400 GGAGGCGGAGGTATGGCGGCTACTACGGC GGTTCCACCACCACCCCGCCCTGTCAGCCAC Cre02.g083450 GGAGGCGGAGGTATGCGGGGCAGTTTGGT GGTTCCACCACCACCACGGAACGACCAGCTCC
Cre02.g083500 GGAGGCGGAGGTATGGGCGCCACGGCTGAG GGTTCCACCACCACCGGACGAGGTGGCCGAGGACTTG Cre02.g083550 GGAGGCGGAGGTATGCTCCAACGCAAGTTTCATG GGTTCCACCACCACCACGCACGAAGTACGTGCC
Cre02.g083600 GGAGGCGGAGGTATGGCTCCCAAGAAGGAGAAG GGTTCCACCACCACCCTTCTTCGCGGACGCCGT Cre02.g083650 GGAGGCGGAGGTATGGCTCGCCTTCACATCC GGTTCCACCACCACCGAAGTTGGAGGGCTGGTAGG
Cre02.g083800 GGAGGCGGAGGTATGGCGACCAGCAACGGCAAC GGTTCCACCACCACCGTTGGCCAGGAATGGCCC Cre02.g083850 GGAGGCGGAGGTATGCACATCGTTGCGACT GGTTCCACCACCACCGTAGTGCACCACCTGCTC
Cre02.g083935 GGAGGCGGAGGTATGCCCAAAGTCCGCGA GGTTCCACCACCACCCAAGCACCGCCTCCATG Cre02.g083950 GGAGGCGGAGGTATGATGCTTGTGCGGCAG GGTTCCACCACCACCGGCGATGGCGAAGGCG
Cre02.g084000 GGAGGCGGAGGTATGCTGGCTACTCCCCG GGTTCCACCACCACCCTTGACGCTGCGAGCG Cre02.g084050 GGAGGCGGAGGTATGGGGAGCGAAGACAAGGA GGTTCCACCACCACCCAAGTCCTGCTTGGCGCTA
Cre02.g084100 GGAGGCGGAGGTATGGCTCCGTCAGGGCG GGTTCCACCACCACCCTAGCGCATGCGGCCG Cre02.g084200 GGAGGCGGAGGTATGTCTTCAACTACAGCTGCTC GGTTCCACCACCACCCTACCAGCGCATGTTGCC
Cre02.g084250 GGAGGCGGAGGTATGCTAGGTCTTTGGCCTCA GGTTCCACCACCACCTCATGAGGCCCCGCCC Cre02.g084300 GGAGGCGGAGGTATGAGGTGCCTAGAGTCTTCAC GGTTCCACCACCACCTCGGCCCTTGGTTGCCAC
Cre02.g084350 GGAGGCGGAGGTATGGCGCTGGCGGCATCG GGTTCCACCACCACCCACGAACAGGTCCACGATGG Cre02.g084400 GGAGGCGGAGGTATGCGTTTCGTCGCCCTC GGTTCCACCACCACCAAGCTCCGGCGACATGTC
Cre02.g084450 GGAGGCGGAGGTATGCGTCTTCTATCAACGCTCC GGTTCCACCACCACCGAGCTCCGGCGACATGTC Cre02.g084500 GGAGGCGGAGGTATGTACTTCTCCGAGCTTGATC GGTTCCACCACCACCTCATGTCGCGGCGGTT
Cre02.g084550 GGAGGCGGAGGTATGCTAGCGCGCAGCG GGTTCCACCACCACCTCACGCAAGTTCCTTTGCA Cre02.g084650 GGAGGCGGAGGTATGTTGATGGGCCTGGGGG GGTTCCACCACCACCCTCGGGCGTGGAGCCG
Cre02.g084700 GGAGGCGGAGGTATGCAGCAGCGCCCGC GGTTCCACCACCACCCTGGTTCTTGCGCGCCG Cre02.g084750 GGAGGCGGAGGTATGTCTGAACAGGCGCCTA GGTTCCACCACCACCTTAGTAGGGCGCCGCG
Cre02.g084800 GGAGGCGGAGGTATGTCGAAGAGGGGTGGTG GGTTCCACCACCACCGATCCAGTCTCCCTCCTGCAG Cre02.g084850 GGAGGCGGAGGTATGGGCGGGCAGCAAG GGTTCCACCACCACCCACTCCGCCCAGCAGC
Cre02.g084873 GGAGGCGGAGGTATGAACCACCGGCAGTTTTTA GGTTCCACCACCACCTCAGCCTGCGCGCTTG Cre02.g084900 GGAGGCGGAGGTATGGACGTGCAATTCCAAATCC GGTTCCACCACCACCCGCGCACCGGTACTTATGC
Cre02.g084950 GGAGGCGGAGGTATGGCACATCGCACGCTT GGTTCCACCACCACCAGGCGCCATCTGGTTCTG Cre02.g085000 GGAGGCGGAGGTATGGCGGAAGAGTTGCTCATC GGTTCCACCACCACCCGACCTCCCGCGGATCGC
Cre02.g085000 GGAGGCGGAGGTATGGCGGAAGAGTTGCTCA GGTTCCACCACCACCCGACCTCCCGCGGATC Cre02.g085050 GGAGGCGGAGGTATGTCAGTCACCACTCGTGTTA GGTTCCACCACCACCCAGCTGCAGCCCTAGCAG
Cre02.g085050 GGAGGCGGAGGTATGTCAGTCACCACTCGTGT GGTTCCACCACCACCCAGCTGCAGCCCTAGCA Cre02.g085100 GGAGGCGGAGGTATGAGCTTCACTGCGCG GGTTCCACCACCACCCTAGGCCGCCAGACGC
Cre02.g085150 GGAGGCGGAGGTATGGCCCGGCTCGAGGCG GGTTCCACCACCACCGCGGGCATGCGCAGATCC Cre02.g085200 GGAGGCGGAGGTATGGACCTGGCTGGGCCC GGTTCCACCACCACCGTCGCCGATGGGGTCCAG
Cre02.g085257 GGAGGCGGAGGTATGGATTATGGAGGCGCCCT GGTTCCACCACCACCCTCGCCAAGCTCGCGCTTC Cre02.g085279 GGAGGCGGAGGTATGTATGTTGGAAAACGCGGA GGTTCCACCACCACCCCCGTTGTCTAGGATGCTG
Cre02.g085300 GGAGGCGGAGGTATGTCCGTCAAGGGCTCC GGTTCCACCACCACCCACCGTGAAGTGAGTGATGC Cre02.g085326 GGAGGCGGAGGTATGGTGGACAAGGTCCAGA GGTTCCACCACCACCTTAGCCCGCAAAGCCG
Cre02.g085350 GGAGGCGGAGGTATGCGCGAGCTGAAAACG GGTTCCACCACCACCCTGCACGGGGTGTACGC Cre02.g085400 GGAGGCGGAGGTATGGACGCTGCAGTCGT GGTTCCACCACCACCTGCTACTGCAACACAACGA
Cre02.g085450 GGAGGCGGAGGTATGGCACTGCAAGCCTCAA GGTTCCACCACCACCCACCCAGACGCGGGGGTT Cre02.g085500 GGAGGCGGAGGTATGCTGCTGCTGTCCAAC GGTTCCACCACCACCCAGCAGGATGCAGCGG
Cre02.g085550 GGAGGCGGAGGTATGCAGCAGCCTCGGC GGTTCCACCACCACCCGAGGCCCGCTGCTTC Cre02.g085600 GGAGGCGGAGGTATGGCCGCGGTTACCA GGTTCCACCACCACCATGACGCTTCCCGTCCG
Cre02.g085650 GGAGGCGGAGGTATGCGGTTCATCGACATCGG GGTTCCACCACCACCCGCCGTAGGAAAGAACATTCG Cre02.g085701 GGAGGCGGAGGTATGGAGACCGCGCGCGAAG GGTTCCACCACCACCCACCACCATCTGCCATCGC
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Cre02.g085701 GGAGGCGGAGGTATGGAGACCGCGCGCG GGTTCCACCACCACCCACCACCATCTGCCATCGC Cre02.g085750 GGAGGCGGAGGTATGCGAGGCACAGTGGTG GGTTCCACCACCACCGGGCCAGGGCGCATCC
Cre02.g085850 GGAGGCGGAGGTATGGGCAAGTTACCCGGC GGTTCCACCACCACCTTGCTCCGTCCTGCCCGC Cre02.g085850 GGAGGCGGAGGTATGGGCAAGTTACCCGGC GGTTCCACCACCACCTTGCTCCGTCCTGCCC
Cre02.g085900 GGAGGCGGAGGTATGCATGCCATTAGCTCGCG GGTTCCACCACCACCCCGGTCCATCTGGGCGCC Cre02.g085950 GGAGGCGGAGGTATGTCCGACGAGAACGCAAAG GGTTCCACCACCACCGAACCGGCCACGGCCG
Cre02.g086000 GGAGGCGGAGGTATGTCGACCATTCGCAAAAACA GGTTCCACCACCACCTGTCTTGGCCACCCATTTGC Cre02.g086050 GGAGGCGGAGGTATGGAAACAGATAGTAAACCAGGGA GGTTCCACCACCACCTTCCCCCATGCCGTCATC
Cre02.g086076 GGAGGCGGAGGTATGTGGCGTGCGTTGATG GGTTCCACCACCACCACCTGCAGGGCTGGCC Cre02.g086100 GGAGGCGGAGGTATGCTGCACCACAGACAAG GGTTCCACCACCACCCTTGTTCTCCTCCAGCCAC
Cre02.g086150 GGAGGCGGAGGTATGAGCAACTCTTCGCAAGTA GGTTCCACCACCACCCTCCAGCGACCACGCC Cre02.g086250 GGAGGCGGAGGTATGGCCTTTCATCGAGCG GGTTCCACCACCACCCAGCCCGTACGACGTTG
Cre02.g086300 GGAGGCGGAGGTATGGCGCTTACACCTGCTG GGTTCCACCACCACCGAACGGGCCGCCCAGG Cre02.g086326 GGAGGCGGAGGTATGCAGCTGCGGAAGCA GGTTCCACCACCACCTTCGCGCGCGACACCA
Cre02.g086350 GGAGGCGGAGGTATGTTGCGTCAGCAGGTC GGTTCCACCACCACCCATACTGAGCTGTGCAATGC Cre02.g086400 GGAGGCGGAGGTATGGAAGCTTTACCGGAGGGC GGTTCCACCACCACCCCCAGCGGCAACGGCC
Cre02.g086428 GGAGGCGGAGGTATGTCGTATGGAAAACCCGCG GGTTCCACCACCACCCTGCTGCCTGCCCCCG Cre02.g086456 GGAGGCGGAGGTATGGCAGACCTGGCGTACT GGTTCCACCACCACCGCCTGCGCGTTTGCGC
Cre02.g086500 GGAGGCGGAGGTATGCAAAAGCTTGTGTGCTCG GGTTCCACCACCACCCCGAAATAGGGCTGACAAGAGG Cre02.g086550 GGAGGCGGAGGTATGCATCGAACCCTTCCTTCC GGTTCCACCACCACCTGCCACCGCTGGGCTG
Cre02.g086600 GGAGGCGGAGGTATGCATACCATAACGCGTCA GGTTCCACCACCACCCTACCGCTGCTGCCCC Cre02.g086650 GGAGGCGGAGGTATGTACATTCAACAGCTTGACA GGTTCCACCACCACCTCACCGGTTGGCATCG
Cre02.g086700 GGAGGCGGAGGTATGGCCGATATCCTCAACGA GGTTCCACCACCACCCTACGACTGCGCCGGC Cre02.g086750 GGAGGCGGAGGTATGGCGGCAATCAGTAGCAAT GGTTCCACCACCACCCCCGCTTGCCGTCTTCTT
Cre02.g086800 GGAGGCGGAGGTATGCCGCTCACTGGGTCG GGTTCCACCACCACCGTTCTGGTCCTGCGCCTC Cre02.g086850 GGAGGCGGAGGTATGGCACTGCTACAACCCA GGTTCCACCACCACCCTGCTGCTTCACCGCG
Cre02.g087050 GGAGGCGGAGGTATGGCCAGCAACTTGAGC GGTTCCACCACCACCCTTGGCATTCTTCATCGCATT Cre02.g087100 GGAGGCGGAGGTATGCAGCGATATGCTTGCG GGTTCCACCACCACCGCTGCTGCTCTTGGAAGC
Cre02.g087150 GGAGGCGGAGGTATGTCAACCACATGCATTCAAGC GGTTCCACCACCACCATCCAGGAGGCCGTTCGT Cre02.g087250 GGAGGCGGAGGTATGCGCACAATGCTAGTCG GGTTCCACCACCACCAACGCCGGGCAGCTTG
Cre02.g087300 GGAGGCGGAGGTATGGCAAGTGCGTCTGCC GGTTCCACCACCACCATACCCGACTGACTTGTTCGC Cre02.g087324 GGAGGCGGAGGTATGGAGATCGCCCCGGAC GGTTCCACCACCACCTCGCATGGCCGCAGCC
Cre02.g087350 GGAGGCGGAGGTATGGGCTCATGTCTTTCGTC GGTTCCACCACCACCTCCCGCCCAGCCGTAA Cre02.g087400 GGAGGCGGAGGTATGGGCATCTTCTCCTGCTTC GGTTCCACCACCACCAATGACCAGGCCGCTCTTC
Cre02.g087450 GGAGGCGGAGGTATGGGTGTCAGTGCTCTAGG GGTTCCACCACCACCCTCAGGCTGCTTGCCCA Cre02.g087500 GGAGGCGGAGGTATGTTTGCGTGCTTCGGG GGTTCCACCACCACCAACTACCGCTGCAGATGAC
Cre02.g087551 GGAGGCGGAGGTATGACGCCCAACGAGCA GGTTCCACCACCACCCAGCAGACTGTCTGCTATGTC Cre02.g087600 GGAGGCGGAGGTATGGAGCAACTTCACACAGAG GGTTCCACCACCACCTTACTGCGGCACGCCC
Cre02.g087633 GGAGGCGGAGGTATGTCGCGGGCACGGCCG GGTTCCACCACCACCCGCTGGCCCTGGCCCCTG Cre02.g087666 GGAGGCGGAGGTATGGCCTGCTGTTGCAG GGTTCCACCACCACCGAGAAATCCCAAGCACAGTGC
Cre02.g087700 GGAGGCGGAGGTATGCAGAGCGCTCGGGTTTC GGTTCCACCACCACCGTCCAGAGTAACGGGCGC Cre02.g087750 GGAGGCGGAGGTATGGCAAGCGGAGTCACTC GGTTCCACCACCACCTCTGGAACCCGCCGGC
Cre02.g087850 GGAGGCGGAGGTATGGGAGTCCTACGGCATGTC GGTTCCACCACCACCGCACTGCCCTGCTTTAAGG Cre02.g087900 GGAGGCGGAGGTATGTACGCGCTGCTGCTAG GGTTCCACCACCACCCACCGAGAACATGCGATTAAGC
Cre02.g087950 GGAGGCGGAGGTATGGCCGCCCTACACGCC GGTTCCACCACCACCCTTGATGGAGGCGCCGAC Cre02.g087950 GGAGGCGGAGGTATGGCCGCCCTACACG GGTTCCACCACCACCCTTGATGGAGGCGCCG
Cre02.g088000 GGAGGCGGAGGTATGGCAGCACCGAACCCATC GGTTCCACCACCACCGAAGGGCCAGAACCAGGC Cre02.g088100 GGAGGCGGAGGTATGGTGCGCTTTCACTGG GGTTCCACCACCACCTACCCCGCCCACATCC
Cre02.g088151 GGAGGCGGAGGTATGCCTTTTTGCGATGTGC GGTTCCACCACCACCACCACCGGTGACATCCG Cre02.g088200 GGAGGCGGAGGTATGAACCGTTGGAACCTTCTTG GGTTCCACCACCACCCAGCTCGTCCTTGTCGGAC
Cre02.g088250 GGAGGCGGAGGTATGCCACGCAACTTGGCG GGTTCCACCACCACCCGGCGCCACATTGCCCAT Cre02.g088300 GGAGGCGGAGGTATGGAAGGACAGGGTGTGGA GGTTCCACCACCACCTTACCGTCGCGCCGCA
Cre02.g088350 GGAGGCGGAGGTATGTCGACTGCGGCACC GGTTCCACCACCACCCTAGGCACCGGTGGGC Cre02.g088400 GGAGGCGGAGGTATGGAGCCAGAGGCTTCG GGTTCCACCACCACCCGCCTTGGGCTGCTCTGG
Cre02.g088500 GGAGGCGGAGGTATGACTCAGCGCTGCTCC GGTTCCACCACCACCCAGGCCGCCGTCTTCGTC Cre02.g088551 GGAGGCGGAGGTATGGACCCCGCCACGC GGTTCCACCACCACCTCAGAGTGCCGCCGCT
Cre02.g088600 GGAGGCGGAGGTATGTTGGGCCAGCTCTTTAAC GGTTCCACCACCACCGCTGGTGTACAGCACGTC Cre02.g088650 GGAGGCGGAGGTATGACGATCCAGGGGCCCG GGTTCCACCACCACCTCAATGCCGGCGCGCC
Cre02.g088651 GGAGGCGGAGGTATGCACTTTGCCGCACCG GGTTCCACCACCACCCAGCGAGCCGTGGCCG Cre02.g088700 GGAGGCGGAGGTATGTTTAAACGTACAGACTGGATGC GGTTCCACCACCACCCGCCGTCCGGGGCTTCTTC
Cre02.g088800 GGAGGCGGAGGTATGGCTGACGATGACGAGT GGTTCCACCACCACCCCTCTTTTGCCGCTTAGGG Cre02.g088850 GGAGGCGGAGGTATGGCCGCCCTTCAGAGC GGTTCCACCACCACCCCACGAGGCTTTGCCCTC
Cre02.g088900 GGAGGCGGAGGTATGGCCATGATGTCCCTGC GGTTCCACCACCACCCTCCGCCTTGCCCTTAGT Cre02.g088950 GGAGGCGGAGGTATGGAGGCCATGCTGCG GGTTCCACCACCACCTCAATCCAGCTCTTCAATTAGAGG
Cre02.g089000 GGAGGCGGAGGTATGAGCGCCGCGAAGG GGTTCCACCACCACCGCGACGGCTGGCGTCA Cre02.g089050 GGAGGCGGAGGTATGACGGACAACCCCCCAAA GGTTCCACCACCACCCGACGCGCCGGCATCC
Cre02.g089100 GGAGGCGGAGGTATGGTGGTGCTAGCTGCTTC GGTTCCACCACCACCCACCACGCTGTACTCCGC Cre02.g089150 GGAGGCGGAGGTATGCAAGAGCAAGGCGGG GGTTCCACCACCACCCTCGTCGCCGCCCTGGTC
Cre02.g089200 GGAGGCGGAGGTATGGCGACCATCCAGCTCA GGTTCCACCACCACCCATCAGGTTCCCGATGCACC Cre02.g089311 GGAGGCGGAGGTATGTTCGCGTGCCTCCTA GGTTCCACCACCACCGATCTGGTGCGCTGCG
Cre02.g089400 GGAGGCGGAGGTATGCGGCCCGGTCTCC GGTTCCACCACCACCCAGCAGTAGGCGGCGA Cre02.g089450 GGAGGCGGAGGTATGCAGTTGCACGCGC GGTTCCACCACCACCCGGAGCAGGCGAGGTG
Cre02.g089500 GGAGGCGGAGGTATGGCGCGCACAATAGC GGTTCCACCACCACCAGCCTTGGGGCTAGGAGC Cre02.g089550 GGAGGCGGAGGTATGGTGGCGCGCTCAACACTAT GGTTCCACCACCACCCGGCGCCGGGGAAGGTGCAG
Cre02.g089600 GGAGGCGGAGGTATGTTGGCATTAGTCAGTGGC GGTTCCACCACCACCTCACATGAAGTACTTCTTGCTGA Cre02.g089700 GGAGGCGGAGGTATGACAGGCCGCAACCG GGTTCCACCACCACCGCACTCTGCCAGGTTTATGG
Cre02.g089750 GGAGGCGGAGGTATGGGCAACTGCAAGAGCA GGTTCCACCACCACCGCCCAGCTCCCCAGCC Cre02.g089800 GGAGGCGGAGGTATGAAGAATTCGCAAGAATCCCTA GGTTCCACCACCACCTCACCGCCCCGACAAG
Cre02.g089850 GGAGGCGGAGGTATGCACGTTTCCAACGATACGA GGTTCCACCACCACCGTCATCCTCATCATCATCCTCA Cre02.g089900 GGAGGCGGAGGTATGGCTTACGGGGGCTGG GGTTCCACCACCACCCACCTGGCTGGCCATCTG
Cre02.g089950 GGAGGCGGAGGTATGGACGCGGTAGATAGAGGAG GGTTCCACCACCACCCACGTATGCCGCCCCGCTG Cre02.g090050 GGAGGCGGAGGTATGGCGGTTCTCACAGCCG GGTTCCACCACCACCCGCAGGCTCCGCAGCC
Cre02.g090100 GGAGGCGGAGGTATGGACTTATTCTTATTTGCAATAGGC GGTTCCACCACCACCCTGCGTCTTCTTGCTGCCA Cre02.g090150 GGAGGCGGAGGTATGTCGGACGAAAGCCAGGAA GGTTCCACCACCACCGCTATTGCCCCTGCTCATGG
Cre02.g090200 GGAGGCGGAGGTATGATACAGGCCCAAACAAGAG GGTTCCACCACCACCCTACGCACACACCCACAC Cre02.g090276 GGAGGCGGAGGTATGCAATTACAAAGCAGACCAAA GGTTCCACCACCACCTCACAGCTTCCGCCCA
Cre02.g090350 GGAGGCGGAGGTATGTCCACTGGCGACCTA GGTTCCACCACCACCGCGCCTGCGAATGCTC Cre02.g090400 GGAGGCGGAGGTATGGCTAAAGGCATTGCACA GGTTCCACCACCACCCCCGAGCGTGAACGTG
Cre02.g090451 GGAGGCGGAGGTATGTTTTCTTTCTTCACAAACAGA GGTTCCACCACCACCCTAATCGTCGTCCAGCTCA Cre02.g090500 GGAGGCGGAGGTATGACCACTGAAACTCCTATTGAA GGTTCCACCACCACCTCACGACTGCCGCACG
Cre02.g090526 GGAGGCGGAGGTATGACCGTTGACGAGCGG GGTTCCACCACCACCCGAGACCGATGTCTGGCC Cre02.g090550 GGAGGCGGAGGTATGACACCAATTGCAATTACGC GGTTCCACCACCACCCTACCCCAGCCGCACA
Cre02.g090650 GGAGGCGGAGGTATGTCTGTCGCCTCGCT GGTTCCACCACCACCCAGCTCCGTATGCGCAT Cre02.g090689 GGAGGCGGAGGTATGACGCTGTTCGCGG GGTTCCACCACCACCCAGCTCCGAGCCCACA
Cre02.g090750 GGAGGCGGAGGTATGGCTGACGAGGGCC GGTTCCACCACCACCGTGCATGAAGATGGCACGC Cre02.g090850 GGAGGCGGAGGTATGCTACAGCAAGGACCCATG GGTTCCACCACCACCTGCCTGCTGCCGCCAGTT
Cre02.g090900 GGAGGCGGAGGTATGACCAGCGAACAGGCC GGTTCCACCACCACCCTAAAGCTCCGGCGGC Cre02.g091000 GGAGGCGGAGGTATGGGCGCTCGGATGG GGTTCCACCACCACCCTCCACTTTGGCATGCCC
Cre02.g091050 GGAGGCGGAGGTATGCAGATGATGCAGCGC GGTTCCACCACCACCCTTCTCGCCCGCCAGC Cre02.g091100 GGAGGCGGAGGTATGGGGCTCGGCCCAT GGTTCCACCACCACCTTAGCGGAAGCGGCGC
Cre02.g091150 GGAGGCGGAGGTATGTATAATCAACCCGGATATGGGG GGTTCCACCACCACCCTTGGCCAGCACGGCCTT Cre02.g091193 GGAGGCGGAGGTATGAGATACTTGCTACAGGCTACT GGTTCCACCACCACCTCAAACGCGGAACCCAAT
Cre02.g091200 GGAGGCGGAGGTATGGCGGCCGAGTCAGCCTC GGTTCCACCACCACCCACGTGCACACCAGCAGG Cre02.g091226 GGAGGCGGAGGTATGTCTTGGCCCTCGCT GGTTCCACCACCACCAGTCTCCGCAGCAGCG
Cre02.g091250 GGAGGCGGAGGTATGCAATGGCGAACTAGGCGAA GGTTCCACCACCACCCAGCTGCTGCGCCTGATC Cre02.g091300 GGAGGCGGAGGTATGACAGCACGCGCTGTAAA GGTTCCACCACCACCCAGCTGCTGCGCCTGATC
Cre02.g091350 GGAGGCGGAGGTATGACAGCACGCGCTG GGTTCCACCACCACCCAGCTGCTGCACCTGATC Cre02.g091400 GGAGGCGGAGGTATGCTCGTGACATGTCTAGGA GGTTCCACCACCACCGTTGCGCTCGTGCCTAG
Cre02.g091450 GGAGGCGGAGGTATGCAGCGGACGCTTC GGTTCCACCACCACCAACATAGTCCCGCGTCACC Cre02.g091550 GGAGGCGGAGGTATGCTGCTGTCACGTCTCG GGTTCCACCACCACCTTCGAAAACGGCGTCAAAGC
Cre02.g091567 GGAGGCGGAGGTATGGGCGGGAAGGGGA GGTTCCACCACCACCCCACCCCACCCCACCC Cre02.g091600 GGAGGCGGAGGTATGGACGGGACCTTGACAGTA GGTTCCACCACCACCTCAGGGCGCGATGGCG
Cre02.g091700 GGAGGCGGAGGTATGTCTGGCGGGGCGCCTC GGTTCCACCACCACCGAGCCCCAGCAGGCCCAG Cre02.g091750 GGAGGCGGAGGTATGGTGAATCAGCTCAGCTCTA GGTTCCACCACCACCTTGCGCCTTCTCCTGTGATG
Cre02.g091850 GGAGGCGGAGGTATGCAGCCTGCTCTGGTG GGTTCCACCACCACCCTCCCCGGTGTAGGCGGG Cre02.g091900 GGAGGCGGAGGTATGGCATCGGACAGCGG GGTTCCACCACCACCGTGCACACGCCCTGAG
Cre02.g091950 GGAGGCGGAGGTATGGCTAGCTGGCTTGCG GGTTCCACCACCACCCGCGGAAGGTGTCCAGA Cre02.g092000 GGAGGCGGAGGTATGGCTGCTCCCGCACCTC GGTTCCACCACCACCGAGGCGTGCCCAGCCGTTG
Cre02.g092050 GGAGGCGGAGGTATGACGCTGCCGGGAATTG GGTTCCACCACCACCCTCTTCCGGGTCCTTGGC Cre02.g092076 GGAGGCGGAGGTATGCTTCACGACGTGACAGAC GGTTCCACCACCACCGCGGCGCTCCCTAGCC
Cre02.g092100 GGAGGCGGAGGTATGCTCGTAGCCGGAACA GGTTCCACCACCACCCTTCTCCGTCTTCTGCTTCTT Cre02.g092150 GGAGGCGGAGGTATGTCGGGGTTCGGCG GGTTCCACCACCACCCGGCTTGTACTGCGCC
Cre02.g092200 GGAGGCGGAGGTATGCGGACTTCAGTACAAAAGTGT GGTTCCACCACCACCTCAGCGCACACGCCGG Cre02.g092250 GGAGGCGGAGGTATGGCCATTGCCACTGAGGAA GGTTCCACCACCACCCCGCTTCCCAGCTCTGCC
Cre02.g092284 GGAGGCGGAGGTATGCAGCAGAATGGGACGTTC GGTTCCACCACCACCCGACACAGGGTCTCCAGGATAT Cre02.g092350 GGAGGCGGAGGTATGGACCTCCCTCCGGAG GGTTCCACCACCACCCAGCTTGCGGCGCGTGTAG
Cre02.g092400 GGAGGCGGAGGTATGGAGAGAGTCTCCTCGCC GGTTCCACCACCACCCGCTTGTTTCGGCCCGCTC Cre02.g092451 GGAGGCGGAGGTATGCCCCGAGCTGGCA GGTTCCACCACCACCATTGTTGCTTGCAGCGGC
Cre02.g092500 GGAGGCGGAGGTATGACACAGCCGTTTCCAACT GGTTCCACCACCACCTCGGTCCTGCGTCGCG Cre02.g092550 GGAGGCGGAGGTATGGACGCAAATACCATGCAGT GGTTCCACCACCACCCATCCACCCCAGCCACCG
Cre02.g092600 GGAGGCGGAGGTATGCTGAGGAAGCAGATTGGT GGTTCCACCACCACCTCAGGCCCACTCGCGG Cre02.g092650 GGAGGCGGAGGTATGGGAAACTGCTGCTGC GGTTCCACCACCACCATTCTGCCAGTCTGCTGC
Cre02.g092700 GGAGGCGGAGGTATGCCGCAGACGCCTC GGTTCCACCACCACCTCAGCTCCTAATCTTCATCTTCTC Cre02.g092800 GGAGGCGGAGGTATGGCATCAACCAGCGG GGTTCCACCACCACCCGTATCACCCTTGCTCTGC
Cre02.g092850 GGAGGCGGAGGTATGGCCAAGGCAACTACAAT GGTTCCACCACCACCCTATCCTCCGCGGGCC Cre02.g092900 GGAGGCGGAGGTATGTCCGTTGCTTCTGCTCATC GGTTCCACCACCACCCTCCCACTCAATTGTGCCCG
Cre02.g092926 GGAGGCGGAGGTATGAACAAGGCGGTGGCA GGTTCCACCACCACCGCGAGGCAGGTGCAGC Cre02.g092950 GGAGGCGGAGGTATGCGGCTGCCTCGCT GGTTCCACCACCACCAAGCTCTGTGTGGTCATTGCC
Cre02.g093017 GGAGGCGGAGGTATGTTAGGAGCAGAACCGGA GGTTCCACCACCACCGGGGGCCTGCACAGGT Cre02.g093084 GGAGGCGGAGGTATGGCAACAAAGTGCTCCA GGTTCCACCACCACCTTATGAGCCCCCGCCG
Cre02.g093150 GGAGGCGGAGGTATGCGCAGCCTTGCAG GGTTCCACCACCACCCTGTTGATTGGGCGCGT Cre02.g093202 GGAGGCGGAGGTATGGCGGACCTCCATCTC GGTTCCACCACCACCGGGGCCGGTGATGAACG
Cre02.g093300 GGAGGCGGAGGTATGGCTAGCAATACAGCCTGG GGTTCCACCACCACCCTACCGGCGCTCCCGC Cre02.g093350 GGAGGCGGAGGTATGGCCTCGCCCCCTC GGTTCCACCACCACCCCAGATGCTCTTCAGGGACA
Cre02.g093401 GGAGGCGGAGGTATGGACTCGAGCAGTGCT GGTTCCACCACCACCCCAGTCCACTCCCCGG Cre02.g093450 GGAGGCGGAGGTATGGCCAGTCCGCTTGCG GGTTCCACCACCACCCTGAGCCGCGCCGTTGCC
Cre02.g093500 GGAGGCGGAGGTATGTCGCACTCATTTACAGGTCT GGTTCCACCACCACCCACGACCTCCACCACCGC Cre02.g093600 GGAGGCGGAGGTATGGCGTCGCTGTACGA GGTTCCACCACCACCGTGACGAGGCGTTACAAACA
Cre02.g093650 GGAGGCGGAGGTATGGCCCTCTCCGCTCGC GGTTCCACCACCACCCACATTGACCTCAATGTCGCC Cre02.g093700 GGAGGCGGAGGTATGTCGCGAGCACGGGCC GGTTCCACCACCACCCCTACCAGACTGCTCCTGCCTA
Cre02.g093700 GGAGGCGGAGGTATGTCGCGAGCACGGG GGTTCCACCACCACCCCTACCAGACTGCTCCTGC Cre02.g093750 GGAGGCGGAGGTATGGCGCCTGCCGTGGTC GGTTCCACCACCACCCTCATCGTCGTCATCGCCC
Cre02.g093800 GGAGGCGGAGGTATGGAGAAGCTACGCGCC GGTTCCACCACCACCTCCGCCGCACCTACCACC Cre02.g093950 GGAGGCGGAGGTATGGCCGCACATGGCCTCATG GGTTCCACCACCACCGAATCCCTCCACCACAGTGC
Cre02.g094050 GGAGGCGGAGGTATGCCGAAGCTGCTGGGTC GGTTCCACCACCACCCAGCCCCAGCGCTGCCAG Cre02.g094100 GGAGGCGGAGGTATGTCGGACAAGCCAGCTGAT GGTTCCACCACCACCCTCGTCATCGCCGCCGAG
Cre02.g094150 GGAGGCGGAGGTATGGAGGCTAACGGCTTCCA GGTTCCACCACCACCGGGCTCCCCAGCGGACTC Cre02.g094200 GGAGGCGGAGGTATGGGCGGGAGTGCGGAC GGTTCCACCACCACCCACCTCATCCGCCAGCCC
Cre02.g094250 GGAGGCGGAGGTATGTCGGGACCGGCTG GGTTCCACCACCACCTTACCCGGCAGCCGAG Cre02.g094300 GGAGGCGGAGGTATGCGCTATGATGTCCTGGTAG GGTTCCACCACCACCCATAGCGGTGTAGCTGGGG
Cre02.g094350 GGAGGCGGAGGTATGGGCTGTGGGGCCTCATC GGTTCCACCACCACCTTCCATGAAGAAACGCAGCAC Cre02.g094400 GGAGGCGGAGGTATGTGTGTTGCGGCGAGG GGTTCCACCACCACCTCATGCGCGCGGTCCA
Cre02.g094426 GGAGGCGGAGGTATGGCACTGACGGGCA GGTTCCACCACCACCCGGCTGCAGGTCTTTCTT Cre02.g094450 GGAGGCGGAGGTATGGCACGCAGCAACC GGTTCCACCACCACCGAGCGCCAGGCGGAAC
Cre02.g094500 GGAGGCGGAGGTATGGCTGTACAGGTGGAGG GGTTCCACCACCACCCTGGCCCCCCTTCTTCC Cre02.g094600 GGAGGCGGAGGTATGGCCGCACCTCTCC GGTTCCACCACCACCCAGCCATGCATTAGTGCCC
Cre02.g094650 GGAGGCGGAGGTATGCTGGCCCCACGCG GGTTCCACCACCACCGTTTGGTCCCACAGCCGG Cre02.g094700 GGAGGCGGAGGTATGGAGCCTGAACAACAAAGG GGTTCCACCACCACCTTACATGTCGTCCACTTTGCTA
Cre02.g094750 GGAGGCGGAGGTATGGCGAAGCGCAGCG GGTTCCACCACCACCCTGGCGCGCGGTCCTC Cre02.g095000 GGAGGCGGAGGTATGTCAACATATTCTGTGCTAGCG GGTTCCACCACCACCCAGCTCCTCCAGGCCGCC
Cre02.g095033 GGAGGCGGAGGTATGCGCAAGTCGCCGC GGTTCCACCACCACCCTAACCCGCCACTGCGG Cre02.g095035 GGAGGCGGAGGTATGGCTCTGCCACGCTG GGTTCCACCACCACCGCCGCCTTGAGCTGCG
Cre02.g095036 GGAGGCGGAGGTATGATTCCTCAAAAAAAAGCGTT GGTTCCACCACCACCTTAAGACACGCGGGCA Cre02.g095037 GGAGGCGGAGGTATGGGCAGTCCTTTTAGCG GGTTCCACCACCACCAATCGCTAACTTGGCCATGC
Cre02.g095038 GGAGGCGGAGGTATGGACCCGGACACAGC GGTTCCACCACCACCGCGCACCTGGTGGTCG Cre02.g095039 GGAGGCGGAGGTATGTACTACCATCGCCACCGC GGTTCCACCACCACCGGCCGCGTGCCAGGAG
Cre02.g095040 GGAGGCGGAGGTATGACTGAGTTGGCTCGAAG GGTTCCACCACCACCCGCCCTGGGGTCATCA Cre02.g095041 GGAGGCGGAGGTATGAACACAGAGGTACTGGCA GGTTCCACCACCACCGGGCACGTGCGCTAGTA
Cre02.g095042 GGAGGCGGAGGTATGGAGCGCCAGATCCG GGTTCCACCACCACCCGCCATAGCAGCAGCTG Cre02.g095043 GGAGGCGGAGGTATGCCTTCTTTGGAAGCCAC GGTTCCACCACCACCTTTGGTGCTGTTGCGGT
Cre02.g095044 GGAGGCGGAGGTATGAACGATGAGGGGGGAG GGTTCCACCACCACCCTAGGCGCAGACCCCC Cre02.g095045 GGAGGCGGAGGTATGGACCAGTACTGGAACCA GGTTCCACCACCACCCATGACGACCGCCTGC
Cre02.g095046 GGAGGCGGAGGTATGACGGTCTTCGAGACGG GGTTCCACCACCACCCACCGCCATCGCACAA Cre02.g095047 GGAGGCGGAGGTATGGTCTACCGGCTACAGCA GGTTCCACCACCACCCCACCACGCGCGTGTG
Cre02.g095049 GGAGGCGGAGGTATGAGTAAGGAAGCAACGACG GGTTCCACCACCACCCTAGCTGTGCGGGGGC Cre02.g095050 GGAGGCGGAGGTATGGCTACGCGCAGCACC GGTTCCACCACCACCCTTATCCAGCGCCGGCGG
Cre02.g095051 GGAGGCGGAGGTATGGCACTGTGCCCTCC GGTTCCACCACCACCTCACTGGATGATGAAGTTGTGC Cre02.g095052 GGAGGCGGAGGTATGTCGACAGTGCCAGTGC GGTTCCACCACCACCGCAAGAAGCTGGCGCG
Cre02.g095053 GGAGGCGGAGGTATGCAGCGACGGGGGCGG GGTTCCACCACCACCCTGCCCTTTTCGCGGCTCATG Cre02.g095053 GGAGGCGGAGGTATGCAGCGACGGGGGC GGTTCCACCACCACCCTGCCCTTTTCGCGGCT
Cre02.g095054 GGAGGCGGAGGTATGACGGGAGTGGGAAGC GGTTCCACCACCACCGCAAGAAGCTGGCGCG Cre02.g095059 GGAGGCGGAGGTATGGAACACGACCCCGT GGTTCCACCACCACCTTAACCGCGTGCTCGC
Cre02.g095060 GGAGGCGGAGGTATGGAACACGACCCCGTGG GGTTCCACCACCACCTCCGCGCCACCGTGGA Cre02.g095061 GGAGGCGGAGGTATGCACAGGGGCTTCACG GGTTCCACCACCACCCCCGTCATGGCGGCGT
Cre02.g095062 GGAGGCGGAGGTATGGGCGACTTTGCGACTGA GGTTCCACCACCACCTCCGCGCCACCGTGGA Cre02.g095063 GGAGGCGGAGGTATGGAACACGACCCCGT GGTTCCACCACCACCCGGCACCTCATTAAGTCGC
Cre02.g095064 GGAGGCGGAGGTATGCACAGGGGCTTCACG GGTTCCACCACCACCTGCGCCATGGCCCATT Cre02.g095065 GGAGGCGGAGGTATGGGCGACTTTGCGACTGA GGTTCCACCACCACCTCCGCGCCACCGTGGA
Cre02.g095066 GGAGGCGGAGGTATGCACAGGGGCTTCACTC GGTTCCACCACCACCCGGCACCTCATTAAGTCGCC Cre02.g095066 GGAGGCGGAGGTATGCACAGGGGCTTCACT GGTTCCACCACCACCCGGCACCTCATTAAGTCGC
Cre02.g095067 GGAGGCGGAGGTATGGGCGACTTTGCGACTG GGTTCCACCACCACCTCCGCGCCACCCTGGA Cre02.g095069 GGAGGCGGAGGTATGATCTCCAGCAAGGACATGG GGTTCCACCACCACCCTTGCCGGTCACGAAGGC
Cre02.g095070 GGAGGCGGAGGTATGGCAAATCCAGACAAGCGTA GGTTCCACCACCACCTTTCTTGCCCTTCTTGCCCTTC Cre02.g095072 GGAGGCGGAGGTATGTCGATGGTAGCTGGAAAG GGTTCCACCACCACCGTGGTTCAGCTTTGTCGTGTA
Cre02.g095073 GGAGGCGGAGGTATGACATCTGTGCTACTACCTTG GGTTCCACCACCACCTCAGATCCAAGCCGCATCC Cre02.g095074 GGAGGCGGAGGTATGAGTTTCGCGTTCAAGCGG GGTTCCACCACCACCCAACCCTGGCCCGCCG
Cre02.g095075 GGAGGCGGAGGTATGTCTTCCTTACATGATACAGGA GGTTCCACCACCACCTCAAGCAGCCAGAGCAG Cre02.g095076 GGAGGCGGAGGTATGCCCCGCGTTTCTGCC GGTTCCACCACCACCCGCCGTCTGGACAGGCGCTAC
Cre02.g095077 GGAGGCGGAGGTATGGCGTTTTCGCTACTCAC GGTTCCACCACCACCCCAGTCCACGCTGCAC Cre02.g095078 GGAGGCGGAGGTATGTCTAAAGCAGTCCTGCAA GGTTCCACCACCACCCGACCTAAATTCCACCCGC
Cre02.g095079 GGAGGCGGAGGTATGTCCGTAGCAGTCCTGC GGTTCCACCACCACCCGACCTAAATTCCACCCGG Cre02.g095080 GGAGGCGGAGGTATGAACCTCTCGAGCTATGTACC GGTTCCACCACCACCTTACGAGCGGTTCTCGATGG
Cre02.g095081 GGAGGCGGAGGTATGGAGTCCATTAAGGGGCA GGTTCCACCACCACCCTGCTGTTGTTGCTGTTCTTC Cre02.g095082 GGAGGCGGAGGTATGGCGGAGAAGAAGGTTTTCG GGTTCCACCACCACCCGCGGCCCAGCTGAATCG
Cre02.g095083 GGAGGCGGAGGTATGCTGGCGGCACAGC GGTTCCACCACCACCTCAGCCGTCGTGCGCG Cre02.g095084 GGAGGCGGAGGTATGCGAAAGAGCAGGAAAAAC GGTTCCACCACCACCTCAGCAGCAGCCACCG
Cre02.g095085 GGAGGCGGAGGTATGACAGTGGAGGGCCC GGTTCCACCACCACCCGTTAGCACCGGCTTGT Cre02.g095086 GGAGGCGGAGGTATGAACGAGGACCTGGTCA GGTTCCACCACCACCTTACCGCCTGTCCGCC
Cre02.g095087 GGAGGCGGAGGTATGGCTCCGGCCAGGCTTT GGTTCCACCACCACCCGCGCCGCGCATCAGCTG Cre02.g095088 GGAGGCGGAGGTATGTCCCCTGACCTGGC GGTTCCACCACCACCTCACACAATTTTGGTCGGGT
Cre02.g095089 GGAGGCGGAGGTATGACTACTCCCAGCAAAATCCA GGTTCCACCACCACCCTTGCTTGCGGCATGCGA Cre02.g095090 GGAGGCGGAGGTATGCTCGATTTTGGCTCTGGC GGTTCCACCACCACCCAACTTGCGCACCGTGTAC
Cre02.g095091 GGAGGCGGAGGTATGTTTGCGGCACGCACT GGTTCCACCACCACCCAGCCGCCGCACTGTAAA Cre02.g095092 GGAGGCGGAGGTATGAACTTCAGGACCGCGC GGTTCCACCACCACCTTACCGGCGGCGTGCG
Cre02.g095093 GGAGGCGGAGGTATGACGGAGTCCAAGAAGCC GGTTCCACCACCACCGTCCTTCATGCGGGCTC Cre02.g095094 GGAGGCGGAGGTATGCCCGTTGTCGGGC GGTTCCACCACCACCGTCCTGGGCCAACCAGC
Cre02.g095095 GGAGGCGGAGGTATGTGTTCGTTTAGCAGCAGG GGTTCCACCACCACCCTGGGGGTCGTTCACCG Cre02.g095096 GGAGGCGGAGGTATGCTGCAGCAGCTGC GGTTCCACCACCACCCACACAGCCGGGCGTC
Cre02.g095097 GGAGGCGGAGGTATGCAGTCCCTCCAAAAGCCTT GGTTCCACCACCACCGGAGGGCGGGATGGACAC Cre02.g095098 GGAGGCGGAGGTATGTCATGGACGCCCTGC GGTTCCACCACCACCTGCCACTTGTCGGCTGC
Cre02.g095099 GGAGGCGGAGGTATGCTTGCGTTGCGCCTG GGTTCCACCACCACCCGGCTTGCTGAGGAAGCG Cre02.g095099 GGAGGCGGAGGTATGCTTGCGTTGCGCC GGTTCCACCACCACCCGGCTTGCTGAGGAAGC
Cre02.g095100 GGAGGCGGAGGTATGCAGCTGCCCGTGG GGTTCCACCACCACCGGGGTTGATCGGCTCTTCC Cre02.g095101 GGAGGCGGAGGTATGGCCGCTGAGCTCC GGTTCCACCACCACCCTTGTCGCCTCCATGACC
Cre02.g095102 GGAGGCGGAGGTATGTTCCGCGACCCTCTTG GGTTCCACCACCACCCAGGAACGGCTGCTCGCC Cre02.g095102 GGAGGCGGAGGTATGTTCCGCGACCCTCT GGTTCCACCACCACCCAGGAACGGCTGCTCG
Cre02.g095103 GGAGGCGGAGGTATGAGGCGTCGTGAGCGC GGTTCCACCACCACCCTGCTGGCTGCCGCCG Cre02.g095104 GGAGGCGGAGGTATGGCTGGCGGCGAGATTATTC GGTTCCACCACCACCCTGCGTGCGCTGCTTCTT
Cre02.g095105 GGAGGCGGAGGTATGCATGTATCACGGAGTTCGG GGTTCCACCACCACCGAACAGCTGCTGACGCGG Cre02.g095106 GGAGGCGGAGGTATGGTGGAAGCTACGGAGTCT GGTTCCACCACCACCGTGGTGCTTCTTGGCCTCG
Cre02.g095107 GGAGGCGGAGGTATGGTTACCGGCGTGATGA GGTTCCACCACCACCCACCAGCAGGAACAGCG Cre02.g095107 GGAGGCGGAGGTATGTCAGGCATCACCATCAACC GGTTCCACCACCACCTCACCGCGGCAGCAGC
Cre02.g095107 GGAGGCGGAGGTATGCAGCTGTTCTTCCGGC GGTTCCACCACCACCTCACCGCGGCAGCAGC Cre02.g095108 GGAGGCGGAGGTATGTCAATCCTCCAACCACAAC GGTTCCACCACCACCTCATGGCGAGTGCGCC
Cre02.g095109 GGAGGCGGAGGTATGGTTACCGGCGTGATGA GGTTCCACCACCACCCGTGAACAGCAGCACAATG Cre02.g095110 GGAGGCGGAGGTATGTCTGCGGCTCAGACG GGTTCCACCACCACCGCTGGGGCCCTCCTCG
Cre02.g095111 GGAGGCGGAGGTATGCGGCCGCTGCAGA GGTTCCACCACCACCGAGGAACGGGTTGTCCTCG Cre02.g095112 GGAGGCGGAGGTATGGCGCTGTTCCTGCG GGTTCCACCACCACCCTGTTGCTGCTCCGGAGC
Cre02.g095113 GGAGGCGGAGGTATGGCGACGCCCGCCGTG GGTTCCACCACCACCCAGCACGGCCCCGTGTGTG Cre02.g095114 GGAGGCGGAGGTATGCGGCGAACAGAGCT GGTTCCACCACCACCTCAACGCCCGCGCATG
Cre02.g095115 GGAGGCGGAGGTATGGCGGAGCTTACATACAC GGTTCCACCACCACCGAAGAGCGTGAAGGGCTTG Cre02.g095117 GGAGGCGGAGGTATGAACGCGGACGAGGAG GGTTCCACCACCACCTCAGAGCGGCGCGCTT
Cre02.g095118 GGAGGCGGAGGTATGGTGTGCGCCTCCG GGTTCCACCACCACCCTGTCCAACTACGCACTCC Cre02.g095119 GGAGGCGGAGGTATGCAGCGAGGGCGAG GGTTCCACCACCACCTGGTTGCACAGGATGGGA
Cre02.g095120 GGAGGCGGAGGTATGCCTCGCGCACGCATC GGTTCCACCACCACCCTCCTCAATCTTCACCCTCTTCA Cre02.g095121 GGAGGCGGAGGTATGATATCGCAAAAACAGCTTGT GGTTCCACCACCACCTCAGGACTTGTCGCCGC
Cre02.g095122 GGAGGCGGAGGTATGACTCTGTCGCTTCCGC GGTTCCACCACCACCCCGCTGCTTGCGCACG Cre02.g095123 GGAGGCGGAGGTATGGTAGCAAGTAATTCACGCTC GGTTCCACCACCACCTCACGGGGAACGGCGG
Cre02.g095126 GGAGGCGGAGGTATGAGCCAGCATCCGGGCATC GGTTCCACCACCACCCTGCACCGGCACAGGCGAG Cre02.g095126 GGAGGCGGAGGTATGAGCCAGCATCCGGG GGTTCCACCACCACCCTGCACCGGCACAGGC
Cre02.g095127 GGAGGCGGAGGTATGGCCGTCTCAGCCCA GGTTCCACCACCACCCACGGCCCAGGCTCCG Cre02.g095128 GGAGGCGGAGGTATGCAATCATTCAGTCTCCATACC GGTTCCACCACCACCCTACTCCCTCCCCCCAGG
Cre02.g095129 GGAGGCGGAGGTATGGCGAGGGCTGGAGC GGTTCCACCACCACCTCAAGAGCCGCCGCGC Cre02.g095130 GGAGGCGGAGGTATGACATTAGCAAGCTTTGCTCT GGTTCCACCACCACCTCAGCAGCGTTCCGTGC
Cre02.g095131 GGAGGCGGAGGTATGCTGGAATCTGCTTACTCTG GGTTCCACCACCACCTCAAGTGCCTTGCCTGC Cre02.g095132 GGAGGCGGAGGTATGCTGGAGCAGCTGAGC GGTTCCACCACCACCTCGCCTCGGCGTCACA
Cre02.g095133 GGAGGCGGAGGTATGCTGAGCTCCACTTTAGGC GGTTCCACCACCACCCGCGTCCTCGGGTAGG Cre02.g095134 GGAGGCGGAGGTATGCCCAAGGAGCGGC GGTTCCACCACCACCCTAGGGCTGCTGCCGC
Cre02.g095135 GGAGGCGGAGGTATGCGAAAACAATGTCGCTAC GGTTCCACCACCACCCAGCAGCACCGTGACTC Cre02.g095136 GGAGGCGGAGGTATGCTGCTCTCCGTTCGC GGTTCCACCACCACCCTACGGCCGCCACCGG
Cre02.g095139 GGAGGCGGAGGTATGCGGTACCACCACGAC GGTTCCACCACCACCAACCCGGTCAAACACCAGC Cre02.g095140 GGAGGCGGAGGTATGACTTTCCAGGCTCTGGG GGTTCCACCACCACCCTATGGCCCCGACGCC
Cre02.g095142 GGAGGCGGAGGTATGCAGGAACTTGTCCCGC GGTTCCACCACCACCGCGGCTCCCGGAATCCTTC Cre02.g095143 GGAGGCGGAGGTATGGAGGTCCCGGGAGTGTTTC GGTTCCACCACCACCGCGGCTCCCAACACCCTTC
Cre02.g095143 GGAGGCGGAGGTATGGAGGTCCCGGGAGT GGTTCCACCACCACCGCGGCTCCCAACACCC Cre02.g095144 GGAGGCGGAGGTATGCTGGCAGACGTCATTG GGTTCCACCACCACCCAGGTTGCTGCTGACTGC
Cre02.g095145 GGAGGCGGAGGTATGAGGGATATTTATGGCGCG GGTTCCACCACCACCGCTCTCGTCACCATCGGA Cre02.g095146 GGAGGCGGAGGTATGGCCGACGAGAGTG GGTTCCACCACCACCTTACTTGTCCTTCTTCTTCTCCT
Cre02.g095147 GGAGGCGGAGGTATGGCAAGCGGCAGCG GGTTCCACCACCACCCCGCAGCTCCGCCTTA Cre02.g095148 GGAGGCGGAGGTATGGGATTGCGACTAGAGCC GGTTCCACCACCACCCCCAAACAGCTCTGGCG
Cre02.g095149 GGAGGCGGAGGTATGGCTGAGGAGACACAGC GGTTCCACCACCACCCTCGTCCACCACCACCT Cre02.g095150 GGAGGCGGAGGTATGGGGAGCTCGAGAACG GGTTCCACCACCACCTTTCCGCATGGCCAATAACG
Cre02.g095151 GGAGGCGGAGGTATGTCGACGGCCAGCGGCTC GGTTCCACCACCACCCCTCTTCTGGTGGTGCACGAA Cre02.g095152 GGAGGCGGAGGTATGCTGCCCGTGGCCG GGTTCCACCACCACCTGGCATGGCCCGACGG
Cre02.g095154 GGAGGCGGAGGTATGGCGGTGTACGTGGA GGTTCCACCACCACCTCAGCCTGCGCGCTTG Cre02.g095200 GGAGGCGGAGGTATGCCTGAACGCCTAGCC GGTTCCACCACCACCCTACTGCCGCCTGCCG
Cre02.g095294 GGAGGCGGAGGTATGTGTGGCGACAAGGAGC GGTTCCACCACCACCCAGGTAGTCGTGCATGATCTT Cre02.g095300 GGAGGCGGAGGTATGGAAGACTACGAGTATATCGCC GGTTCCACCACCACCAGTAAATGCGCGCTTGACAG
Cre02.g095350 GGAGGCGGAGGTATGTTGTCCAGGACTTGCC GGTTCCACCACCACCTTACACCGTGGCCGCC Cre02.g095400 GGAGGCGGAGGTATGGCAAAGCGAAAGCCGG GGTTCCACCACCACCCTCCGACCCCGCGTCG
Cre02.g095450 GGAGGCGGAGGTATGAACGGCTACGCACTGC GGTTCCACCACCACCCTGCTGCTGGCCGTAGTAG Cre02.g095500 GGAGGCGGAGGTATGTCGTCAGCAATGGAGAGC GGTTCCACCACCACCCCACGGCGTGTCGGCCTG
Cre02.g095650 GGAGGCGGAGGTATGCAACAGTCCCTCGCA GGTTCCACCACCACCCTAAACGGCCGCCGCC Cre02.g095750 GGAGGCGGAGGTATGACGCAAATTAATAGCGCAC GGTTCCACCACCACCTCAGAGCCCACGGGCC
Cre02.g095800 GGAGGCGGAGGTATGCAGCCTGGTCCACCG GGTTCCACCACCACCAGACAGCCCCGCCCCC Cre02.g095850 GGAGGCGGAGGTATGAAATTACAAGCCAGGACACA GGTTCCACCACCACCCTACCAGCCGTCGCCG
Cre02.g095900 GGAGGCGGAGGTATGGGCTCGACGCGGG GGTTCCACCACCACCCCGCGAGCTCCCTCGG Cre02.g096000 GGAGGCGGAGGTATGGATGTGGAGAAGGCCG GGTTCCACCACCACCCGCGTGGCGCATCTTCTC
Cre02.g096050 GGAGGCGGAGGTATGGAAGCTGCGGACGG GGTTCCACCACCACCAATTCCCCTTCGCCGAAC Cre02.g096100 GGAGGCGGAGGTATGGCAGAGGCGTCAAGCATA GGTTCCACCACCACCGGGCGCCCAGGCCTTG
Cre02.g096150 GGAGGCGGAGGTATGGCCCAGGCTCTGCCC GGTTCCACCACCACCCAGCGGCACGGTGCCGGC Cre02.g096200 GGAGGCGGAGGTATGCCTAAAATCAGGCGACCG GGTTCCACCACCACCCTCCACCACCGTGACCAC
Cre02.g096250 GGAGGCGGAGGTATGGCGTCGACTTTAGATGGC GGTTCCACCACCACCCGCCGCGGGAGCCTTTTG Cre02.g096300 GGAGGCGGAGGTATGGAAGCCTTAGACGCGC GGTTCCACCACCACCATCGCAGGACTGCAGCAG
Cre02.g096350 GGAGGCGGAGGTATGCGGGCAGCTACGCCT GGTTCCACCACCACCCAGCACTCCCTCTGCCTG Cre02.g096450 GGAGGCGGAGGTATGCGCAAGAAGGCGACC GGTTCCACCACCACCCTGCGACATGCTCATGGGC
Cre02.g096455 GGAGGCGGAGGTATGGGCCTGCATGACCAC GGTTCCACCACCACCTAGTTCTGCAGCGTCTCCG Cre02.g096500 GGAGGCGGAGGTATGGCAAGCATTCGCCAGC GGTTCCACCACCACCCTAGCGGCCGCTGGCG
Cre02.g096551 GGAGGCGGAGGTATGAGCTCCGGCCCTAGC GGTTCCACCACCACCCCCGTCCCCCCTCCCC Cre02.g096601 GGAGGCGGAGGTATGGGAAAGCGACGAGGAG GGTTCCACCACCACCCTGCTCCTCCTCCTCCTCG
Cre02.g096737 GGAGGCGGAGGTATGATGTTGCGCGGCAA GGTTCCACCACCACCGCACCAGCAAGACCATCG Cre02.g096750 GGAGGCGGAGGTATGAGCGCGGGGCTGG GGTTCCACCACCACCGCCCACCACGTCTCCG
Cre02.g096850 GGAGGCGGAGGTATGGCGGGAGCAGGAG GGTTCCACCACCACCGCGCCACTTCATGCGG Cre02.g096900 GGAGGCGGAGGTATGGGCCAGCTGAAGCGC GGTTCCACCACCACCGTCGCGTGTGGCGTCGGG
Cre02.g097000 GGAGGCGGAGGTATGGCCAAACAAGCACTGTT GGTTCCACCACCACCCAGCACGCCTGCTGCC Cre02.g097050 GGAGGCGGAGGTATGGTCCCGCCAAGCACA GGTTCCACCACCACCCCGGAGCATGCGGCGT
Cre02.g097100 GGAGGCGGAGGTATGGCGCGGGAACTGCGGAG GGTTCCACCACCACCCACCTGCCGCAACCTCCG Cre02.g097150 GGAGGCGGAGGTATGTCGTCCTATCAGCCGC GGTTCCACCACCACCGTCGTGCTTGCCGGGG
Cre02.g097200 GGAGGCGGAGGTATGGACAGCTCGCTGCTGG GGTTCCACCACCACCTGACCCGCCGCCACCA Cre02.g097213 GGAGGCGGAGGTATGTTAGCAGAGAACGTGGGC GGTTCCACCACCACCTCACGGCGCTGCCACG
Cre02.g097221 GGAGGCGGAGGTATGAAGACCGCTCGGAAGC GGTTCCACCACCACCCCACCCACTACCAACCACC Cre02.g097227 GGAGGCGGAGGTATGGCAGCCACGGGCG GGTTCCACCACCACCCCCTTCAAGCTTGGCGCC
Cre02.g097300 GGAGGCGGAGGTATGGCGACGTCCTTGCC GGTTCCACCACCACCGAGCATGTTGCCACTCTGG Cre02.g097334 GGAGGCGGAGGTATGCTGGATGACTTAAAAGACCT GGTTCCACCACCACCCTACTTGGCTGGTGCGTAC
Cre02.g097400 GGAGGCGGAGGTATGTCCGATCACGAGGTTGAG GGTTCCACCACCACCGGCAGCCTTGTCGTTGAC Cre02.g097450 GGAGGCGGAGGTATGCGCTTCCACGGGAGG GGTTCCACCACCACCTCGATGCCTGTACACCTCCA
Cre02.g097500 GGAGGCGGAGGTATGGCATCCTTCTCGGCT GGTTCCACCACCACCTTGACGCCTCGCCTCC Cre02.g097550 GGAGGCGGAGGTATGCAGTCGATGCTTGCGC GGTTCCACCACCACCCGCCACCAGGCCGTCG
Cre02.g097600 GGAGGCGGAGGTATGCCCGCGTTCAGGC GGTTCCACCACCACCAGCCCCGCCCTCCTCT Cre02.g097650 GGAGGCGGAGGTATGTCCGCCGAGCTTGA GGTTCCACCACCACCTTACGCCACCACGCGC
Cre02.g097800 GGAGGCGGAGGTATGGGCGAGGGCAAGGTG GGTTCCACCACCACCCTGGTTGCGGCCCTGCGC Cre02.g097850 GGAGGCGGAGGTATGGCCTTGCCGCAGT GGTTCCACCACCACCAAAGACGTCCTCGTCATTGTT
Cre02.g097900 GGAGGCGGAGGTATGCAGCTCCAGGCGC GGTTCCACCACCACCGTGGTTGCGCACGCTG Cre02.g097950 GGAGGCGGAGGTATGGCCCCATCAAAGAAAGG GGTTCCACCACCACCATAGTATACGACCTCAGGCGG
Cre02.g098000 GGAGGCGGAGGTATGCAACATGCACCATCGC GGTTCCACCACCACCGTAGTACAGCGCGTTGGACG Cre02.g098050 GGAGGCGGAGGTATGAAGCCCCTCAGCCTTG GGTTCCACCACCACCCTGCCGTTGCTGCTGTCC
Cre02.g098100 GGAGGCGGAGGTATGGACCGGGAAAGCGTTG GGTTCCACCACCACCCTGCATCTCCATCACGCCC Cre02.g098150 GGAGGCGGAGGTATGGCGCTGGCAGCTCCA GGTTCCACCACCACCATTGGCAACAACTGCCGTG
Cre02.g098200 GGAGGCGGAGGTATGGCGGCAGTGACAGGTC GGTTCCACCACCACCCTGCACCACACAGCCGGAG Cre02.g098250 GGAGGCGGAGGTATGGCCGTGAACATGGTCCT GGTTCCACCACCACCGATGGTGCCGCCGGGC
Cre02.g098300 GGAGGCGGAGGTATGAGTCGCCGGCAAAC GGTTCCACCACCACCTCAAGCCACCGCCACC Cre02.g098350 GGAGGCGGAGGTATGCGACGCTCGCTTCTC GGTTCCACCACCACCTACAGGTGCACTGCGCTC
Cre02.g098400 GGAGGCGGAGGTATGCATTCTCTCGCTCGCG GGTTCCACCACCACCTGACTGCTGCTCCAAGAGG Cre02.g098450 GGAGGCGGAGGTATGTCTAAGTCTAAGCCGCAG GGTTCCACCACCACCTTACGAGCGCGTGGGC
Cre02.g098500 GGAGGCGGAGGTATGCCCACACCTGCAGT GGTTCCACCACCACCGCTCTGCCTGGCCACC Cre02.g098550 GGAGGCGGAGGTATGCTTATATTGACTGCAGCTGG GGTTCCACCACCACCAACGGCGGGGGACCAGAC
Cre02.g098600 GGAGGCGGAGGTATGAGGTTTTGCTCCTGCTTTG GGTTCCACCACCACCGGCCGCGAAGTTCTGATAGC Cre02.g098650 GGAGGCGGAGGTATGAGCGCACAGCTCGG GGTTCCACCACCACCATCCTTCTCCTTTGCCTCTGG
Cre02.g098700 GGAGGCGGAGGTATGTCCGCTACCTCGTCC GGTTCCACCACCACCCTACCGCCGCGTCCAG Cre02.g098800 GGAGGCGGAGGTATGCTCTACTGTGCCCTTGCAT GGTTCCACCACCACCCAGATCTGCCTTGTCCGACTT
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Cre02.g098850 GGAGGCGGAGGTATGCAGACGCAGCTCGC GGTTCCACCACCACCTTAGGCGCCGCCCGAG Cre02.g098950 GGAGGCGGAGGTATGGCTTCCATCTATGACCTTATCC GGTTCCACCACCACCCATGAACATTGAATAGATGTAGGCG
Cre02.g099000 GGAGGCGGAGGTATGTCCATCTACGACCTCATCC GGTTCCACCACCACCCATAAACATCGCATAGATGTAGGCG Cre02.g099100 GGAGGCGGAGGTATGGCAGCGCCACCGCCAC GGTTCCACCACCACCCTGCAGCCCGAAGCCCTC
Cre02.g099100 GGAGGCGGAGGTATGGCAGCGCCACCGC GGTTCCACCACCACCCTGCAGCCCGAAGCCCT Cre02.g099150 GGAGGCGGAGGTATGAGTGACTATGCCGCAAAGG GGTTCCACCACCACCCAACAGGTCCTCCTCCTCGTC
Cre02.g099251 GGAGGCGGAGGTATGCAAGCCTTACACGCG GGTTCCACCACCACCCCGCTGGAATAGCAGCAG Cre02.g099300 GGAGGCGGAGGTATGGGAGGCAAGAAGAAGGGTC GGTTCCACCACCACCTTTCTTCTTCCCGCCCTTCTTC
Cre02.g099400 GGAGGCGGAGGTATGAAGCTTCTGTGGCATCGT GGTTCCACCACCACCTAGGTTGCGGTGGCGGCG Cre02.g099452 GGAGGCGGAGGTATGCTGCTGGGGCACA GGTTCCACCACCACCTCAGCCTGCGCGCTTG
Cre02.g099500 GGAGGCGGAGGTATGCCTGAGGCGCCAGTT GGTTCCACCACCACCTGTCACCTTCGCGCCCAG Cre02.g099550 GGAGGCGGAGGTATGGCCTTGCGCAGAGC GGTTCCACCACCACCGGGCCTGCCAGCAGCC
Cre02.g099601 GGAGGCGGAGGTATGCTGGAAGCGCCGG GGTTCCACCACCACCCACGTTCACCCGCACG Cre02.g099650 GGAGGCGGAGGTATGGAGGCATTTAAGCAATTCGA GGTTCCACCACCACCCTATTGCGGCGCGCCC
Cre02.g099700 GGAGGCGGAGGTATGGGAGCCACGCAATCC GGTTCCACCACCACCCAACTCGCTTTCCTGCCG Cre02.g099800 GGAGGCGGAGGTATGTCACGGCTGATGGCC GGTTCCACCACCACCCTACATTTTCTCCTTCCTCGCA
Cre02.g099850 GGAGGCGGAGGTATGAATGTCGATGAGCGCCG GGTTCCACCACCACCCGACACGACGGCGGTGCC Cre02.g099879 GGAGGCGGAGGTATGAATTCCGCGGCGC GGTTCCACCACCACCAACGAGCTCGAAGCGAGA
Cre02.g099900 GGAGGCGGAGGTATGTTCTGCGGCGCCG GGTTCCACCACCACCCAGATCCGCGCCGTCT Cre02.g099950 GGAGGCGGAGGTATGCGTGCCCCACTGC GGTTCCACCACCACCTTACAGGCGCGCCTGG
Cre02.g100000 GGAGGCGGAGGTATGAACTTTGGCGCTTACGG GGTTCCACCACCACCGGCGCCAGTGGACTTG Cre02.g100050 GGAGGCGGAGGTATGGCGCAAGCGGCTT GGTTCCACCACCACCCTTCTTCCCCGCCCCG
Cre02.g100150 GGAGGCGGAGGTATGTCGTCTGTTCCGCACT GGTTCCACCACCACCTGAGTGCTGCACGCGC Cre02.g100200 GGAGGCGGAGGTATGGCGCTACGCGCGT GGTTCCACCACCACCCCCCCAAATCTCCACAGTGG
Cre02.g100250 GGAGGCGGAGGTATGTGGGGCAAGAAGAACGC GGTTCCACCACCACCGACGCCCGCCAGGCGTTTG Cre02.g100300 GGAGGCGGAGGTATGTCGAACGTCGCCGT GGTTCCACCACCACCGAAGCGGGTGGGGCAG
Cre02.g100400 GGAGGCGGAGGTATGTCTTACTTCGCACGATTTACG GGTTCCACCACCACCCTAAAAGCGTTTGCGTCGTT Cre02.g100533 GGAGGCGGAGGTATGCCGCGCATGGGCT GGTTCCACCACCACCAGCCTCCAGCTCCATAGCT
Cre02.g100566 GGAGGCGGAGGTATGGCGGTAATCGAGACCAC GGTTCCACCACCACCCTGCCCGCCTGCTGCT Cre02.g100600 GGAGGCGGAGGTATGCTTCGCAAAGGCCC GGTTCCACCACCACCTCCCTCCTTCCGTCTGTC
Cre02.g100633 GGAGGCGGAGGTATGGTGTACGGCTCCACC GGTTCCACCACCACCCCTTACCCACGCGCGG Cre02.g100666 GGAGGCGGAGGTATGGTGTACCAGTCCTGCTCT GGTTCCACCACCACCTCAACCTGCGCGCCGG
Cre02.g100700 GGAGGCGGAGGTATGTTCCAAGTAGGCAGCCC GGTTCCACCACCACCAAGCCTCCCATGCTGCT Cre02.g100750 GGAGGCGGAGGTATGCGGCAGGGACGCA GGTTCCACCACCACCTCAAATGTCCAGGTCTTCATCCA
Cre02.g100800 GGAGGCGGAGGTATGGTGGGCCAACTCCGC GGTTCCACCACCACCTCAGGCTGCGCCGTCG Cre02.g100850 GGAGGCGGAGGTATGGCAGCGCTTCTAATGCTC GGTTCCACCACCACCCTCCTTGGCAGGCGCAAC
Cre02.g100900 GGAGGCGGAGGTATGCTGGCCTCGCCCTCT GGTTCCACCACCACCCACGCCGCCACTGCCCCTG Cre02.g101000 GGAGGCGGAGGTATGAGTCTACAAGCGGCACC GGTTCCACCACCACCCTCGCCGCCGCTTCCA
Cre02.g101050 GGAGGCGGAGGTATGAAGCGCGAGCATTGT GGTTCCACCACCACCCTGGGTGTGTGCCTCAGC Cre02.g101100 GGAGGCGGAGGTATGGATCGTATGCGGGCGG GGTTCCACCACCACCCTACGCCGCCGCCAGC
Cre02.g101150 GGAGGCGGAGGTATGCGCGCTCAGCGTG GGTTCCACCACCACCTTACTGCACCCGTGCGC Cre02.g101200 GGAGGCGGAGGTATGGCAACGCAAGCCAA GGTTCCACCACCACCCTACTTGGCCGCCGCC
Cre02.g101250 GGAGGCGGAGGTATGCCTCCACGAAGGCCC GGTTCCACCACCACCTCAACCCGCTGCCGCC Cre02.g101350 GGAGGCGGAGGTATGAGCAAGATCTCGAACGAC GGTTCCACCACCACCGTAGATGCGGATGGGCTTG
Cre02.g101400 GGAGGCGGAGGTATGGCAGCCCCGTTGTTG GGTTCCACCACCACCATACTGACCGCCGAAAGGGT Cre02.g101400 GGAGGCGGAGGTATGGCAGCCCCGTTGT GGTTCCACCACCACCATACTGACCGCCGAAAGGG
Cre02.g101500 GGAGGCGGAGGTATGGTGGACCGCACACCT GGTTCCACCACCACCGTTGAAGTAAAGCAGCTTGGCG Cre02.g101550 GGAGGCGGAGGTATGCACTTGTTGAAATGCAGCG GGTTCCACCACCACCAGTAGTCCTGGTGCCCGC
Cre02.g101600 GGAGGCGGAGGTATGCAGCAGCGCAGTGCC GGTTCCACCACCACCGTTGTGGGTGGCAGCGCT Cre02.g101635 GGAGGCGGAGGTATGGAGCAGCTGCTGCT GGTTCCACCACCACCCAGCCAGTCCGCGGGA
Cre02.g101650 GGAGGCGGAGGTATGGAAGCCCCGGATATTTCA GGTTCCACCACCACCGGACTGCGGAGAGCGG Cre02.g101700 GGAGGCGGAGGTATGTTTCTCGCCCCTCGCC GGTTCCACCACCACCCAGCAGGGCCGCGTCC
Cre02.g101750 GGAGGCGGAGGTATGGGCGGCAGGTCAC GGTTCCACCACCACCCAACAGGTTCAGGTCCAGC Cre02.g101786 GGAGGCGGAGGTATGGGCTCACACAGGTGC GGTTCCACCACCACCTCAGGGGCCGCGACAC
Cre02.g101800 GGAGGCGGAGGTATGGCTGCGGTTCGGCTTTT GGTTCCACCACCACCATCAAAATCGCGGCGCGAG Cre02.g101850 GGAGGCGGAGGTATGGCTAAACGCGAGCTTGC GGTTCCACCACCACCTGCTGCCAGCTTCTTGCTCAT
Cre02.g101900 GGAGGCGGAGGTATGCTGCTGCATAACGACGAG GGTTCCACCACCACCGGCGCTCACTGCACCGCC Cre02.g101900 GGAGGCGGAGGTATGCTGCTGCATAACGACG GGTTCCACCACCACCGGCGCTCACTGCACCG
Cre02.g101950 GGAGGCGGAGGTATGGCAGAAGCATCTGCACC GGTTCCACCACCACCCCGCTCCAGCAGCATCAC Cre02.g102000 GGAGGCGGAGGTATGGGCGCCCTTATGAGC GGTTCCACCACCACCGGACGCGTTGCCTTTCGTC
Cre02.g102050 GGAGGCGGAGGTATGGCTCGGCGCAGCG GGTTCCACCACCACCTTAGAGCTTCTTCTTCTTGGCAGC Cre02.g102100 GGAGGCGGAGGTATGCAGAATTACACACTAAACTCT GGTTCCACCACCACCTCAGTGCTCCGCCTGC
Cre02.g102150 GGAGGCGGAGGTATGCAGCCCAAAGGCCA GGTTCCACCACCACCCTTTGGGATCTCCATGTCGC Cre02.g102200 GGAGGCGGAGGTATGGGCCTTCCTAAGCTCG GGTTCCACCACCACCCAGCGCAACGTGCTGC
Cre02.g102250 GGAGGCGGAGGTATGCGCACTGAGATTATCATCC GGTTCCACCACCACCTTACAGCTCCTCCTTGCCG Cre02.g102276 GGAGGCGGAGGTATGAAACAATGCCTCGAATCCA GGTTCCACCACCACCTCACCAAGTTGCCTCTCGC
Cre02.g102300 GGAGGCGGAGGTATGCGTGTGGTCAACACTC GGTTCCACCACCACCCGGGCAGAATTTGACCTCG Cre02.g102350 GGAGGCGGAGGTATGTCAAACCTTCGGCATACGT GGTTCCACCACCACCTTCGCCACCCACAGACATG
Cre02.g102400 GGAGGCGGAGGTATGATTACATACTGCCCCACCT GGTTCCACCACCACCTCAACCCTCACGCCAGC Cre02.g102450 GGAGGCGGAGGTATGGCCACTCCGACAGAA GGTTCCACCACCACCTCAGAGCTTGGGCGCG
Cre02.g102551 GGAGGCGGAGGTATGCTTGGCTACACGCTAG GGTTCCACCACCACCCTCTTCCTCGTGCTCCTCC Cre02.g102600 GGAGGCGGAGGTATGCAGGCGCCTGCACCT GGTTCCACCACCACCGACGTTCTCGGACAGCAGAG
Cre02.g102700 GGAGGCGGAGGTATGGCGCCGTTGCCGAGAG GGTTCCACCACCACCGCTCTCCAGCGCTGTCAAT Cre02.g102700 GGAGGCGGAGGTATGGCGCCGTTGCCGA GGTTCCACCACCACCGCTCTCCAGCGCTGTCAA
Cre02.g102800 GGAGGCGGAGGTATGGACCTGCATATAGACATCAACA GGTTCCACCACCACCGAGCTTCTTGAGCAAGAGGTAGA Cre02.g102850 GGAGGCGGAGGTATGAGCGCCGAGAACGA GGTTCCACCACCACCCAACGCCGGCAGTGTG
Cre02.g102900 GGAGGCGGAGGTATGGATGGACCAGACGAGAC GGTTCCACCACCACCTCTGGCCCGCACTGGG Cre02.g102950 GGAGGCGGAGGTATGGCCGACTCACCCGGT GGTTCCACCACCACCAGTCTGTGCTCCACCCCC
Cre02.g103000 GGAGGCGGAGGTATGAAAAGTCGGTCAGCACTG GGTTCCACCACCACCGGGCAGCACGTAATTATTGGC Cre02.g103050 GGAGGCGGAGGTATGGGCAAGACCAAGGGC GGTTCCACCACCACCTTGTGCAGCGCCTGCG
Cre02.g103100 GGAGGCGGAGGTATGGCAGCTAGCTTGCCG GGTTCCACCACCACCCTTGATGAGCTTGCTCACGTC Cre02.g103150 GGAGGCGGAGGTATGGCGCCACCGGAGG GGTTCCACCACCACCCCGCTTCTGCCGGGGT
Cre02.g103250 GGAGGCGGAGGTATGACGAGCTGGACTGCTTTC GGTTCCACCACCACCGCTGGTCTCCCTCGCAAG Cre02.g103250 GGAGGCGGAGGTATGACGAGCTGGACTGCT GGTTCCACCACCACCGCTGGTCTCCCTCGCA
Cre02.g103300 GGAGGCGGAGGTATGAGCGTTATGGACTCCAGC GGTTCCACCACCACCGGCGTTGGTGTAGGCG Cre02.g103350 GGAGGCGGAGGTATGCGGCGTCTACAAAGAGC GGTTCCACCACCACCCAGTCCCCGCCGCTCG
Cre02.g103426 GGAGGCGGAGGTATGGCTGGGCTGGACG GGTTCCACCACCACCCGCACACACATCCGGG Cre02.g103450 GGAGGCGGAGGTATGCCACTAACGGCAACGT GGTTCCACCACCACCTGCGAAGGCCTCCGGC
Cre02.g103500 GGAGGCGGAGGTATGGCGTCGCTGCTATCTGAAT GGTTCCACCACCACCTTGCTTCTTCTTGTCCTTCTGC Cre02.g103550 GGAGGCGGAGGTATGCCGAAGAACAAGGGCAAG GGTTCCACCACCACCAATCTCTGCAATGTCGTCGAAG
Cre02.g103600 GGAGGCGGAGGTATGAGCGGAGAAGCTCCTG GGTTCCACCACCACCGCCCGCCTCCGCATTC Cre02.g103700 GGAGGCGGAGGTATGGCGGAGACGCCTGCG GGTTCCACCACCACCGGGCGAGTGCCCAGCTAC
Cre02.g103750 GGAGGCGGAGGTATGGCCACCAGTCAGGAA GGTTCCACCACCACCCGCCAACGCTGCCGTA Cre02.g103770 GGAGGCGGAGGTATGCAGCAGGCCCCAA GGTTCCACCACCACCCTCTCGTAGCTGCACCTGA
Cre02.g103784 GGAGGCGGAGGTATGGGCCAAGCGGTCG GGTTCCACCACCACCTCAAGCCCCACGCCTC Cre02.g103800 GGAGGCGGAGGTATGGCGGACGGGGGCA GGTTCCACCACCACCCTGCCACCGTGGCTTGC
Cre02.g103850 GGAGGCGGAGGTATGCTAGCTGCCCAGCAAAA GGTTCCACCACCACCCTTCTGCGTCAGAACGCCCTTG Cre02.g103900 GGAGGCGGAGGTATGGCCACGGATGTGCAGATC GGTTCCACCACCACCTCGATCCGGCGGTGGGCTTG
Cre02.g103950 GGAGGCGGAGGTATGCCGATTTACGACGAGGC GGTTCCACCACCACCAATCATGTCCTGCGCCAGATAC Cre02.g104000 GGAGGCGGAGGTATGCCCCTGGTGGGGC GGTTCCACCACCACCCCGTATCTGCACGTCCTCC
Cre02.g104050 GGAGGCGGAGGTATGCTGGCAGCGGAGC GGTTCCACCACCACCCACACCCGCACCTTCCC Cre02.g104100 GGAGGCGGAGGTATGCAAACGGCTGCAGG GGTTCCACCACCACCTCACTGGTTCTTGTGGTAGTACA
Cre02.g104126 GGAGGCGGAGGTATGCATGCCTCAGCAGC GGTTCCACCACCACCCGTTGAGGCGTGCGAA Cre02.g104201 GGAGGCGGAGGTATGCTCCGGTGCTTTGGTG GGTTCCACCACCACCCGTATAGCGCGGGCCTGC
Cre02.g104250 GGAGGCGGAGGTATGGAAAGCATATCGAGCACA GGTTCCACCACCACCCTGCTCTCCCAACGCG Cre02.g104300 GGAGGCGGAGGTATGCGTTGTGGGTTTTCTTCA GGTTCCACCACCACCGGCCTCCAGCACAATGC
Cre02.g104350 GGAGGCGGAGGTATGGTACGCCTATTCAGTAGGC GGTTCCACCACCACCTCCCTGCTTGCCCAGGTT Cre02.g104400 GGAGGCGGAGGTATGCTGTCACAACACTCAACCG GGTTCCACCACCACCTCACGGCCGCAGCAGG
Cre02.g104450 GGAGGCGGAGGTATGGGAGCCGTGTTGTCTTG GGTTCCACCACCACCAGGGACACACGGTGTTGC Cre02.g104500 GGAGGCGGAGGTATGTTCTCACAACAAGAGTCGG GGTTCCACCACCACCCAGCTCACTCATGGACGCCAT
Cre02.g104550 GGAGGCGGAGGTATGGACCCGCTTTCAGTGTT GGTTCCACCACCACCGTACGCCAGCGGACTCCG Cre02.g104600 GGAGGCGGAGGTATGGACTTTGCACGGAGTGC GGTTCCACCACCACCGCTGGGGCCTGCTGGT
Cre02.g104650 GGAGGCGGAGGTATGGCGGCCAAGTCGGCC GGTTCCACCACCACCGTCAAACCACCGCCGCAAG Cre02.g104650 GGAGGCGGAGGTATGGCGGCCAAGTCGG GGTTCCACCACCACCGTCAAACCACCGCCGC
Cre02.g104700 GGAGGCGGAGGTATGGAGGCTGTGGAGCACTTC GGTTCCACCACCACCTTTGCCCGAAGCGGCCTC Cre02.g104700 GGAGGCGGAGGTATGGAGGCTGTGGAGCAC GGTTCCACCACCACCTTTGCCCGAAGCGGCC
Cre02.g104725 GGAGGCGGAGGTATGGACGCACTACGGAGT GGTTCCACCACCACCACATGCATCCCTAGGCGA Cre02.g104750 GGAGGCGGAGGTATGCAAGACGCACAGGC GGTTCCACCACCACCGTCTCCGTCTCCTGCCG
Cre02.g104800 GGAGGCGGAGGTATGGCTCGGACTAAACAGGC GGTTCCACCACCACCAAGTGTTGGTAGTTGCGAGG Cre02.g104850 GGAGGCGGAGGTATGCACGCAGCGTCGCCTG GGTTCCACCACCACCCTGCGCCACAGCAACCGC
Cre02.g104876 GGAGGCGGAGGTATGCGCAAGAAGCGGGTG GGTTCCACCACCACCCACCCCTCCACGCGCC Cre02.g104900 GGAGGCGGAGGTATGGCACCGAAGAAGCAGG GGTTCCACCACCACCCTTCTTTCCGCTGGAGGTCAC
Cre02.g104950 GGAGGCGGAGGTATGCCGTTCCCTCTTCCA GGTTCCACCACCACCCGTTGCCGCTGGAGTAC Cre02.g105000 GGAGGCGGAGGTATGCGCTTCCTCGCGA GGTTCCACCACCACCCCACCCGCCGTCTGCT
Cre02.g105050 GGAGGCGGAGGTATGTCTGACAGCAGCGATGG GGTTCCACCACCACCCCAGTCACTGTCATCGTCATCC Cre02.g105100 GGAGGCGGAGGTATGTCGGCCACTACTGCT GGTTCCACCACCACCCGAGCGCCACCCCATC
Cre02.g105150 GGAGGCGGAGGTATGTCAAGTCTAAGAAGCTCATGC GGTTCCACCACCACCGTCAACCACTAGCACCTCGAAG Cre02.g105200 GGAGGCGGAGGTATGCCGCCCCTGAAGC GGTTCCACCACCACCCGCCATCTGCGGCTGC
Cre02.g105250 GGAGGCGGAGGTATGCGACAAAAACGCATTTGGG GGTTCCACCACCACCCTGCACATCCTCATCTTCCAAG Cre02.g105287 GGAGGCGGAGGTATGGAGCAAGACGAGCTAGA GGTTCCACCACCACCGTGCTCGTCCTCCGTGA
Cre02.g105300 GGAGGCGGAGGTATGATGTCAGCTAGAGGCGTTG GGTTCCACCACCACCGTCCTCATCCAGCTGCTCTTG Cre02.g105350 GGAGGCGGAGGTATGAAATGCCACTGCGCGC GGTTCCACCACCACCCTCGCCATGCGCCCGT
Cre02.g105400 GGAGGCGGAGGTATGCCGCCCAACGTGG GGTTCCACCACCACCTTGCCGCATGCCGTAC Cre02.g105450 GGAGGCGGAGGTATGTCGCTGTTCGGCGATTT GGTTCCACCACCACCTCCCAGCCAGTTGTTGGC
Cre02.g105500 GGAGGCGGAGGTATGCCGATTGAGGGCATCG GGTTCCACCACCACCCACCGTGTTGAAGTGCAGAAC Cre02.g105550 GGAGGCGGAGGTATGAAGTCACGGGCGCT GGTTCCACCACCACCGTCCTGGCGCTCACGG
Cre02.g105600 GGAGGCGGAGGTATGGCGCTGAGTGGGCTT GGTTCCACCACCACCCCGGAGGCTGGAGTAACC Cre02.g105650 GGAGGCGGAGGTATGCAGACCTGCTTTTCACC GGTTCCACCACCACCCTGCTTCTGGATCTGTCCG
Cre02.g105700 GGAGGCGGAGGTATGTCGTCAGCAAGAGACAAT GGTTCCACCACCACCCTGCTTGCCCGCAGCT Cre02.g105750 GGAGGCGGAGGTATGCAGCCCGAACATCG GGTTCCACCACCACCAATGGCGTAGCAGTCGC
Cre02.g105800 GGAGGCGGAGGTATGGTCCTCTGCTCGTGCTT GGTTCCACCACCACCGCAGCCGAAGCCCCGC Cre02.g105900 GGAGGCGGAGGTATGGGTCGATTCTCGCTTGC GGTTCCACCACCACCGAAGAGGAGCGCCAGCGC
Cre02.g105950 GGAGGCGGAGGTATGTCGGAGTCGCAGAAGG GGTTCCACCACCACCTGCAGTCTCCGCTGCC Cre02.g106050 GGAGGCGGAGGTATGACGCGCACCGCGGAG GGTTCCACCACCACCGGCCGCTTGCATGCCCGCAAAC
Cre02.g106100 GGAGGCGGAGGTATGCTAGTCATGCCAGCACC GGTTCCACCACCACCGCCGCTCACTGTGCGC Cre02.g106150 GGAGGCGGAGGTATGTCGGTGACTTTGCACACAA GGTTCCACCACCACCCCCGGCAATCGGGTTGGC
Cre02.g106200 GGAGGCGGAGGTATGTTCATATGGATCTTTCTATCGGC GGTTCCACCACCACCCGCGTTGTCCGATTTACCCT Cre02.g106250 GGAGGCGGAGGTATGGCGGACCACAAGGCA GGTTCCACCACCACCGGCCACCAGACCGCGG
Cre02.g106300 GGAGGCGGAGGTATGGAAATTGTTGCTGGTGTG GGTTCCACCACCACCCATGCGCACCATCTTGACC Cre02.g106350 GGAGGCGGAGGTATGAGACCTGTCTTTTTAGAGGGC GGTTCCACCACCACCGTGGAAGCTGCCCCCCGC
Cre02.g106400 GGAGGCGGAGGTATGACGACCCCAACAAAAGGC GGTTCCACCACCACCTCAGGCGGCCAGTGCG Cre02.g106450 GGAGGCGGAGGTATGTCGCTCACCCCAGAGC GGTTCCACCACCACCACACCGCTCAAATCGGTCC
Cre02.g106500 GGAGGCGGAGGTATGACAAGCCCGCAGCCTC GGTTCCACCACCACCAGTCGAGTTGGAGGACACGCAT Cre02.g106550 GGAGGCGGAGGTATGGCTTCAGGACTGCAGA GGTTCCACCACCACCCTGCTCCTCATCCGCCT
Cre02.g106600 GGAGGCGGAGGTATGGCTTCCTACAAGCCCA GGTTCCACCACCACCGAAGAAAGCCTGCAGCTGG Cre02.g106750 GGAGGCGGAGGTATGGTTAGGGGTGGCGT GGTTCCACCACCACCGCGCTTGACCCACTGG
Cre02.g106800 GGAGGCGGAGGTATGGCCCGGCGAGGCAATC GGTTCCACCACCACCGCTCGACGCACGTGCTGG Cre02.g106850 GGAGGCGGAGGTATGGCATCAGCGGCGACCTTTA GGTTCCACCACCACCCTTGATGAGCGGCGGCAG
Cre02.g106900 GGAGGCGGAGGTATGGACACGACAGGATTTCC GGTTCCACCACCACCCTCCAAGTGCTCCTTATGCG Cre02.g106950 GGAGGCGGAGGTATGAATGAGAGCGAGGTGAAC GGTTCCACCACCACCGGCGTCCACCATGGGC
Cre02.g107000 GGAGGCGGAGGTATGGACTCGGTCGCCGCG GGTTCCACCACCACCGGCCCTGCGGGCGTGCAC Cre02.g107050 GGAGGCGGAGGTATGGACCGGAACAGGAGC GGTTCCACCACCACCATCTGACAGGGAGCACAGC
Cre02.g107150 GGAGGCGGAGGTATGTCCATGCTCGCGC GGTTCCACCACCACCCTTCTTGCCGAAAAGGCCG Cre02.g107200 GGAGGCGGAGGTATGGTCACCATGACGGC GGTTCCACCACCACCTTATTTAGGGATGATCACCTCGT
Cre02.g107256 GGAGGCGGAGGTATGAGCCGAGCGGAGC GGTTCCACCACCACCGTCCCCAAGCCATGTAAGC Cre02.g107300 GGAGGCGGAGGTATGGCAGTGCAGATGTCCCT GGTTCCACCACCACCGTGCCGCCCGACCAGG
Cre02.g107350 GGAGGCGGAGGTATGTCGACCTCGCGAACA GGTTCCACCACCACCCTGCGGCAGGCTGGTC Cre02.g107400 GGAGGCGGAGGTATGCCTCAAGGCCGCG GGTTCCACCACCACCCTTGGCCTGCTTGGAGC
Cre02.g107450 GGAGGCGGAGGTATGAATCGCTCCTTGCAACAG GGTTCCACCACCACCCTTGCTCTTCTGGGTGTGCTC Cre02.g107500 GGAGGCGGAGGTATGCTCAGCCTCCTCAGG GGTTCCACCACCACCCTGGTCCTTCTTGCAGCAC
Cre02.g107550 GGAGGCGGAGGTATGGCAACCTCCAACGATGT GGTTCCACCACCACCTTACAGCGCGCCCGGG Cre02.g107650 GGAGGCGGAGGTATGATGGACATGGATACTTACCCA GGTTCCACCACCACCCTTGATGCCCGCCACGGC
Cre02.g107700 GGAGGCGGAGGTATGGCACTTCCTGGCGA GGTTCCACCACCACCCTAGAAGTAGTACTGCTGTGCAA Cre02.g107750 GGAGGCGGAGGTATGAGCGCGCTGCGCC GGTTCCACCACCACCCTGCTGCGCCACCTGC
Cre02.g107800 GGAGGCGGAGGTATGTCTTCGGACGACTACACG GGTTCCACCACCACCCTACCGTGCCGCCCCG Cre02.g107850 GGAGGCGGAGGTATGTTCGGGCTGAGTGCTA GGTTCCACCACCACCCTACTGCGTGCCCGCG
Cre02.g107900 GGAGGCGGAGGTATGGAGCGGATAAAGGAGGA GGTTCCACCACCACCCAGCCTCCCGGAGTCC Cre02.g107950 GGAGGCGGAGGTATGGAGGCGACGAACGC GGTTCCACCACCACCAGGCTCGCCATCGCCC
Cre02.g108000 GGAGGCGGAGGTATGCTGCAAGATGCCACAAATA GGTTCCACCACCACCCTGCTCCAGCTGCAAGAGG Cre02.g108050 GGAGGCGGAGGTATGGACACGATTTTCACCTTGC GGTTCCACCACCACCCTAATCGTCCTTCTTGTTGGGG
Cre02.g108100 GGAGGCGGAGGTATGATGGTGCTGATGGAGAGG GGTTCCACCACCACCGAACACGTACGCGGAGTGGTAG Cre02.g108100 GGAGGCGGAGGTATGATGGTGCTGATGGAGAGG GGTTCCACCACCACCGAACACGTACGCGGAGTG
Cre02.g108150 GGAGGCGGAGGTATGCACGGCTCGCGGC GGTTCCACCACCACCGCTGGCGGCCAGCTCG Cre02.g108200 GGAGGCGGAGGTATGAGTGTCCGGAGCAGC GGTTCCACCACCACCCTTCTCTCGCTGCTGCTG
Cre02.g108250 GGAGGCGGAGGTATGTCTTCAGCAGCTAATATGACG GGTTCCACCACCACCTGTGACGCACAGCTCCGC Cre02.g108300 GGAGGCGGAGGTATGGCTCTGAAGATTGCCAC GGTTCCACCACCACCTTAGGCCTGCACCGGC
Cre02.g108400 GGAGGCGGAGGTATGCTCGCCGAGATCGTGAAG GGTTCCACCACCACCGCCCATGTAGTTCCAGACCAC Cre02.g108450 GGAGGCGGAGGTATGAACATGAACTCTCAAGACTGG GGTTCCACCACCACCCTTCTTCAGCACCACGCCG
Cre02.g108550 GGAGGCGGAGGTATGGCGGTCGAAAGGTCG GGTTCCACCACCACCCACGCGCACAGTGGCG Cre02.g108601 GGAGGCGGAGGTATGCTGGAGTATGAGCGGATG GGTTCCACCACCACCGCAGATCACACAACCGCAAC
Cre02.g108650 GGAGGCGGAGGTATGGTGGCGCCGACGG GGTTCCACCACCACCACTGATGACGCAGCTGCAC Cre02.g108700 GGAGGCGGAGGTATGGTCCTGGAGCTGGCG GGTTCCACCACCACCCTTGAGGATTGTGCCAAACGAG
Cre02.g108750 GGAGGCGGAGGTATGCCGCCTGACTGCC GGTTCCACCACCACCTGAGATAGTGCAGCGGCA Cre02.g108800 GGAGGCGGAGGTATGCTAGGGCAACAGCAAGT GGTTCCACCACCACCGAAGTGGTACGCGTCCTGATC
Cre02.g108800 GGAGGCGGAGGTATGCTAGGGCAACAGCAAG GGTTCCACCACCACCGAAGTGGTACGCGTCCTG Cre02.g108850 GGAGGCGGAGGTATGGCCACGCTGCAGA GGTTCCACCACCACCCACCAGCTCAATCACGGC
Cre02.g108900 GGAGGCGGAGGTATGGTGTCCTTCAAGGTTTTCG GGTTCCACCACCACCTTACGCCAGCTGCTTGG Cre02.g109000 GGAGGCGGAGGTATGGCGCGTGGGACGTCG GGTTCCACCACCACCAACCCCGCTCCAGGTGTTGTAA
Cre02.g109050 GGAGGCGGAGGTATGCTCTCGCAGCTGCA GGTTCCACCACCACCTCATGACCGCCGGGGT Cre02.g109126 GGAGGCGGAGGTATGGCCCAATACACCATGTATG GGTTCCACCACCACCTCAACAAGCCGCGCCG
Cre02.g109150 GGAGGCGGAGGTATGGTCCCTCTTGACCTGGG GGTTCCACCACCACCCCTGGCCACCAGCTCGAA Cre02.g109200 GGAGGCGGAGGTATGCACGTCAGCGCGC GGTTCCACCACCACCCGCAAATGCAACCTCCAGC
Cre02.g109250 GGAGGCGGAGGTATGCGCGTCCTGCGAG GGTTCCACCACCACCTCACGCCTGCAACGCC Cre02.g109300 GGAGGCGGAGGTATGCACGCCGCCCTCA GGTTCCACCACCACCCCAATAATGCGACTGCGCC
Cre02.g109333 GGAGGCGGAGGTATGGCAAAACTGGCTGGC GGTTCCACCACCACCGGCACCGAGCCCCATG Cre02.g109366 GGAGGCGGAGGTATGCCGGCGCTGAAAGC GGTTCCACCACCACCTCATCGCCGGCACGCA
Cre02.g109400 GGAGGCGGAGGTATGGCAGTCACCTACTCGTTG GGTTCCACCACCACCAATCAGGATCTTATACTTGATGTTCT Cre02.g109450 GGAGGCGGAGGTATGGGGCCCGGGATCT GGTTCCACCACCACCTGCAACTGATGGCAGGC
Cre02.g109501 GGAGGCGGAGGTATGGCATACGTGGACTACCC GGTTCCACCACCACCTCAGCCTGCGCGCTTG Cre02.g109550 GGAGGCGGAGGTATGAGCGTAGACATCCCTCA GGTTCCACCACCACCTTACGCGCGAGGGTGG
Cre02.g109600 GGAGGCGGAGGTATGCTCGTTGGCAAACAAAACG GGTTCCACCACCACCGCGGCGGCTGGTGTCGTAC Cre02.g109650 GGAGGCGGAGGTATGGACAACAGGCAGCCTC GGTTCCACCACCACCCTCATCATCCGTGCTGCCA
Cre02.g109683 GGAGGCGGAGGTATGGATTTCCCGACGGCGG GGTTCCACCACCACCTGCACGCGGGCGCTTG Cre02.g109716 GGAGGCGGAGGTATGGTACTTTTTGTCGACGCA GGTTCCACCACCACCGGTATCAGACAGGCTCAGGT
Cre02.g109800 GGAGGCGGAGGTATGCAAGTGAGCTGTAGCTCC GGTTCCACCACCACCTGGCGCCTCAAACACCGC Cre02.g109850 GGAGGCGGAGGTATGACGCGTCTGCGTGCC GGTTCCACCACCACCAGTCCTGCTCGCCTCTGG
Cre02.g109900 GGAGGCGGAGGTATGGATGACGACCGGTCTGAAG GGTTCCACCACCACCCCGGTACGGCAACCCACCATC Cre02.g109950 GGAGGCGGAGGTATGTCCACTCTCTCTGCACG GGTTCCACCACCACCGAGCTCAAAGCCCAGACC
Cre02.g110000 GGAGGCGGAGGTATGTATCCAGTAGGAGTAAACCGC GGTTCCACCACCACCAGTACTGTAGAACAGGCGCTGA Cre02.g110100 GGAGGCGGAGGTATGACGGAGAACATGGAGGAG GGTTCCACCACCACCTTGGTCGGCCCGAGACAT
Cre02.g110200 GGAGGCGGAGGTATGCGCTCTCTTCGGAATGTG GGTTCCACCACCACCGCCCTCTATGGCCACCAG Cre02.g110250 GGAGGCGGAGGTATGCAGTGTCAGCAAGCA GGTTCCACCACCACCCTGCACCAGCTCCTCCA
Cre02.g110300 GGAGGCGGAGGTATGTGCACGTCGGAAGGG GGTTCCACCACCACCAGCGGCCTTGATAGGCGC Cre02.g110350 GGAGGCGGAGGTATGGCTCTCGAAGCTGGA GGTTCCACCACCACCGCGGTACGTAGGGGCA
Cre02.g110400 GGAGGCGGAGGTATGGCACAGCTCTCCTCA GGTTCCACCACCACCCGCAGTGAACGGGTCAC Cre02.g110450 GGAGGCGGAGGTATGCCCCCGACCAAAGC GGTTCCACCACCACCCGCGTGCCAGTGTGCC
Cre02.g110500 GGAGGCGGAGGTATGGGTCAGCGCGGAA GGTTCCACCACCACCCGGCACAAATGCCACGT Cre02.g110550 GGAGGCGGAGGTATGGAGTTGCGCGCGGGC GGTTCCACCACCACCGCTCCACATATCAGGCGCAG
Cre02.g110600 GGAGGCGGAGGTATGCCGAGCCGTCAGGCG GGTTCCACCACCACCCTTTTTGCCATACGGGTTGCC Cre02.g110650 GGAGGCGGAGGTATGCGAGTGACGGGCT GGTTCCACCACCACCCTGCTGAGATGCAGCTCC
Cre02.g110750 GGAGGCGGAGGTATGACCGGCCAAACTTCCG GGTTCCACCACCACCGAGCTGCAGGTGCGCCAG Cre02.g110843 GGAGGCGGAGGTATGCTGGTGGATCCGCG GGTTCCACCACCACCGGGTCCGCCACCCACC
Cre02.g110850 GGAGGCGGAGGTATGCCGGGACCATTACCC GGTTCCACCACCACCTCACTGCGGTGACGCG Cre02.g110900 GGAGGCGGAGGTATGTTGAGCATCGCGACG GGTTCCACCACCACCGCGCAAACGTGCCTGC
Cre02.g110950 GGAGGCGGAGGTATGCAAGAGGTCCCGCCAGATT GGTTCCACCACCACCCCGCGTGAAGTTGCCGCG Cre02.g111000 GGAGGCGGAGGTATGCTAGGCTACGCGGGG GGTTCCACCACCACCGCAGTCCGGAGCATTGAAGC
Cre02.g111014 GGAGGCGGAGGTATGGCGCCGTTTGGAAATG GGTTCCACCACCACCCATCTTAGAATCCCGTGCGGG Cre02.g111029 GGAGGCGGAGGTATGCTGCTGGGGCACA GGTTCCACCACCACCTCAGCCTGCGCGCTTG
Cre02.g111050 GGAGGCGGAGGTATGCCTCTGGCGGAGCTAT GGTTCCACCACCACCGTACCCAGGCCGGGTGCTTTG Cre02.g111108 GGAGGCGGAGGTATGGTCGGCAGGTACTCCC GGTTCCACCACCACCCCTCCGTTCCTGCCATCC
Cre02.g111150 GGAGGCGGAGGTATGCGCGCGCTTCTACTTT GGTTCCACCACCACCAAAGCGCCGGAAAAACGC Cre02.g111200 GGAGGCGGAGGTATGAGCTATGATGCGTCAACC GGTTCCACCACCACCCTAGCGCCCACCCACG
Cre02.g111250 GGAGGCGGAGGTATGCGGTACGCCGCCC GGTTCCACCACCACCCTCCACGAGCGGCTCCG Cre02.g111300 GGAGGCGGAGGTATGGCTGTATCCCACCCAC GGTTCCACCACCACCCTGCGACTGGTTGTCCTC
Cre02.g111350 GGAGGCGGAGGTATGAAGGCTCGAACCAGTGG GGTTCCACCACCACCACGCCAGATGTGGCAGCG Cre02.g111400 GGAGGCGGAGGTATGCCTCCAATTACAAGAGATAG GGTTCCACCACCACCTCAGAACGCATTGTACACC
Cre02.g111426 GGAGGCGGAGGTATGTACTTGTGGCAGTTCTGG GGTTCCACCACCACCCTCCTCCTCCGACCGG Cre02.g111450 GGAGGCGGAGGTATGCTCGCTTCTCGTGC GGTTCCACCACCACCCCAGGGCCACAGCTTCT
Cre02.g111526 GGAGGCGGAGGTATGGGTTCGGCCTCAGAA GGTTCCACCACCACCGAAGGTCCGCGCACAG Cre02.g111600 GGAGGCGGAGGTATGGCAGCAGCCGAGG GGTTCCACCACCACCCTATCGGCCACCGCGC
Cre02.g111650 GGAGGCGGAGGTATGAAATTCGCGCGGCTA GGTTCCACCACCACCGTCGCTGTTGCTGTCGC Cre02.g111700 GGAGGCGGAGGTATGCAGTCTCTCCGCACC GGTTCCACCACCACCATAGCCCAGCACAGCGGTA
Cre02.g111750 GGAGGCGGAGGTATGGACGCCACGAGACG GGTTCCACCACCACCGGTCTTGCTGCTGGCTG Cre02.g111800 GGAGGCGGAGGTATGATGTCTCTCAGGTATCAGAGC GGTTCCACCACCACCTTACTGCTGTGACGCCTGC
Cre02.g111900 GGAGGCGGAGGTATGCATTCTTCTTTGCTGGTCG GGTTCCACCACCACCCTATGACATGACGGTACGGC Cre02.g112000 GGAGGCGGAGGTATGCCATGGGGCTCTGGG GGTTCCACCACCACCGCTGCCACGGTCATTGAGGTAG
Cre02.g112050 GGAGGCGGAGGTATGAAGCCGAACTCAACGCC GGTTCCACCACCACCCTACCCGCGGGCCCCT Cre02.g112100 GGAGGCGGAGGTATGGACGTTGACAACGAGTTCG GGTTCCACCACCACCCCGGTTGAACAGGTATAAGATCG
Cre02.g112150 GGAGGCGGAGGTATGGCCCTTGCGCTGC GGTTCCACCACCACCGACGTCAGGCTCCGCG Cre02.g112200 GGAGGCGGAGGTATGGCCAGCTTGCTGC GGTTCCACCACCACCCTCCACCACCTCGCCA
Cre02.g112250 GGAGGCGGAGGTATGGGCGAGCACCAGA GGTTCCACCACCACCACAGCCCATGCAGCCG Cre02.g112266 GGAGGCGGAGGTATGAGTTGTAATTTGTTCGCGG GGTTCCACCACCACCTCACTGAAACTCACTGGACGC
Cre02.g112300 GGAGGCGGAGGTATGAGCTTCAGGATCTACGTTCT GGTTCCACCACCACCGGCGATGCAGCTGCAGCAG Cre02.g112333 GGAGGCGGAGGTATGTCGGGCAGCGGTCCC GGTTCCACCACCACCAGCCGCACCGATGTCACC
Cre02.g112366 GGAGGCGGAGGTATGTTTCGGAGGTTCTCAACTC GGTTCCACCACCACCCTAGGGCATTGGACACACG Cre02.g112400 GGAGGCGGAGGTATGGGCCAGCTGTCCGTC GGTTCCACCACCACCCCCCCCAGTCAACCGCATC
Cre02.g112433 GGAGGCGGAGGTATGCAGCAACCTACCGCAG GGTTCCACCACCACCAGCTTGCTTGCTGCCCCG Cre02.g112500 GGAGGCGGAGGTATGTTCAGGCGATTGGGC GGTTCCACCACCACCGCTGCGTGTGACACCG
Cre02.g112550 GGAGGCGGAGGTATGTGCGGGCGCACAG GGTTCCACCACCACCGTGGTGCTTGGCAGTGTT Cre02.g112600 GGAGGCGGAGGTATGGGTTTGCAGGAGGTACTCT GGTTCCACCACCACCTCAGGGCTTGGGCGCG
Cre02.g112701 GGAGGCGGAGGTATGCTTCGGCGGGCGGAG GGTTCCACCACCACCGCGCTTTGCCAGGAACGAAAT Cre02.g112800 GGAGGCGGAGGTATGACGTATTACGTCGTGGGC GGTTCCACCACCACCGGAGTCCTCGCCACCGCC
Cre02.g112800 GGAGGCGGAGGTATGACGTATTACGTCGTGGG GGTTCCACCACCACCGGAGTCCTCGCCACCG Cre02.g112850 GGAGGCGGAGGTATGGTCGGTGCTGCAGTG GGTTCCACCACCACCAGCCTCCCCCAGCATGGC
Cre02.g112900 GGAGGCGGAGGTATGACGCTCAGAGACAGGGG GGTTCCACCACCACCCACGGAACTGCCGCCTCC Cre02.g112950 GGAGGCGGAGGTATGGGGGTGAGCCTGTTG GGTTCCACCACCACCGAGCAGTTCCCTAGACGTGA
Cre02.g113000 GGAGGCGGAGGTATGTCGCATCCTCCTCCC GGTTCCACCACCACCCCACTTGTGCTTTCCATGGC Cre02.g113050 GGAGGCGGAGGTATGCACTTACCGGCCCACTTA GGTTCCACCACCACCGTGGGTTGACGGGCCTGCATC
Cre02.g113100 GGAGGCGGAGGTATGGCGTCTCGATTTATGCAGT GGTTCCACCACCACCTTTCGTGGGAACCGCTGC Cre02.g113200 GGAGGCGGAGGTATGGGTTGCAGCGCTTCA GGTTCCACCACCACCCAGAAGGATGGTGGTCTCCAC
Cre02.g113250 GGAGGCGGAGGTATGAACACTCCAAGCTGCACAG GGTTCCACCACCACCCAAGATGTCAGCAAAGAAGTTTCC Cre02.g113300 GGAGGCGGAGGTATGGCACCGACCACATCAC GGTTCCACCACCACCGGCTGCAAGGTGGCTGCG
Cre02.g113376 GGAGGCGGAGGTATGCCCGGTCGCAGTC GGTTCCACCACCACCCGGGATTGGTTCAACGTTAAC Cre02.g113400 GGAGGCGGAGGTATGAACGGAGACGTGGCG GGTTCCACCACCACCTGCGTAGTTCACGCTGGAC
Cre02.g113450 GGAGGCGGAGGTATGCTAGGATCCCTGGCTGC GGTTCCACCACCACCCCATCGCTGCCCCTTGCG Cre02.g113450 GGAGGCGGAGGTATGCTAGGATCCCTGGCTG GGTTCCACCACCACCCCATCGCTGCCCCTTG
Cre02.g113500 GGAGGCGGAGGTATGGCATCCCCACACG GGTTCCACCACCACCCTACTTCTTTGTTTGCATAGCAA Cre02.g113550 GGAGGCGGAGGTATGGAGGACCTCCATCATCGC GGTTCCACCACCACCCGCGGCCAGCACCCAG
Cre02.g113600 GGAGGCGGAGGTATGCTGAGCAAGGGTCTTAAAA GGTTCCACCACCACCGATGCGCAGCGGATGCAC Cre02.g113626 GGAGGCGGAGGTATGCAGCGCACCCTGC GGTTCCACCACCACCCCCGGCACCCTCAGCG
Cre02.g113652 GGAGGCGGAGGTATGTGTGCCCGGTCCG GGTTCCACCACCACCGTGCTCCGCCACGCTG Cre02.g113700 GGAGGCGGAGGTATGAATGCGACACCGGAGG GGTTCCACCACCACCCTCGTCCTCCCCCTCGCC
Cre02.g113750 GGAGGCGGAGGTATGGCTAGGACTTCCTGGATT GGTTCCACCACCACCGCTCTGCCTCTCTCTCCG Cre02.g113751 GGAGGCGGAGGTATGAACCTTGTTTCGGCCC GGTTCCACCACCACCCCACTCGACACCGACTCG
Cre02.g113800 GGAGGCGGAGGTATGCCGGCAAGCATCC GGTTCCACCACCACCGCTACCGCAGCGGATG Cre02.g113809 GGAGGCGGAGGTATGCGCCGAGTAACCGA GGTTCCACCACCACCGTGTGACGTGGCCCGC
Cre02.g113850 GGAGGCGGAGGTATGCGATCGTATCTGCTCAAGG GGTTCCACCACCACCCTCCTCCTCCTCCCCGGC Cre02.g113900 GGAGGCGGAGGTATGCAGTCTTTGAACAGCCG GGTTCCACCACCACCTGCCGAGCCAGTCGAG
Cre02.g113950 GGAGGCGGAGGTATGCAGACTCTCCGGGC GGTTCCACCACCACCAGGCACGAACACCTCCC Cre02.g114001 GGAGGCGGAGGTATGGAGGCGGAATGCAGC GGTTCCACCACCACCCCAATAACCTCGCACGTCC
Cre02.g114100 GGAGGCGGAGGTATGCAGACGCTGGGCA GGTTCCACCACCACCCTGCTGCTGCTGGGTG Cre02.g114150 GGAGGCGGAGGTATGGCGGACAACACCCA GGTTCCACCACCACCTTTGCCAGGCGTGAACAG
Cre02.g114200 GGAGGCGGAGGTATGCCTCTGTTTGGACGTG GGTTCCACCACCACCGAGGGCTTTCCGCGGC Cre02.g114250 GGAGGCGGAGGTATGTCTGCAGCACAGCGTC GGTTCCACCACCACCGGGCAGGCGCTTGAACTT
Cre02.g114300 GGAGGCGGAGGTATGGTCTCAGCGGTTCGC GGTTCCACCACCACCGTTCACATCAGCAGCTCGC Cre02.g114350 GGAGGCGGAGGTATGATTAACGGCAGGAACAACACT GGTTCCACCACCACCCTAGCCGTGGCGGCGG
Cre02.g114400 GGAGGCGGAGGTATGCGTAGCTTAGCGACCCT GGTTCCACCACCACCCAGCGGCCGCACCCTG Cre02.g114450 GGAGGCGGAGGTATGTCAGTCCTCCAACGCTG GGTTCCACCACCACCCTTTCCGCCGCCGCTG
Cre02.g114500 GGAGGCGGAGGTATGAAGTTCGCGAAGCGCC GGTTCCACCACCACCCACGTCCACGATCTGCCG Cre02.g114500 GGAGGCGGAGGTATGAAGTTCGCGAAGCGC GGTTCCACCACCACCCACGTCCACGATCTGCC
Cre02.g114550 GGAGGCGGAGGTATGAAGGACGTCGCGAGC GGTTCCACCACCACCCTAAATGTTCTTCTTGACGAAGGC Cre02.g114600 GGAGGCGGAGGTATGGTCGCTAAGATTGGTGCC GGTTCCACCACCACCCGACAGCGTGGAGAAGTACTC
Cre02.g114650 GGAGGCGGAGGTATGCACGCGCTCCACG GGTTCCACCACCACCGGAGGTTGCGCTCCCA Cre02.g114700 GGAGGCGGAGGTATGGACTTCGAATCAAATGGCG GGTTCCACCACCACCAGAGTTGGGGTTGTAGATGACG
Cre02.g114750 GGAGGCGGAGGTATGGGCTGCAGCTCCTCAATT GGTTCCACCACCACCGCTTCCCTGCCACGCGAC Cre02.g114750 GGAGGCGGAGGTATGGGCTGCAGCTCCTC GGTTCCACCACCACCGCTTCCCTGCCACGCG
Cre02.g114800 GGAGGCGGAGGTATGGTCGCTGCGAGCT GGTTCCACCACCACCTGCCGCCTGCTTGAGG Cre02.g114850 GGAGGCGGAGGTATGCATAGCGCGCCGGATCAAG GGTTCCACCACCACCTCGCGGCATGCCGCCATTC
Cre02.g114900 GGAGGCGGAGGTATGGGAGCCACCATCAGCTC GGTTCCACCACCACCGCACACGGGGCTGGTGAA Cre02.g114900 GGAGGCGGAGGTATGGGAGCCACCATCAGC GGTTCCACCACCACCGCACACGGGGCTGGTG
Cre02.g115000 GGAGGCGGAGGTATGCCACAATCATTGTTAAGTAGG GGTTCCACCACCACCTCATCTGTTGCCTCCGG Cre02.g115050 GGAGGCGGAGGTATGTCAGCAACGGGAAGCAG GGTTCCACCACCACCGTGCTGCTGGTGTTGCGC
Cre02.g115100 GGAGGCGGAGGTATGGACCCCAAAATATGGGGC GGTTCCACCACCACCCAGCCAGCCGAAGGACGC Cre02.g115150 GGAGGCGGAGGTATGCCGGCGATTGGGAGG GGTTCCACCACCACCACGCAGCAGCATAGGCGC
Cre02.g115200 GGAGGCGGAGGTATGACCACGAGGTTCAAGAAG GGTTCCACCACCACCGGCGGTGAGGATGCAGT Cre02.g115226 GGAGGCGGAGGTATGGTGGCTGTACGCGC GGTTCCACCACCACCAAGGAGGGTACTTGAACGGC
Cre02.g115250 GGAGGCGGAGGTATGGCAGCAGGAGCCC GGTTCCACCACCACCCAGCTGGTCGCTGTACTG Cre02.g115350 GGAGGCGGAGGTATGTCCTCAGTTACGTCTGAAGG GGTTCCACCACCACCCATAGAGCCAGACGAAATTGCG
Cre02.g115450 GGAGGCGGAGGTATGTCCGACATGCGGAAAT GGTTCCACCACCACCTGCAGCTGGCATGCCT Cre02.g115500 GGAGGCGGAGGTATGATGCAGCCAGAGCCC GGTTCCACCACCACCCCACTTGAGCGCGTGG
Cre02.g115508 GGAGGCGGAGGTATGAAAGGCCTGCGGCGG GGTTCCACCACCACCCGGCACCACCTGAATGCG Cre02.g115550 GGAGGCGGAGGTATGATGTCCACCGCAGTGACC GGTTCCACCACCACCCGCGGAGGGGGCGTTG
Cre02.g115567 GGAGGCGGAGGTATGCACGCGCCGTTGG GGTTCCACCACCACCCAACGTCATCCCGGCCG Cre02.g115583 GGAGGCGGAGGTATGCGTGTGGGTTTCGC GGTTCCACCACCACCCTGAGCAACGTGGCCG
Cre02.g115650 GGAGGCGGAGGTATGTCGAGGGACGGGTCG GGTTCCACCACCACCACCCACCTGCTCGGGAGT Cre02.g115700 GGAGGCGGAGGTATGGCGAAGGCCCAGC GGTTCCACCACCACCGATGTTCCCGCCCACG
Cre02.g115750 GGAGGCGGAGGTATGGCGACAATTCGATTACCTC GGTTCCACCACCACCCAAGTAGTCACCCGGCAGC Cre02.g115800 GGAGGCGGAGGTATGGACACGGGATTCTACCAAG GGTTCCACCACCACCCCCCAAATTGATCTCGGCACC
Cre02.g115850 GGAGGCGGAGGTATGGCCGCTCCGGTCAAAG GGTTCCACCACCACCCTTGCTAGAGTCGTCGCCAC Cre02.g115950 GGAGGCGGAGGTATGTCTGCCACGGTGTCG GGTTCCACCACCACCAGGCAGGAGGTCATACACTC
Cre02.g116000 GGAGGCGGAGGTATGCTACCAGTGTATGCTGGT GGTTCCACCACCACCTGGCTTCGGCTTGGCC Cre02.g116050 GGAGGCGGAGGTATGAAGCTCGTTCGGAGC GGTTCCACCACCACCCTCCTGCTTGTGCTTCACG
Cre02.g116100 GGAGGCGGAGGTATGAGCAGCAGCCGCG GGTTCCACCACCACCCTTCTCGGCGGTGCGC Cre02.g116150 GGAGGCGGAGGTATGCGCAGCTCACCACA GGTTCCACCACCACCTCATCCGCCCCCGACC
Cre02.g116200 GGAGGCGGAGGTATGGACTTGTTAGGTGACTACAG GGTTCCACCACCACCCTAGCTCTTCGCGCCG Cre02.g116300 GGAGGCGGAGGTATGGAGCGCTATGCGGATG GGTTCCACCACCACCCCCGTGCCGCAGCTTGAT
Cre02.g116400 GGAGGCGGAGGTATGGACGGGGAAGAGCAA GGTTCCACCACCACCCTTCTTCTTCTTGGCTGCCT Cre02.g116450 GGAGGCGGAGGTATGACACGTGTGCCAATGC GGTTCCACCACCACCTCAGTGCGCCGGCTTG
Cre02.g116500 GGAGGCGGAGGTATGTCGTCCACCTACAGAGCC GGTTCCACCACCACCTGTGGAGTGCTCGGCCTG Cre02.g116550 GGAGGCGGAGGTATGATGCCCCAGCCCGCC GGTTCCACCACCACCCTGCCACTGCTCCTGCTG
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Cre02.g116600 GGAGGCGGAGGTATGCGGGAGAAGCGCT GGTTCCACCACCACCGTCAAAGCGGCGGCAT Cre02.g116650 GGAGGCGGAGGTATGGGCTACGGTGGCTACG GGTTCCACCACCACCACCCTGGATGGCAACACG
Cre02.g116750 GGAGGCGGAGGTATGCGCAGCCAGGCGC GGTTCCACCACCACCCTTGGTCATCACCGGCAGGT Cre02.g116800 GGAGGCGGAGGTATGGCGCGCAAGGCGCCG GGTTCCACCACCACCGCCCATGCCGAAGCCCGG
Cre02.g116850 GGAGGCGGAGGTATGCATAACGTGCGACTCCTG GGTTCCACCACCACCGCTGGTGGCACCGCCA Cre02.g116900 GGAGGCGGAGGTATGCTGAGCGCTGCTCG GGTTCCACCACCACCCTTGTCCTCCGGGTTGTG
Cre02.g116950 GGAGGCGGAGGTATGGCTACCCCCGAGAAAGTTA GGTTCCACCACCACCCATGCCCGCCGCCTCCATC Cre02.g117000 GGAGGCGGAGGTATGGATGAGCGTGCCAAC GGTTCCACCACCACCAAGGTAAATACCGAGCACGC
Cre02.g117100 GGAGGCGGAGGTATGAATCCAAAGCGGCCTC GGTTCCACCACCACCCGTGGTACATATGCAGCATGC Cre02.g117150 GGAGGCGGAGGTATGATGGACGCGGAGGTGTC GGTTCCACCACCACCGTTTGGGTTGGAATCTCCTCCA
Cre02.g117175 GGAGGCGGAGGTATGCGAGCACTGCCTTG GGTTCCACCACCACCCATCCCGTGGCGTTGC Cre02.g117200 GGAGGCGGAGGTATGCGCCTCACAGGGG GGTTCCACCACCACCGAGCTCCTCGTGCACCT
Cre02.g117250 GGAGGCGGAGGTATGAACGGCGTGAAGTCAG GGTTCCACCACCACCCAGGTCCGCCAGCACC Cre02.g117300 GGAGGCGGAGGTATGGCGTCGCGACAAGGC GGTTCCACCACCACCCTGCAGGCGCTCCACCAG
Cre02.g117350 GGAGGCGGAGGTATGGGCATCCGATGGCGC GGTTCCACCACCACCCACCGCAGACCGCGGCCG Cre02.g117376 GGAGGCGGAGGTATGTCTGCTGGGCCGA GGTTCCACCACCACCGAAGCACCCGCAGAACC
Cre02.g117450 GGAGGCGGAGGTATGCCGCCCAAGCCCG GGTTCCACCACCACCCTGGCCGTGCCGGTTG Cre02.g117500 GGAGGCGGAGGTATGGCCGTCGCGCTTC GGTTCCACCACCACCCTTGGGGATCGAGGGGTAG
Cre02.g117550 GGAGGCGGAGGTATGGAGAAGGCCGCTGAGAAG GGTTCCACCACCACCATCCACCTCCATGCCGCC Cre02.g117600 GGAGGCGGAGGTATGGGTGTGAGCACACAC GGTTCCACCACCACCTCATCTCGGCCCCCCC
Cre02.g117700 GGAGGCGGAGGTATGGCAACAACTGGCCG GGTTCCACCACCACCGGTGCAGTATTCCTTGTGCA Cre02.g117750 GGAGGCGGAGGTATGCCCGCCACAATCG GGTTCCACCACCACCCCCCACCAGCATGTTGC
Cre02.g117781 GGAGGCGGAGGTATGGACGCAAACCTGGAC GGTTCCACCACCACCGCCCCTTAATCTGCCAGC Cre02.g117813 GGAGGCGGAGGTATGGTGCGCCTGTCACTG GGTTCCACCACCACCCTCCAGCAGAGCCGCTGC
Cre02.g117813 GGAGGCGGAGGTATGGTGCGCCTGTCACT GGTTCCACCACCACCCTCCAGCAGAGCCGCT Cre02.g117900 GGAGGCGGAGGTATGTCGTCAGGAGGCGC GGTTCCACCACCACCTAGGTACAGGGAGGCGGC
Cre02.g117950 GGAGGCGGAGGTATGACGGGAACCAGTCATGC GGTTCCACCACCACCCTCGGCAATCGGCCCCAG Cre02.g118000 GGAGGCGGAGGTATGTCCAGCGATTCGCGC GGTTCCACCACCACCCGGCCGCAACGCCTCGTAG
Cre02.g118050 GGAGGCGGAGGTATGGTGAAGGAGGTGCACTT GGTTCCACCACCACCGCGACGCCCCAAAGCC Cre02.g118100 GGAGGCGGAGGTATGCTGACCTCGACCTCG GGTTCCACCACCACCCCCGTACGTCCAGAACGA
Cre02.g118125 GGAGGCGGAGGTATGCCAAATGCGGGAACGG GGTTCCACCACCACCCTCGTGCCCCCTATACTCCA Cre02.g118151 GGAGGCGGAGGTATGCAAGAACCTAAGCTGCAAG GGTTCCACCACCACCTGCAAAGGACAGGCCACAC
Cre02.g118200 GGAGGCGGAGGTATGGCTCGGCGAGGCT GGTTCCACCACCACCTGCTCCTGCCCGCTCTA Cre02.g118250 GGAGGCGGAGGTATGCTGCGCAAGCAGCTT GGTTCCACCACCACCGTCCTTGAGCATGTGCGGC
Cre02.g118300 GGAGGCGGAGGTATGGTCAAAACAAGGCACCAAGA GGTTCCACCACCACCCTACCCGCGGCCCCGA Cre02.g118350 GGAGGCGGAGGTATGGCAAGGCAGCTAAACG GGTTCCACCACCACCCAGCCAAGCAGTAGCAAGG
Cre02.g118400 GGAGGCGGAGGTATGTCTGAGATTTCAACCGTCG GGTTCCACCACCACCAGCGTCGTCCCCAAACAG Cre02.g118450 GGAGGCGGAGGTATGCAGGTGTGCGCGCAC GGTTCCACCACCACCCCGCTTGTCCACGTGCTC
Cre02.g118450 GGAGGCGGAGGTATGCAGGTGTGCGCGC GGTTCCACCACCACCCCGCTTGTCCACGTGC Cre02.g118500 GGAGGCGGAGGTATGCCGCTGCGTCTGGACATTA GGTTCCACCACCACCCGCCTGCTCGTCCCCGTC
Cre02.g118500 GGAGGCGGAGGTATGCCGCTGCGTCTGG GGTTCCACCACCACCCGCCTGCTCGTCCCCG Cre02.g118550 GGAGGCGGAGGTATGGCTTTCGCTCTGTCAAG GGTTCCACCACCACCCTGGCTCTTGTCCGAGGA
Cre02.g118600 GGAGGCGGAGGTATGCTGGCCTCCAGTTCTCT GGTTCCACCACCACCCAGAATGCTGCGGCCCAGAAAG Cre02.g118700 GGAGGCGGAGGTATGCCCGCTAGCCCTC GGTTCCACCACCACCGGATGCATTGCTGATTTGCC
Cre02.g118750 GGAGGCGGAGGTATGCCCATGCCATCCAATT GGTTCCACCACCACCCAACTTGCGCAGCCCC Cre02.g118801 GGAGGCGGAGGTATGGCGCTCCTGGCAGTC GGTTCCACCACCACCCACTGGCGGCGGCAGTGC
Cre02.g118850 GGAGGCGGAGGTATGGGCCTGAAGGAGGACTTC GGTTCCACCACCACCCTTGGTACCGTGCTTGGCCTT Cre02.g118900 GGAGGCGGAGGTATGGTGAAAATCGGCACGCA GGTTCCACCACCACCGTCCAGCTCCAGCGCCTT
Cre02.g118950 GGAGGCGGAGGTATGCAGTCTGCTACGATGC GGTTCCACCACCACCATCCGCCTTGCGCAGC Cre02.g119000 GGAGGCGGAGGTATGGAGGCTAACCTTGACGAC GGTTCCACCACCACCCTGCATCTTGCAGTTGTTCAGC
Cre02.g119050 GGAGGCGGAGGTATGGTTAGCGGTGTGGAAATGG GGTTCCACCACCACCGAACGGGCACACCCAGCC Cre02.g119100 GGAGGCGGAGGTATGGACGACGACGACCCG GGTTCCACCACCACCGAAGGGGCACACCCAGCC
Cre02.g119150 GGAGGCGGAGGTATGTCCGCTATCATCATCGACG GGTTCCACCACCACCATCATCATCATCATCCCAGTCCT Cre02.g119201 GGAGGCGGAGGTATGCTGGATCTGATCAAGTCCT GGTTCCACCACCACCTCACTTCTTGGCAGGCCC
Cre02.g119250 GGAGGCGGAGGTATGGCCGTCCACTTCAGC GGTTCCACCACCACCTGGCTTCTTCTTGCCGGC Cre02.g119350 GGAGGCGGAGGTATGAGCGAATGCACAACAACG GGTTCCACCACCACCCGCTCTCCCCGCGTCTGC
Cre02.g119400 GGAGGCGGAGGTATGATTCAGGAGCTAGCAGCG GGTTCCACCACCACCTCACGCCCCGCCCAAG Cre02.g119450 GGAGGCGGAGGTATGGGCCGCTTGCGCG GGTTCCACCACCACCAGCCGTCGCCGTGACA
Cre02.g119484 GGAGGCGGAGGTATGGGGGGCTCACGTG GGTTCCACCACCACCTCAGCCTGCGCGCTTG Cre02.g119500 GGAGGCGGAGGTATGGTCAGCAAAAAGGAGGTG GGTTCCACCACCACCTTACGGCGATGCTGCCA
Cre02.g119526 GGAGGCGGAGGTATGCCTGCTGCCGACG GGTTCCACCACCACCACTCGTGTACGGCACCC Cre02.g119550 GGAGGCGGAGGTATGACCCGCGCCTTTGC GGTTCCACCACCACCGTAGTGCACGTGCTTCCAC
Cre02.g119650 GGAGGCGGAGGTATGTGTACTGTCGCTGCG GGTTCCACCACCACCTGCCAACAAAGGCTCTGC Cre02.g119651 GGAGGCGGAGGTATGGACATCTACAGCCGACT GGTTCCACCACCACCCTGGCTGCTGCCTCCC
Cre02.g119700 GGAGGCGGAGGTATGCAGAGTATGAGACTATTACGG GGTTCCACCACCACCCTAGGACAGGTCTTCCAGCA Cre02.g119751 GGAGGCGGAGGTATGCAAGTCAGCAGTGGC GGTTCCACCACCACCTTGACACATCCCAACCATGG
Cre02.g119800 GGAGGCGGAGGTATGCGGCGGCGTCAAG GGTTCCACCACCACCAGCCATCCACATCGCTGC Cre02.g119850 GGAGGCGGAGGTATGTCGGCCGATGAGGCC GGTTCCACCACCACCCTTGCCAGAGTTGCTGGCC
Cre02.g119900 GGAGGCGGAGGTATGCACGGCCCACTTTGC GGTTCCACCACCACCCTGCTGCTCGCCGGCG Cre02.g119950 GGAGGCGGAGGTATGGCTCGACGAGCCTT GGTTCCACCACCACCCTACATGTGGCGGCGG
Cre02.g120050 GGAGGCGGAGGTATGGCGTCGGTCGCGC GGTTCCACCACCACCCCCATGCAAAAGCGTGGACA Cre02.g120100 GGAGGCGGAGGTATGGCCGCCGTCATTGCCAAG GGTTCCACCACCACCCACGGAGCGCTTGTTGGC
Cre02.g120150 GGAGGCGGAGGTATGGCCGCCGTCATTGCCAAG GGTTCCACCACCACCCACGGAGCGCTTGTTGGC Cre02.g120200 GGAGGCGGAGGTATGGCCGCCGTCATTGC GGTTCCACCACCACCCCGCCGGAACGCTCCC
Cre02.g120250 GGAGGCGGAGGTATGGCTCTGGCCCAGC GGTTCCACCACCACCCCGCCGAAAGACTCCCA Cre02.g120301 GGAGGCGGAGGTATGCCGGGGACGGCAT GGTTCCACCACCACCCTCCTTCAGCGCCGCC
Cre02.g120350 GGAGGCGGAGGTATGGCCATGGACAATTTCCA GGTTCCACCACCACCCGTGATCTGCACGCTGAG Cre02.g127237 GGAGGCGGAGGTATGCCGTTGGCTCGCC GGTTCCACCACCACCAGCCTCCAGCTCCATAGC
Cre02.g134124 GGAGGCGGAGGTATGCCGCGCATGGGCT GGTTCCACCACCACCAGCCTCCAGCTCCATAGCT Cre02.g140900 GGAGGCGGAGGTATGATCTTAGCTCATAGCTTGCC GGTTCCACCACCACCTCACGTTTGCTGCTGCA
Cre02.g140921 GGAGGCGGAGGTATGCTGCCGCTGCCGC GGTTCCACCACCACCCCCTGATCCGCTGCCGG Cre02.g140941 GGAGGCGGAGGTATGGCCTCAGCGGCTT GGTTCCACCACCACCTGCGGCCTCTCGAAGC
Cre02.g140961 GGAGGCGGAGGTATGCATGATTACGACCTAGGC GGTTCCACCACCACCCGCCATAGCAGCAGCTG Cre02.g140981 GGAGGCGGAGGTATGGGCAAGAAAGTGTATGGAGC GGTTCCACCACCACCTCAGCGCCAGCGGGAA
Cre02.g141004 GGAGGCGGAGGTATGGGTTTCTGGGTGCAAAG GGTTCCACCACCACCTTACAAAGGCAAAAACAGCATCA Cre02.g141005 GGAGGCGGAGGTATGAGTTTTTCGGTGTTGTGTTG GGTTCCACCACCACCCTAAAATCTGCAGAGCCAGGA
Cre02.g141006 GGAGGCGGAGGTATGGGCTGGGCTGCTG GGTTCCACCACCACCTCCTAACTTGGCTTCCAGACG Cre02.g141011 GGAGGCGGAGGTATGTCTTTCCGCTCAGCCG GGTTCCACCACCACCCTAATCGTCCTGGAAGTCTAGGTA
Cre02.g141026 GGAGGCGGAGGTATGCAGCACAATCAGACCAC GGTTCCACCACCACCGCATGGCTGCACACAGC Cre02.g141046 GGAGGCGGAGGTATGGCGTCTGTTGGTGTG GGTTCCACCACCACCGTGTGGCTTAGGGCTGGC
Cre02.g141050 GGAGGCGGAGGTATGCTGAGCAAGGTCCAGT GGTTCCACCACCACCCACCACGTGCCCTGCG Cre02.g141066 GGAGGCGGAGGTATGCTACCAGCGAGCTTCCG GGTTCCACCACCACCCGCAAGCGAGCTGCGC
Cre02.g141086 GGAGGCGGAGGTATGGATAGAATTTCACTGGCGG GGTTCCACCACCACCTTAGGCGTGTGCAGCG Cre02.g141100 GGAGGCGGAGGTATGTTGGCGTCCAGGCTTT GGTTCCACCACCACCCTGGACGCCAGCCCAGCG
Cre02.g141126 GGAGGCGGAGGTATGAAAAGAGGGCCGCAC GGTTCCACCACCACCGCCCGGGAACGTGTAGT Cre02.g141126 GGAGGCGGAGGTATGAAAAGAGGGCCGCAC GGTTCCACCACCACCGCGGAACTCCAGCTCGA
Cre02.g141146 GGAGGCGGAGGTATGTGCGTCCACGAGCC GGTTCCACCACCACCTCACAGGAACCAACCCTTACT Cre02.g141166 GGAGGCGGAGGTATGGTGAAAGACAAGAAACTCACC GGTTCCACCACCACCTTAGTCAGAGCCCTCCTCG
Cre02.g141186 GGAGGCGGAGGTATGCGCGCGATGGTTGAG GGTTCCACCACCACCAATGTTGAACTTGTCGGTGCTC Cre02.g141200 GGAGGCGGAGGTATGGCCACCAAGAGTCACG GGTTCCACCACCACCTAACGTCTTAATCTTGAGAGAAATGT
Cre02.g141206 GGAGGCGGAGGTATGGAGCAGAACAGCGATG GGTTCCACCACCACCGGGCCGCTGTGCTAGG Cre02.g141226 GGAGGCGGAGGTATGCGCTGCCTCGGCT GGTTCCACCACCACCGGCGACATAGCTGATGAGCG
Cre02.g141246 GGAGGCGGAGGTATGGTCGGGGCCCCCG GGTTCCACCACCACCTGCAAAGAAATCGGGCCGG Cre02.g141250 GGAGGCGGAGGTATGGCAGCCGAGCCTGCCAAAC GGTTCCACCACCACCGTCGTCCGCGTCCGACACTAC
Cre02.g141266 GGAGGCGGAGGTATGTCGGCTGCTGGGA GGTTCCACCACCACCTTAGAAGGAATTCCATTCTAAGGC Cre02.g141286 GGAGGCGGAGGTATGCGGAGAAATAGGCTGGC GGTTCCACCACCACCCATACGTTCTGTCGTCCGCC
Cre02.g141306 GGAGGCGGAGGTATGCGCCGAGTAACCGA GGTTCCACCACCACCCACGTGTAGTGGCAGGGC Cre02.g141326 GGAGGCGGAGGTATGGGTGAAAACTCATTGCCG GGTTCCACCACCACCTGTTTTGCCGACACCACG
Cre02.g141346 GGAGGCGGAGGTATGGGGCTGCAGCTCA GGTTCCACCACCACCCTAAAACGTCACCGATATCTGTA Cre02.g141350 GGAGGCGGAGGTATGAACTCGCTGGAGGCAG GGTTCCACCACCACCTTTCTTCTTGGCCGCCTTGG
Cre02.g141351 GGAGGCGGAGGTATGGTCGGCATCGACACGG GGTTCCACCACCACCCTATCCGCCGCCGCCG Cre02.g141366 GGAGGCGGAGGTATGAGCAATACCAGCGCAGAG GGTTCCACCACCACCCCTGCCACTGGCTCCGTC
Cre02.g141386 GGAGGCGGAGGTATGGAGGCTCCCCACG GGTTCCACCACCACCGTCCAGGCCGTCAAGGG Cre02.g141400 GGAGGCGGAGGTATGGCACTCCTTTCATCACGTT GGTTCCACCACCACCCTGCGTCTTGAAGGCGCC
Cre02.g141426 GGAGGCGGAGGTATGTTCAGCTCGGATGATCTAC GGTTCCACCACCACCTCAGCAGGCGTACGTGT Cre02.g141446 GGAGGCGGAGGTATGTTACCGCTGTCCCATTG GGTTCCACCACCACCACCGCCGCCTTGCTTC
Cre02.g141450 GGAGGCGGAGGTATGGCACAGGCAACTCGGTTAA GGTTCCACCACCACCTACCTTGTCGTCCTCAAACACC Cre02.g141466 GGAGGCGGAGGTATGCCAGGCGACGGGG GGTTCCACCACCACCAATCTCAAGCGCGGGTGC
Cre02.g141486 GGAGGCGGAGGTATGGCTATTGCCCCTCCC GGTTCCACCACCACCTCACACTTTTCGACGTAGTTTGA Cre02.g141500 GGAGGCGGAGGTATGGCTGTTAACCCTCTGATG GGTTCCACCACCACCTCACTTGCGGCGCATG
Cre02.g141506 GGAGGCGGAGGTATGCTCCGCACACGACGCATG GGTTCCACCACCACCGTTCTTGCTGCGGTACTCGT Cre02.g141526 GGAGGCGGAGGTATGTGCGCGCAGGCTT GGTTCCACCACCACCGCTACTGCCGCCTTCTG
Cre02.g141546 GGAGGCGGAGGTATGTTCGCCTGGCCCT GGTTCCACCACCACCCTAACCCGCCCGCTGG Cre02.g141550 GGAGGCGGAGGTATGATCTTTGAGGCCAGGTACC GGTTCCACCACCACCGTCCTTCTTGTCCCCCGC
Cre02.g141566 GGAGGCGGAGGTATGGACGGTCAGTGGGTG GGTTCCACCACCACCACTCGAACGCCGACGG Cre02.g141586 GGAGGCGGAGGTATGACGTCGGTCAAACTGGG GGTTCCACCACCACCTCACCGCGGTTGCCCC
Cre02.g141626 GGAGGCGGAGGTATGTTCGTCCAAAAGCTGAACCC GGTTCCACCACCACCTCACGGCAGCGGCGTG Cre02.g141646 GGAGGCGGAGGTATGGTCAGCGACGCGCCC GGTTCCACCACCACCCTGCGCTGCCCGTGCGAGTGTT
Cre02.g141666 GGAGGCGGAGGTATGGCATCGGAGCTGGC GGTTCCACCACCACCCAGCCTCCGCACTGCT Cre02.g141686 GGAGGCGGAGGTATGGTCGGCGACCACC GGTTCCACCACCACCCAACAAAACGCTCAGGAGTTC
Cre02.g141700 GGAGGCGGAGGTATGGGCAAAGGCGACGA GGTTCCACCACCACCCCAGGGTTGGACGTTATTGG Cre02.g141700 GGAGGCGGAGGTATGGGCAAAGGCGACGAT GGTTCCACCACCACCACCGCCACGCCTGTGG
Cre02.g141701 GGAGGCGGAGGTATGGGAAGGGAGGAGCG GGTTCCACCACCACCCTGCAGCCCGGCACTC Cre02.g141706 GGAGGCGGAGGTATGCATAGTCAATTCGCCCTT GGTTCCACCACCACCCTAGATGATCATGGGGTTGAAGTA
Cre02.g141726 GGAGGCGGAGGTATGGACTCGGCTCAGAGC GGTTCCACCACCACCTAACATTGGAGACCAGCGGT Cre02.g141746 GGAGGCGGAGGTATGGCCAGGAGTAGAAAGTGG GGTTCCACCACCACCCGCATCCAGCATGCCG
Cre02.g141766 GGAGGCGGAGGTATGCGGACAGAATGCTTGC GGTTCCACCACCACCTCCCACGCTAGCTCCTC Cre02.g141786 GGAGGCGGAGGTATGCTATGTTTTGCCGACGT GGTTCCACCACCACCTCACGCCTGCTGTGCC
Cre02.g141800 GGAGGCGGAGGTATGCAGCACTGGCGAGCG GGTTCCACCACCACCGATCATTGCGGGCGTGAGCTTG Cre02.g141800 GGAGGCGGAGGTATGCAGCACTGGCGAGC GGTTCCACCACCACCGATCATTGCGGGCGTGAG
Cre02.g141806 GGAGGCGGAGGTATGCTGCCCAGCAGCA GGTTCCACCACCACCTCAGGCGTGGGCCTCC Cre02.g141826 GGAGGCGGAGGTATGATGCATGGCCGCG GGTTCCACCACCACCCGCATCCCTTCGGTCCG
Cre02.g141826 GGAGGCGGAGGTATGCGCTGCAAGTCGC GGTTCCACCACCACCCGCATCCCTTCGGTCCG Cre02.g141850 GGAGGCGGAGGTATGTTTAATGCGAGCCGTTGC GGTTCCACCACCACCGTCCGCGGCGAACTGC
Cre02.g141866 GGAGGCGGAGGTATGGCATTGTTGGGTCAGGTG GGTTCCACCACCACCTTAGCCCGCAGCGCGG Cre02.g141900 GGAGGCGGAGGTATGGGCGAGACCGTGG GGTTCCACCACCACCCACGCACGCCTTGCTC
Cre02.g141906 GGAGGCGGAGGTATGCAGCCATTGGCACC GGTTCCACCACCACCGGGGGACTTGACCAGGT Cre02.g141926 GGAGGCGGAGGTATGACAGGGGCAGCGGAG GGTTCCACCACCACCATGATCTCCTCTAATACTTCTTTGAGG
Cre02.g141946 GGAGGCGGAGGTATGGACCAACTTTCTACTCTAAACA GGTTCCACCACCACCCTCACCAAGCATCCTGTCCG Cre02.g141950 GGAGGCGGAGGTATGTGGGGATGGGGCGCG GGTTCCACCACCACCTGCCTGCACAGTGAGGGC
Cre02.g141986 GGAGGCGGAGGTATGGCCGGCTGCACGG GGTTCCACCACCACCCACACGCGCGCATATACCT Cre02.g142000 GGAGGCGGAGGTATGTCTGGCGTCGCACGC GGTTCCACCACCACCCGAGGGTGGCGGGTAGTT
Cre02.g142006 GGAGGCGGAGGTATGTGGGGGCACAACACG GGTTCCACCACCACCCCGATCCTCCTTGTCTGGG Cre02.g142026 GGAGGCGGAGGTATGGGACCCCCCAAATCG GGTTCCACCACCACCCTCTGGCCAATCCAATCCAC
Cre02.g142046 GGAGGCGGAGGTATGGATTTCGAGACCAGCAG GGTTCCACCACCACCGGCCTGCTCTGCTTGGG Cre02.g142050 GGAGGCGGAGGTATGCCAAGTTTGGATGACATTATCC GGTTCCACCACCACCCTGCCCGCCGACTGCTCC
Cre02.g142066 GGAGGCGGAGGTATGGTGCCCGTGGAGCCGAAAC GGTTCCACCACCACCGCGCGCACCAAGCTCGAC Cre02.g142086 GGAGGCGGAGGTATGGGTGGGCAACGGCATTC GGTTCCACCACCACCGTTGTTGAAGACGAGGCCAC
Cre02.g142100 GGAGGCGGAGGTATGAGGCGAAGTAGAGGCT GGTTCCACCACCACCCTATGACCCCGCCCCC Cre02.g142106 GGAGGCGGAGGTATGCCTGCAGATGCCCC GGTTCCACCACCACCGCCGAGACCCCGAGGC
Cre02.g142126 GGAGGCGGAGGTATGGTGGCGGACGTGA GGTTCCACCACCACCCTGCTCATAGTACCGCTCCG Cre02.g142146 GGAGGCGGAGGTATGCAGACAGCAAACAGCGT GGTTCCACCACCACCCACGTAGAAGTTGGTGCGGTC
Cre02.g142150 GGAGGCGGAGGTATGGAGGAGCTGACAGGAC GGTTCCACCACCACCCTTGGTCTTCTTCGCCTCAG Cre02.g142186 GGAGGCGGAGGTATGGCCACTTTGTCTGTTCAGC GGTTCCACCACCACCCTTGCCCTGCACCCGGCG
Cre02.g142200 GGAGGCGGAGGTATGTCGGCCCAGTCACC GGTTCCACCACCACCCATCATGCTGTCGCTGTCC Cre02.g142206 GGAGGCGGAGGTATGCTGTCGACGAAGCCT GGTTCCACCACCACCGACTTTGATGACAGGCAGTCG
Cre02.g142246 GGAGGCGGAGGTATGAAGCTAGTGAAGACGGTATCC GGTTCCACCACCACCTTACAACCCGGCAGCGC Cre02.g142266 GGAGGCGGAGGTATGCAGACACAACGGCC GGTTCCACCACCACCTTAGGCGGACGGCGGT
Cre02.g142286 GGAGGCGGAGGTATGGTCGGCCCGCCAG GGTTCCACCACCACCCTACGCGCCGCCACCG Cre02.g142306 GGAGGCGGAGGTATGTTCACTCGCACTCACA GGTTCCACCACCACCCTACTTCTTCAACATCTCAAGGA
Cre02.g142326 GGAGGCGGAGGTATGATGAACAGCTGGGAGCG GGTTCCACCACCACCGTCATTCACTGCCTCCACC Cre02.g142346 GGAGGCGGAGGTATGGCTGTGCCCTTGTCC GGTTCCACCACCACCCGGCTGCCTGACCCCC
Cre02.g142350 GGAGGCGGAGGTATGGCCGACGCTTGGG GGTTCCACCACCACCCACCTTGGCCTTGATGGC Cre02.g142351 GGAGGCGGAGGTATGAGGTTGGCATTTAAGACCG GGTTCCACCACCACCTTACTCGGTGCGGTCGC
Cre02.g142352 GGAGGCGGAGGTATGTCCCAAAAGCCGTTCACC GGTTCCACCACCACCCTGGCTGGCGGGCGTT Cre02.g142366 GGAGGCGGAGGTATGCGGACGATGATTGCTG GGTTCCACCACCACCTCACATGAATGCTCTCGGTATAC
Cre02.g142386 GGAGGCGGAGGTATGAATACACTCCAATTCCCCG GGTTCCACCACCACCCTAACGGACCGCCATGC Cre02.g142426 GGAGGCGGAGGTATGGCGGCAACCACACAA GGTTCCACCACCACCCATTCCTAGGATGGAGCGCAC
Cre02.g142466 GGAGGCGGAGGTATGAATACACTCCAATTCCCCG GGTTCCACCACCACCCTAGCGGACCGCCATGC Cre02.g142506 GGAGGCGGAGGTATGCCTGCCATCGCGCGTGGTA GGTTCCACCACCACCGCGGACCGCCATGCGATC
Cre02.g142526 GGAGGCGGAGGTATGGGACTATGGGCCAACA GGTTCCACCACCACCGAGACATGTCTGGAACAGCA Cre02.g142546 GGAGGCGGAGGTATGGTCAACTGGCTGCAC GGTTCCACCACCACCTGAGGGATCCGGAATGCT
Cre02.g142566 GGAGGCGGAGGTATGGGATGCGTTAACTGGATT GGTTCCACCACCACCTCATGCCCGCCTCCAC Cre02.g142586 GGAGGCGGAGGTATGCGCATCACTTTCATGCA GGTTCCACCACCACCGCTAGATCCTGGCGCCT
Cre02.g142600 GGAGGCGGAGGTATGCGGCAGGGCCGAC GGTTCCACCACCACCCCAAAGCAGGACTGCAATCCA Cre02.g142605 GGAGGCGGAGGTATGTGGGCGTGCAGCG GGTTCCACCACCACCATAATACGTGGCACTCGCG
Cre02.g142606 GGAGGCGGAGGTATGAGTCAGCGTCCGTTTC GGTTCCACCACCACCGTGCTGGACCAGCTGC Cre02.g142647 GGAGGCGGAGGTATGTATAACGTTGTGGTAGTGTGG GGTTCCACCACCACCTTATACCAGTGAATGTTGCCAGA
Cre02.g142667 GGAGGCGGAGGTATGCACTGCTCAAAATTTGCC GGTTCCACCACCACCTCCGCCTTGAGGAAGCC Cre02.g142687 GGAGGCGGAGGTATGGGTCTGATGGTTTCTAAGGC GGTTCCACCACCACCCGACTTGTTCTGGATGTTTTGGC
Cre02.g142700 GGAGGCGGAGGTATGCCGAGGACGGGCACAAG GGTTCCACCACCACCCTCCATCGCATGCGCCCC Cre02.g142707 GGAGGCGGAGGTATGGTAGTTTACCCATGCGTC GGTTCCACCACCACCGTAAGCCACCACACACACG
Cre02.g142727 GGAGGCGGAGGTATGACGCAGGTGCGGT GGTTCCACCACCACCCCAGCCTCGACTCCCAA Cre02.g142747 GGAGGCGGAGGTATGAGGAGGGTGTCGCAG GGTTCCACCACCACCAACCCAAACTTTGTCGTGCT
Cre02.g142767 GGAGGCGGAGGTATGCTTCTTGCTTTCCGTGG GGTTCCACCACCACCCAGTGGAGGTCGCAGCA Cre02.g142787 GGAGGCGGAGGTATGGAGCCGTCTAGCTCGG GGTTCCACCACCACCGGCGCCGCTGCATGTT
Cre02.g142800 GGAGGCGGAGGTATGCACACCCTCAGCCAAACC GGTTCCACCACCACCCTGCTGCGGCGCCTCG Cre02.g142807 GGAGGCGGAGGTATGGTCGCCCGTGTCTGC GGTTCCACCACCACCCTTGCCCCTGGCGGCG
Cre02.g142827 GGAGGCGGAGGTATGGCCCCGGACTGGC GGTTCCACCACCACCGGGCACGTGCGCTAGTA Cre02.g142847 GGAGGCGGAGGTATGAGTCGCGTTCGGTGC GGTTCCACCACCACCAACACACCTTGTCAGCTGG
Cre02.g142850 GGAGGCGGAGGTATGTCAGGCAACGACACAA GGTTCCACCACCACCGTGGCGGATGGGCACC Cre02.g142852 GGAGGCGGAGGTATGGGGGCTGGCACGC GGTTCCACCACCACCCTAGCCGCCACGCGAG
Cre02.g142867 GGAGGCGGAGGTATGCAGGCGGGTGCCA GGTTCCACCACCACCGGACTTGCCCTTGAAGTCCT Cre02.g142887 GGAGGCGGAGGTATGGTGGAGTCAACCAACAG GGTTCCACCACCACCTTACGGCAGCTGCGCC
Cre02.g142900 GGAGGCGGAGGTATGTATTCTATGCTCGGCCGC GGTTCCACCACCACCGTCCCCCAGCACATGCCAG Cre02.g142907 GGAGGCGGAGGTATGTTCGCTGCACGCACT GGTTCCACCACCACCCGTCTGAACTGAACCTCTCTTG
Cre02.g142927 GGAGGCGGAGGTATGTTCACTCGCACTCACAG GGTTCCACCACCACCCCAGGTAGGACTCTGGCTT Cre02.g142947 GGAGGCGGAGGTATGCTACATGAGCTTGGTCG GGTTCCACCACCACCCGAACCAGTGCAGCCG
Cre02.g142950 GGAGGCGGAGGTATGGGGCTAGCGCACCAGTATG GGTTCCACCACCACCGGTCGATGCCGGCGTCAC Cre02.g142967 GGAGGCGGAGGTATGGAGTCGCGGCTGC GGTTCCACCACCACCAGGCACGCGGGACCTT
Cre02.g143000 GGAGGCGGAGGTATGCTGCACGCGACTCAG GGTTCCACCACCACCCGCCATCCAGGGCTGTGTGAAC Cre02.g143007 GGAGGCGGAGGTATGCCAGGATTGCTGGACC GGTTCCACCACCACCGAGAATCAAGGGCGGCAA
Cre02.g143027 GGAGGCGGAGGTATGCTGGGGGCAGGCT GGTTCCACCACCACCTTAGGTGGCCGCGGGG Cre02.g143047 GGAGGCGGAGGTATGGGCAAACGCAGAGGC GGTTCCACCACCACCTGCGCGCGCACGCTTA
Cre02.g143050 GGAGGCGGAGGTATGCGTGTGGTCTCCGC GGTTCCACCACCACCGTCGAACAGGGAGAAGCCC Cre02.g143052 GGAGGCGGAGGTATGCAAGCTCTGTCAGCAGT GGTTCCACCACCACCCACCAGTACCGCTCTGACC
Cre02.g143067 GGAGGCGGAGGTATGTTCTGGGGCACGTCA GGTTCCACCACCACCTAAGACGGCACCACAGCA Cre02.g143087 GGAGGCGGAGGTATGATCAGTTTGCCCCGGG GGTTCCACCACCACCATTGTCGAGGCTTTGGACG
Cre02.g143107 GGAGGCGGAGGTATGGCCGTGCCCTTTTC GGTTCCACCACCACCTCACCGGTACTGTTTATCTTGTT Cre02.g143127 GGAGGCGGAGGTATGGGCACTGCCAACAC GGTTCCACCACCACCCACAGGGCTCCACGGC
Cre02.g143147 GGAGGCGGAGGTATGAGGGTCTCGGCCAAA GGTTCCACCACCACCTGGCATGTAGACGCGTGG Cre02.g143167 GGAGGCGGAGGTATGTGGCCCGCGGGTG GGTTCCACCACCACCCTTCTTGGCGTTCTCCAGCT
Cre02.g143200 GGAGGCGGAGGTATGTCGGACACTAAGCCGC GGTTCCACCACCACCCAGCTTGAGGGCGGCGAAG Cre02.g143200 GGAGGCGGAGGTATGTCGGACACTAAGCCGC GGTTCCACCACCACCCAGCTTGAGGGCGGCG
Cre02.g143207 GGAGGCGGAGGTATGGGCAAGAAAGTGTATGGAG GGTTCCACCACCACCTCAGCGAAGCTGCGCA Cre02.g143227 GGAGGCGGAGGTATGATCAGTTTGCCCCGGG GGTTCCACCACCACCATTGTCGAGGCTTTGGACG
Cre02.g143247 GGAGGCGGAGGTATGGCTGAAGTGCCTCCA GGTTCCACCACCACCGCCATAGTGGCGCGGT Cre02.g143250 GGAGGCGGAGGTATGACTAGGGGCTTTGCTTCC GGTTCCACCACCACCCTCCAGCTTGTCGATGACGG
Cre02.g143267 GGAGGCGGAGGTATGGAGGCGCTGCAAACG GGTTCCACCACCACCGTCCGTCTCCTCGGGGTTAAT Cre02.g143287 GGAGGCGGAGGTATGGGGAGCCTGCGGG GGTTCCACCACCACCCAGACGCACACGAGTGC
Cre02.g143300 GGAGGCGGAGGTATGCTCGGCCACGCCT GGTTCCACCACCACCGGTCATCCAGTTGCCACGG Cre02.g143327 GGAGGCGGAGGTATGGCTGTGGCAAGCATCCA GGTTCCACCACCACCCTTGACGGCGGCGGGC
Cre02.g143347 GGAGGCGGAGGTATGGGCGACACGGAGC GGTTCCACCACCACCCTACGGCTGCTCCGCC Cre02.g143350 GGAGGCGGAGGTATGAATCCAAGCTTTAGGGCC GGTTCCACCACCACCCGCAGTAGGCGTGTTGG
Cre02.g143367 GGAGGCGGAGGTATGCTTTGGCCGAAGTCAG GGTTCCACCACCACCTCAACAGTTCAAGAACTCCTTGA Cre02.g143387 GGAGGCGGAGGTATGCGCCCGAGGCTGA GGTTCCACCACCACCGGTGCCTTGGGTGTGCA
Cre02.g143392 GGAGGCGGAGGTATGCCGTTGGCTCGCC GGTTCCACCACCACCCCACCACCAGGATGGGT Cre02.g143400 GGAGGCGGAGGTATGGCCACGCTTCGTGTG GGTTCCACCACCACCCTTTCCTGATCCGCTTGCTTC
Cre02.g143400 GGAGGCGGAGGTATGGCCACGCTTCGTG GGTTCCACCACCACCCTTTCCTGATCCGCTTGCT Cre02.g143407 GGAGGCGGAGGTATGGTATCTAGGACTGCAGCG GGTTCCACCACCACCTTGGGGACCGGCACGT
Cre02.g143427 GGAGGCGGAGGTATGAGCCAGTGGATGATCCG GGTTCCACCACCACCCCAAAACTGGCCTGACGG Cre02.g143447 GGAGGCGGAGGTATGATGGCTCACAGGGCG GGTTCCACCACCACCCTGCTGCAGCTGCACACT
Cre02.g143450 GGAGGCGGAGGTATGCAGCTCCAGCGCT GGTTCCACCACCACCGATGCTGAAGCCCAGGTTC Cre02.g143467 GGAGGCGGAGGTATGAGTGAACTTTGGAACCTTTCAC GGTTCCACCACCACCCGAGATGCAGCGCTGCATC
Cre02.g143487 GGAGGCGGAGGTATGCCTGTCTTATGGAGGCG GGTTCCACCACCACCTTCGTTAGGGCGCCTGC Cre02.g143500 GGAGGCGGAGGTATGGACGAAAGTCCAAGCAG GGTTCCACCACCACCACTCTGCTGTCCAGCAGC
Cre02.g143507 GGAGGCGGAGGTATGGTATCTAGGACTGCAGCG GGTTCCACCACCACCTTGGGGACCGGCACGT Cre02.g143527 GGAGGCGGAGGTATGGTATCTAGGACGGCAGT GGTTCCACCACCACCCCAAAACTGGCCTGACGG
Cre02.g143547 GGAGGCGGAGGTATGGACGCGCTGGGGGAGAAG GGTTCCACCACCACCCTGCTGCTGCAGCTGCAC Cre02.g143550 GGAGGCGGAGGTATGCTCGCTAAGTTTGCGCTTA GGTTCCACCACCACCGCAGCTCCAGTTGCTCCA
Cre02.g143567 GGAGGCGGAGGTATGGTTGCAACTCCGAAGC GGTTCCACCACCACCGTCGTCGCGCACCAGC Cre02.g143587 GGAGGCGGAGGTATGTCTGCCTGGGTGCC GGTTCCACCACCACCCAGGCTGAGCCGCAGG
Cre02.g143600 GGAGGCGGAGGTATGTTCGGAACGGGCGG GGTTCCACCACCACCCGCCTGGCGTTTGAGG Cre02.g143607 GGAGGCGGAGGTATGCGAGCGTCCACTCG GGTTCCACCACCACCTTCTGGCTGCTCCACAAAC
Cre02.g143627 GGAGGCGGAGGTATGGTCGCCGCGCTTG GGTTCCACCACCACCTAGGGTACCACCACCACCA Cre02.g143635 GGAGGCGGAGGTATGGCCAGCTTGCGACT GGTTCCACCACCACCGAACTTCATGTCCAGCGGC
Cre02.g143647 GGAGGCGGAGGTATGAACACGCCTGGTCCTG GGTTCCACCACCACCCCCCTGCAGCTCCCGC Cre02.g143650 GGAGGCGGAGGTATGCTCGCCAAGTCGC GGTTCCACCACCACCGCGGCTGTAGCGGGTG
Cre02.g143667 GGAGGCGGAGGTATGGCGTTTATCAGTGCCAA GGTTCCACCACCACCGTCGTCGTAGTCCAGGTCC Cre02.g143850 GGAGGCGGAGGTATGGCTCTGTCGCCCACG GGTTCCACCACCACCGCTCTCCGGTAGCGGCGG
Cre02.g143858 GGAGGCGGAGGTATGCTGCGTGGCTCCT GGTTCCACCACCACCGTGCATGTGCCGGTGC Cre02.g143861 GGAGGCGGAGGTATGGCTCCGCACAGTCA GGTTCCACCACCACCCTACAGCGGCAGCCCC
Cre02.g144000 GGAGGCGGAGGTATGCCTTGGCCCGATAACC GGTTCCACCACCACCTAGCTTGCTCCTCAGCCCC Cre02.g144001 GGAGGCGGAGGTATGCATGTGGGATGCAGCT GGTTCCACCACCACCCTACGCCACGTCGCGC
Cre02.g144002 GGAGGCGGAGGTATGCAGCCTGCCGACC GGTTCCACCACCACCCTCCGTCCTCTGCCGC Cre02.g144004 GGAGGCGGAGGTATGGACAATCCATCTCGGACA GGTTCCACCACCACCTCACCGCTGCCATCCG
Cre02.g144005 GGAGGCGGAGGTATGTATCGCGCAAACATAGTTG GGTTCCACCACCACCCTACACGTCCCGCGGC Cre02.g144006 GGAGGCGGAGGTATGCCTCGCTCGCAGA GGTTCCACCACCACCCTGGTCCTGCTGCTGCC
Cre02.g144007 GGAGGCGGAGGTATGTCTGGGTCAAGACATTCC GGTTCCACCACCACCCTAGGCGGGCAGCAGC Cre02.g144008 GGAGGCGGAGGTATGTCCACCTCTAACACTCCG GGTTCCACCACCACCGCACGAGACATCCACATTCT
Cre02.g144009 GGAGGCGGAGGTATGTCCCCCGCCCGAC GGTTCCACCACCACCCCGGCTCTGCGCATAGG Cre02.g144050 GGAGGCGGAGGTATGTTTGGCGTCCTGTTGC GGTTCCACCACCACCCCACCCATGCCGCGAC
Cre02.g144100 GGAGGCGGAGGTATGGGGACCAGTCGCAAC GGTTCCACCACCACCGTCCTGCTCCAGCGCTTC Cre02.g144251 GGAGGCGGAGGTATGCTCAAGGCGCGCA GGTTCCACCACCACCGAACTCCCAGAAGCAGATGC
Cre02.g144252 GGAGGCGGAGGTATGCCGCTGCCTGTCA GGTTCCACCACCACCGATCACGTCCATGGTCCCG Cre02.g144300 GGAGGCGGAGGTATGACTGCTGCGGAGGAAAG GGTTCCACCACCACCCTACCGCGGCTGCGGG
Cre02.g144350 GGAGGCGGAGGTATGCGGGCAGCGAAGGCAG GGTTCCACCACCACCCGCGTCCTCGCCTCGCGC Cre02.g144400 GGAGGCGGAGGTATGCGCGTCTGGAGTG GGTTCCACCACCACCTTACATAGGAAAGGAATGGAGAAG
Cre02.g144450 GGAGGCGGAGGTATGTCCGGACCTATTTACCCC GGTTCCACCACCACCCTTTAGGTTGCGCCCGT Cre02.g144500 GGAGGCGGAGGTATGAAGCGCAAGGCTGATG GGTTCCACCACCACCAGAGGGCGCGGTGTAC
Cre02.g144600 GGAGGCGGAGGTATGCCTCCGGAGTATTGGAC GGTTCCACCACCACCTTACCGTCCGCCGGCA Cre02.g144605 GGAGGCGGAGGTATGAAGTCTGTCATAGCTTCATCA GGTTCCACCACCACCTTAGCTCACCCGCCTCAG
Cre02.g144606 GGAGGCGGAGGTATGTGCGGCATTCGCGG GGTTCCACCACCACCGGTCGCCGCTCCACCC Cre02.g144700 GGAGGCGGAGGTATGCCGCCGGAGTACTGG GGTTCCACCACCACCCTACCGCCCGCCAGCG
Cre02.g144734 GGAGGCGGAGGTATGATATCGCCTGCCTTGC GGTTCCACCACCACCATGCAGTGGGTCGGCG Cre02.g144750 GGAGGCGGAGGTATGACTTCAGCCGCCGA GGTTCCACCACCACCTTACCGCCCGCCAGCA
Cre02.g144800 GGAGGCGGAGGTATGGTGACGGCCCCGCTG GGTTCCACCACCACCGAACCCGATGCGCTTGCC Cre02.g144802 GGAGGCGGAGGTATGGCCAGGCTCCTGG GGTTCCACCACCACCTCAGCCTGCGCGCTTG
Cre02.g144850 GGAGGCGGAGGTATGCCGCTCGCTTTGCG GGTTCCACCACCACCCTGCTGCGGCCGCTCA Cre02.g144900 GGAGGCGGAGGTATGGCATCTGCAATCTTCGGG GGTTCCACCACCACCCAACTCTTGCTCCTGCCCC
Cre02.g144950 GGAGGCGGAGGTATGGCAGGGCACCGGC GGTTCCACCACCACCTTACTCAAACATGGGCATGATGC Cre02.g145000 GGAGGCGGAGGTATGAGTAGCTCGTTTTTGCTGT GGTTCCACCACCACCCTCATCACCAGTCTCAGCCG
Cre02.g145050 GGAGGCGGAGGTATGTTACAATCAGGAGCTGCCC GGTTCCACCACCACCCAGCTGCTCCTTCCACATCC Cre02.g145100 GGAGGCGGAGGTATGGAGAAGGAGCACCTGGTC GGTTCCACCACCACCACTACCCCTCGGAGTGGAG
Cre02.g145133 GGAGGCGGAGGTATGGCGTTTTGGATGGGGG GGTTCCACCACCACCTCATCGGCCTCCCGCG Cre02.g145150 GGAGGCGGAGGTATGCCTGTAATCAAGAACACGC GGTTCCACCACCACCCATCGACGACGTACGCGCAAG
Cre02.g145200 GGAGGCGGAGGTATGTGGGTGGCGCGAAGG GGTTCCACCACCACCCTGCTGGCGACTGAGAAGC Cre02.g145231 GGAGGCGGAGGTATGCAGCACGACGAGGT GGTTCCACCACCACCGTGCATCTGCCGCACC
Cre02.g145250 GGAGGCGGAGGTATGCCTCTGCAGCAAGACATC GGTTCCACCACCACCCTCGCCCTTGCGCCGG Cre02.g145300 GGAGGCGGAGGTATGGAGTCCCACGCTATGCTAA GGTTCCACCACCACCGTAGTAGCAGATGGTGTAGGTCA
Cre02.g145350 GGAGGCGGAGGTATGTTACCACTGGTAGTCTTAGCT GGTTCCACCACCACCCCGATGACGACGTCGCCTC Cre02.g145450 GGAGGCGGAGGTATGGCACAAGCGTCTCCA GGTTCCACCACCACCCTGCTCCAGCGGCACG
Cre02.g145451 GGAGGCGGAGGTATGGCTGGCGACAGCG GGTTCCACCACCACCAGCGTTGCCGCCAGGA Cre02.g145452 GGAGGCGGAGGTATGCTTGCAATCCTTCAACATG GGTTCCACCACCACCTCACCTGCTCGTCGCC
Cre02.g145500 GGAGGCGGAGGTATGCTTCGTCCTGTTTGCCTT GGTTCCACCACCACCAAAGGCGTACTGCAGCGG Cre02.g145502 GGAGGCGGAGGTATGATTGTGGGCTCGCTTG GGTTCCACCACCACCCCCATCGCAGCCATATCC
Cre02.g145550 GGAGGCGGAGGTATGATACTAATAACCTTTGAGGAATCC GGTTCCACCACCACCATAGCTCCGATCCTTTGGCC Cre02.g145628 GGAGGCGGAGGTATGGGGAATTGCGCCTCG GGTTCCACCACCACCTTCCTCGTCATCAGGCACG
Cre02.g145630 GGAGGCGGAGGTATGTCTGGGTGCAGGGG GGTTCCACCACCACCCTTGAAGTGAAGCATGCCAGC Cre02.g145650 GGAGGCGGAGGTATGTTCTTGCAGTCGGTCTCA GGTTCCACCACCACCACGCCTCCACCCTGGC
Cre02.g145700 GGAGGCGGAGGTATGAGCACCGACCCTGAG GGTTCCACCACCACCTTACGCCCCCCAGCCA Cre02.g145750 GGAGGCGGAGGTATGAGAGACATCGAGCCGCAAG GGTTCCACCACCACCCGCTCCCCAGCCAGCCCATTG
Cre02.g145800 GGAGGCGGAGGTATGACCAAGCCAAACGTTGT GGTTCCACCACCACCCTTCTTCTCCGCCAGACAC Cre02.g145850 GGAGGCGGAGGTATGCCTTCCCCTGCACGC GGTTCCACCACCACCGTACAGCTTGACCGAGTACTGC
Cre02.g145900 GGAGGCGGAGGTATGAACATAAAACCAGTCACTGGA GGTTCCACCACCACCCTACTCCTCGTCCGAGGAA Cre02.g145902 GGAGGCGGAGGTATGTGCAACAAGAAAACCTTTGA GGTTCCACCACCACCTCAGAAGATCTTCAGCCGCG
Cre02.g145950 GGAGGCGGAGGTATGGCGCCGAGAGCAC GGTTCCACCACCACCGAACTTCTTGCAGGCGATGA Cre02.g146000 GGAGGCGGAGGTATGGGGCGCAAGACTAAAG GGTTCCACCACCACCGGGGATGGCGTAAGTGC
Cre02.g146050 GGAGGCGGAGGTATGGCGACAGAAGTGCGG GGTTCCACCACCACCCAGCTGTGACTGCCTCCG Cre02.g146100 GGAGGCGGAGGTATGAGCCAAGGACATAATATGTT GGTTCCACCACCACCCTAGACGTCCATGAACAGGC
Cre02.g146131 GGAGGCGGAGGTATGGCACCGAAGCGGC GGTTCCACCACCACCGGCTCTCAGCCCGGCC Cre02.g146200 GGAGGCGGAGGTATGGCGTCCTACACGCA GGTTCCACCACCACCCAGGTCATCCAGCAAGTCG
Cre02.g146250 GGAGGCGGAGGTATGTTGCAGCGCGCTGCATGTC GGTTCCACCACCACCGTGCTGCGCCCACTGGAT Cre02.g146300 GGAGGCGGAGGTATGCAGGCGCTGCTTC GGTTCCACCACCACCCAGGGCCATCTCGCTGC
Cre02.g146500 GGAGGCGGAGGTATGCCTGCGGTCGCCGGGAAG GGTTCCACCACCACCACGGCGCGACGTGGCAAGAGTC Cre02.g146550 GGAGGCGGAGGTATGGTCCCAGCGAGAAGG GGTTCCACCACCACCGTCCTGTACGTACTCGGTCC
Cre02.g146600 GGAGGCGGAGGTATGATTTCTCAATTCTATATTCTCTCG GGTTCCACCACCACCCGTACGGAAGGTGTACGAGTTT Cre02.g146629 GGAGGCGGAGGTATGAGCAGCGAAAGCGCG GGTTCCACCACCACCGCCTTCGCCGCCACAAGC
Cre02.g146700 GGAGGCGGAGGTATGCCCCGTCAGCGCA GGTTCCACCACCACCTTACACGCGGCGGCAG Cre02.g146750 GGAGGCGGAGGTATGGGCGCGGTCACAAG GGTTCCACCACCACCATTCGGCCGCTCCCGC
Cre02.g146850 GGAGGCGGAGGTATGGAGATGGAGGCAGGC GGTTCCACCACCACCCAAAGCACCCTGCACCTG Cre02.g146900 GGAGGCGGAGGTATGGCGCATGCACGGG GGTTCCACCACCACCCAGCCTCCCTGGCGAG
Cre02.g146950 GGAGGCGGAGGTATGGGGCGCAAAGTCACGATC GGTTCCACCACCACCCAAGTCAATGGGCTTAAACATTGG Cre02.g147000 GGAGGCGGAGGTATGCAGACCCACTCGCG GGTTCCACCACCACCCTACTGCTGTGCCGGC
Cre02.g147050 GGAGGCGGAGGTATGTCGGACCCATTCATGTG GGTTCCACCACCACCCTTCTTGACACCACGCACG Cre02.g147100 GGAGGCGGAGGTATGTCCGACGCTCTGAAGAATG GGTTCCACCACCACCGAACTTAACACCGCGCACG
Cre02.g147300 GGAGGCGGAGGTATGGGCCAATGCTCCAGC GGTTCCACCACCACCTTAGGCGCGTGTGGGC Cre02.g147301 GGAGGCGGAGGTATGGAAAGGCGTGCATTTGA GGTTCCACCACCACCATCCCATCCCACGCCG
Cre02.g147302 GGAGGCGGAGGTATGTCTGCCGCTGCTGCG GGTTCCACCACCACCCTGCCTGTCGGTGCGCAAG Cre02.g147350 GGAGGCGGAGGTATGGGTGGATGCCTTAGCT GGTTCCACCACCACCCTGCTGCTGGCCTCCG
Cre02.g147450 GGAGGCGGAGGTATGCCTCCGAAAGCGGCC GGTTCCACCACCACCCTTGACCTTCACTGACGGGAC Cre02.g147550 GGAGGCGGAGGTATGGCGAGAGTTCAAGTTAGC GGTTCCACCACCACCCTACCCCAGCGGCCAC
Cre02.g147600 GGAGGCGGAGGTATGGTGCAGCAGAGAGCC GGTTCCACCACCACCCTCATCTTCCTCTTCCTCCTCC Cre02.g147650 GGAGGCGGAGGTATGCTGCAGCTTCGCTGT GGTTCCACCACCACCCACCGTTGCAACCTCCTTCTC
Cre02.g147700 GGAGGCGGAGGTATGCCGACTCTGTGGTTGC GGTTCCACCACCACCCGCCGCGGCAAACAGC Cre02.g147750 GGAGGCGGAGGTATGGCATCCACAAGGCCC GGTTCCACCACCACCCCGCTCGTAGCCGTCA
Cre02.g147800 GGAGGCGGAGGTATGCCGAAGGCGCACC GGTTCCACCACCACCCATGATGCTGCACCCGC Cre02.g147850 GGAGGCGGAGGTATGCTCAACACCTCGGCG GGTTCCACCACCACCCAGCACGTATCTGCTGAGGTC
Cre02.g147900 GGAGGCGGAGGTATGGCAACGAACCATGTCTTCT GGTTCCACCACCACCGTCGTTCTGCTTGTTGAGGGTC Cre03.g143687 GGAGGCGGAGGTATGCGTCAGGGTTGGAAGG GGTTCCACCACCACCGTAAGCCACCACACACACG
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Cre03.g143707 GGAGGCGGAGGTATGTGTTTATTTGATTTCTCGCCG GGTTCCACCACCACCCTACCCTTCCGATTGATTCAACC Cre03.g143727 GGAGGCGGAGGTATGGGCATTTGTACGCCCG GGTTCCACCACCACCCCCCACCGGCAGCTGC
Cre03.g143747 GGAGGCGGAGGTATGGAAAGGAGGGGCAGT GGTTCCACCACCACCCTAGAAATGCCGCTGATGAATTT Cre03.g143767 GGAGGCGGAGGTATGTATGGACGAATCGCAATTG GGTTCCACCACCACCTCATGTTTGCCAAAATTTGCATG
Cre03.g143787 GGAGGCGGAGGTATGTTTGGCTCAAACGGGG GGTTCCACCACCACCATCAAGCTTGGGCGAAGC Cre03.g143807 GGAGGCGGAGGTATGGCCGTATCTTTCGCG GGTTCCACCACCACCATAGTCCAAGTCAAGCAACCC
Cre03.g143827 GGAGGCGGAGGTATGAACGTCCCGAATGCCG GGTTCCACCACCACCGAATGGCAGTTCACCCTCAGC Cre03.g143847 GGAGGCGGAGGTATGCGCGGCCTTCGCG GGTTCCACCACCACCTCACGAAGACAGGATCTGGATGC
Cre03.g143867 GGAGGCGGAGGTATGAACGGGCGTGGCG GGTTCCACCACCACCCTCATCTTCCCGGACCAACA Cre03.g143887 GGAGGCGGAGGTATGGTGCATACGAAGGACCATG GGTTCCACCACCACCGATGCGGTAGAGGGGCTTGAT
Cre03.g143907 GGAGGCGGAGGTATGGTCGACCCTACAAAGAGTCC GGTTCCACCACCACCTCAGCGGCGGCCGAAG Cre03.g143947 GGAGGCGGAGGTATGGCGCTCCTAGCCGC GGTTCCACCACCACCGCTCAGGCCCCAGCCC
Cre03.g143967 GGAGGCGGAGGTATGATGGAGCTCCTACACCC GGTTCCACCACCACCCGCGTCCGCCTCATCC Cre03.g143987 GGAGGCGGAGGTATGAACTGCGATAGGCCAATG GGTTCCACCACCACCCGCGAACAGCGAGTGC
Cre03.g144031 GGAGGCGGAGGTATGCGCTTTCAGGAGGTCACA GGTTCCACCACCACCCCAGCCGCGCGGGAAG Cre03.g144064 GGAGGCGGAGGTATGCAAGCAGCTCGCTT GGTTCCACCACCACCCTGGTCTTCCCCCGGC
Cre03.g144084 GGAGGCGGAGGTATGCCGCCGCCACCGCCC GGTTCCACCACCACCGCGTCCGGCGCCGCAGTC Cre03.g144104 GGAGGCGGAGGTATGCCGTTGCACCGGC GGTTCCACCACCACCTCCAAGCAGCGCCATATCG
Cre03.g144124 GGAGGCGGAGGTATGGCTGCGGGGAGGA GGTTCCACCACCACCCGGCAGCTGTGTCCGC Cre03.g144144 GGAGGCGGAGGTATGGAGCTTTTGCTACGTGA GGTTCCACCACCACCCATCCGTCCCATGTAACGC
Cre03.g144164 GGAGGCGGAGGTATGCAGACTGCAAAGCTTACCG GGTTCCACCACCACCCAGCAGGTTGATGGTGTCCC Cre03.g144184 GGAGGCGGAGGTATGATGTCTACACAGAAGCAGC GGTTCCACCACCACCCTACGAGGTCTGCGCCA
Cre03.g144204 GGAGGCGGAGGTATGACAAATCACAAGGGGCGC GGTTCCACCACCACCCATGGTCGCGCCTGCTGC Cre03.g144224 GGAGGCGGAGGTATGGCGGAGAGCTCAGAC GGTTCCACCACCACCTCATCCTGGCACCGCC
Cre03.g144264 GGAGGCGGAGGTATGCGGGGTCTGTCGGCTA GGTTCCACCACCACCCTGCTGCAGGCGCAGGTC Cre03.g144264 GGAGGCGGAGGTATGCGGGGTCTGTCGG GGTTCCACCACCACCCTGCTGCAGGCGCAGG
Cre03.g144284 GGAGGCGGAGGTATGGCCCAGCAGCGGA GGTTCCACCACCACCCTAGTCCCTCCGCGGC Cre03.g144304 GGAGGCGGAGGTATGGCCTCGGCACCCG GGTTCCACCACCACCCTACTGCCGGCTGCGG
Cre03.g144344 GGAGGCGGAGGTATGTCCCCCCGCCAGGCAG GGTTCCACCACCACCCTGCCCACGGTCCTCCTG Cre03.g144344 GGAGGCGGAGGTATGTCCCCCCGCCAGG GGTTCCACCACCACCCTGCCCACGGTCCTCC
Cre03.g144364 GGAGGCGGAGGTATGGAGCAGCTTCTAGGGC GGTTCCACCACCACCATACGCCGCAGCAGATGG Cre03.g144384 GGAGGCGGAGGTATGCCTAGTGCTCGACGA GGTTCCACCACCACCGAGAAGGCCGTTGGACG
Cre03.g144404 GGAGGCGGAGGTATGCAACCCACACCACCC GGTTCCACCACCACCCTGCGGCTCCGTCCCT Cre03.g144444 GGAGGCGGAGGTATGCCGAAGAAAACAGCTAGC GGTTCCACCACCACCTCGCTGACAGGAGATGGT
Cre03.g144484 GGAGGCGGAGGTATGGTCTCCTGCTTCTCTTGC GGTTCCACCACCACCCGGTACTGTGTTCTTTCCAGCC Cre03.g144504 GGAGGCGGAGGTATGCTGACTCGCCCGA GGTTCCACCACCACCAAAGTCGATGTTGGTCTTGCG
Cre03.g144544 GGAGGCGGAGGTATGGCGGACTACGCGC GGTTCCACCACCACCGAACTCGTATGCAACGTCCT Cre03.g144564 GGAGGCGGAGGTATGGCGCACCATGGAGC GGTTCCACCACCACCATGGTGCTGGCGGCGG
Cre03.g144584 GGAGGCGGAGGTATGAACGCTAGCAACAACCTTG GGTTCCACCACCACCCATGAAGCCCTGGCGCGG Cre03.g144607 GGAGGCGGAGGTATGTCGTCGCAGCAGC GGTTCCACCACCACCCTCCGCATCAGACCCAGC
Cre03.g144627 GGAGGCGGAGGTATGCGCAGTGTTTACTCTCCTG GGTTCCACCACCACCCGGCACGTACTCCAGCGC Cre03.g144647 GGAGGCGGAGGTATGGGCAAGTCCAGAGGC GGTTCCACCACCACCCTTGGCCTTGCTGGGGT
Cre03.g144667 GGAGGCGGAGGTATGCAAGCCCTCCAAGCA GGTTCCACCACCACCGAGGAACGACACGTCGTC Cre03.g144687 GGAGGCGGAGGTATGGCTCAAACGTCAAGGG GGTTCCACCACCACCATACTTGCGCTGCGGGG
Cre03.g144707 GGAGGCGGAGGTATGGCAGTATCGCAACGGGC GGTTCCACCACCACCCTTGCCCGCCTCCGCC Cre03.g144727 GGAGGCGGAGGTATGGCGCAGTTACGGTG GGTTCCACCACCACCCCGCAGTTGCCACGTG
Cre03.g144747 GGAGGCGGAGGTATGAGCAGGCGGTACTATGAC GGTTCCACCACCACCCAGCCCGCCGTGCATGTC Cre03.g144767 GGAGGCGGAGGTATGGCAGAAGATGTTGCTGC GGTTCCACCACCACCCTACTGCGCCTGCGCC
Cre03.g144787 GGAGGCGGAGGTATGATGGAAGTTAGGGACGCCG GGTTCCACCACCACCTCAGCTGCGGGCGCTG Cre03.g144807 GGAGGCGGAGGTATGTCCGTCCAAACCATTCCG GGTTCCACCACCACCCATGCGGCTGGGGGTCTT
Cre03.g144827 GGAGGCGGAGGTATGACACAAGCAACACCTGT GGTTCCACCACCACCTTATTCCGCTGCGGCTG Cre03.g144847 GGAGGCGGAGGTATGGGAGGCCGTGGAAG GGTTCCACCACCACCCACCACCAGGCTGAAGGC
Cre03.g144867 GGAGGCGGAGGTATGTCGCTGACGCTCAGC GGTTCCACCACCACCCGCGATGTATAGGCGCCTC Cre03.g144907 GGAGGCGGAGGTATGGCAGATGTTAAGGACATCC GGTTCCACCACCACCCTACCGCCGCCGCTTC
Cre03.g144927 GGAGGCGGAGGTATGTGTATTTTCGTGCATTCGAG GGTTCCACCACCACCTTAGGCGTGCAGTGCG Cre03.g144947 GGAGGCGGAGGTATGGACGGCGCTGGTGG GGTTCCACCACCACCTCAGCAGCCGCTGCCG
Cre03.g144967 GGAGGCGGAGGTATGGCGCAGCACGCGCGGAGAC GGTTCCACCACCACCCTGCTGCTTGCCGCCGCC Cre03.g144987 GGAGGCGGAGGTATGTTGAAATCTTTATTCAGCTGCCT GGTTCCACCACCACCGCAATCGTCCGGCGTGATGATG
Cre03.g145007 GGAGGCGGAGGTATGCGTGGCATCGACAC GGTTCCACCACCACCCTTGTAGTCCGCCCTGCG Cre03.g145027 GGAGGCGGAGGTATGCGGGTACCGCCTG GGTTCCACCACCACCGCCAGGCCCAGAGGGT
Cre03.g145047 GGAGGCGGAGGTATGGTCATCCCGCTACAGC GGTTCCACCACCACCCGGTCGCATGATGGTGC Cre03.g145067 GGAGGCGGAGGTATGGTCGCCCGTGGGG GGTTCCACCACCACCCCACGTTAGCGGCAGCG
Cre03.g145087 GGAGGCGGAGGTATGTCAGAAAGAACGCCTCTTCT GGTTCCACCACCACCGACCTGTGCGTCGCCAGC Cre03.g145107 GGAGGCGGAGGTATGCCACCAACATTTAAGAAGC GGTTCCACCACCACCCTACCGGCTCAAGCCGC
Cre03.g145147 GGAGGCGGAGGTATGGCAGTGGAGCGACTG GGTTCCACCACCACCCTTGCCCTCACGCTTGGC Cre03.g145167 GGAGGCGGAGGTATGAGCGAAGATGCCAACGT GGTTCCACCACCACCGGGACGCACTCCGCGT
Cre03.g145207 GGAGGCGGAGGTATGCAAGTTATGCAGCAGCG GGTTCCACCACCACCCTACTGCTCCGCGCCG Cre03.g145247 GGAGGCGGAGGTATGCAGCTATCTCTATCTCCGG GGTTCCACCACCACCTAACAGGTAGGGGATAAACTTCTTCA
Cre03.g145267 GGAGGCGGAGGTATGGCCGCAGACACCTTCG GGTTCCACCACCACCTCGGCGCGAGCGCTTG Cre03.g145287 GGAGGCGGAGGTATGGTAGAGCTTTTCGGGGC GGTTCCACCACCACCTCCGTCGCACTCCATCTCG
Cre03.g145307 GGAGGCGGAGGTATGTCTGCAACCATCTCCAG GGTTCCACCACCACCAATGCTGAAGGGGCCGG Cre03.g145327 GGAGGCGGAGGTATGCAGAATGGTTACCTGGG GGTTCCACCACCACCAGCCCTCCCTTTCCCTCC
Cre03.g145347 GGAGGCGGAGGTATGGACATATTTAGAAAGAGGAGG GGTTCCACCACCACCTTACCACAAGTTGCGCAAA Cre03.g145367 GGAGGCGGAGGTATGGGGAGCCTGAACACC GGTTCCACCACCACCGCACTTTGCGATGACGTCC
Cre03.g145387 GGAGGCGGAGGTATGCCTCCGCAATTGGG GGTTCCACCACCACCCCATCCCGTCACTTTTGCC Cre03.g145427 GGAGGCGGAGGTATGCATAGCGTGGGGTTGGTTT GGTTCCACCACCACCGTAGATGAAGGGTAGGAACTTCTTGA
Cre03.g145467 GGAGGCGGAGGTATGGCTTTATTTCCAGCGACC GGTTCCACCACCACCTCACGGCAGGTAGCCG Cre03.g145507 GGAGGCGGAGGTATGCTCGCGCACCGCG GGTTCCACCACCACCTTACGCCGAGGAAGAGAAGAAAGA
Cre03.g145527 GGAGGCGGAGGTATGGCTTCGTCGGGAGTCC GGTTCCACCACCACCCCGCAGCCGCAACACCCC Cre03.g145547 GGAGGCGGAGGTATGGAGGAGGCAGGCTCC GGTTCCACCACCACCGAACTGGAACTGCTTGTCCTCG
Cre03.g145587 GGAGGCGGAGGTATGCGCACCATGCTAGCAAG GGTTCCACCACCACCGACGTCGCACTGCTGCTG Cre03.g145607 GGAGGCGGAGGTATGTTGCGCAGCGGCCCC GGTTCCACCACCACCGTCGTCGTCCTTGTAGGGGAA
Cre03.g145627 GGAGGCGGAGGTATGCGGCAGACTTGCG GGTTCCACCACCACCGCTGGAGCTGGCCATCA Cre03.g145647 GGAGGCGGAGGTATGGGTAACCAACAGTCTGC GGTTCCACCACCACCATGGTCAGCGGTCGAGC
Cre03.g145667 GGAGGCGGAGGTATGCGAAATTCCGCCGAC GGTTCCACCACCACCTTCTATGTCGCCGGCCG Cre03.g145687 GGAGGCGGAGGTATGGGAATTCACGGGCTCAC GGTTCCACCACCACCCTTCTTGCCGCCACCCAC
Cre03.g145707 GGAGGCGGAGGTATGGACCTGTTTGAGACGC GGTTCCACCACCACCCATGACCAGTTCCGCCAG Cre03.g145727 GGAGGCGGAGGTATGTCGGACGCGGCAG GGTTCCACCACCACCCTTGGTGACCTTGTAGCTCTT
Cre03.g145747 GGAGGCGGAGGTATGCTTAACCTTCAGCACTCTGC GGTTCCACCACCACCTCACGCCTGGTGCGCG Cre03.g145787 GGAGGCGGAGGTATGTCGTTCAACCACGCACTTC GGTTCCACCACCACCCTACTGCGCGCCGGCG
Cre03.g145807 GGAGGCGGAGGTATGCACCCAAACGATGTCGC GGTTCCACCACCACCACGCGTTTTCCCCTCCTC Cre03.g145847 GGAGGCGGAGGTATGGCGAGGGGCGCCGTCCATG GGTTCCACCACCACCCCGCTGCCCCGCCCAGAAC
Cre03.g145867 GGAGGCGGAGGTATGAGACAGCTATCTCTGTCTTTG GGTTCCACCACCACCCTACAGACCCACAACCGGG Cre03.g145887 GGAGGCGGAGGTATGCTCCTCTCCTCCTCCC GGTTCCACCACCACCCGCCGAGTTGGCGACTGTC
Cre03.g145927 GGAGGCGGAGGTATGCTCGCGGCAGCACTTC GGTTCCACCACCACCGTTGCGCTTGTCAGCAGC Cre03.g145967 GGAGGCGGAGGTATGGCTGATACACCGAGCC GGTTCCACCACCACCCTTGACCCAGCCATTGGG
Cre03.g146007 GGAGGCGGAGGTATGGCATCTCTAAAAGTAGAACGG GGTTCCACCACCACCTTACCCCACCTCCTCAGC Cre03.g146027 GGAGGCGGAGGTATGGTGGGCGGTCTGCTTC GGTTCCACCACCACCATGCAGCAATGTAACCCGTGA
Cre03.g146047 GGAGGCGGAGGTATGCCTCGCTTTCATGATCA GGTTCCACCACCACCCTGCTTGCTGGCCGTG Cre03.g146067 GGAGGCGGAGGTATGACGCCAAGTCTGGTGC GGTTCCACCACCACCATGCCGCTCGCAGCCC
Cre03.g146087 GGAGGCGGAGGTATGGAGTTCACACAGCGGC GGTTCCACCACCACCACCCTGCAGGTACTCCCC Cre03.g146107 GGAGGCGGAGGTATGGAGCCAGGGCGCT GGTTCCACCACCACCCACCGCCCCGCTGTCC
Cre03.g146127 GGAGGCGGAGGTATGACAACCAAGTATGGCATGT GGTTCCACCACCACCCTACTTGAGGTTCATGCGCA Cre03.g146147 GGAGGCGGAGGTATGATGCTTACGCGCAAGGCAA GGTTCCACCACCACCGTAGATGTCATCCTCCGAGGC
Cre03.g146167 GGAGGCGGAGGTATGCAGACCACTATCTCTCGC GGTTCCACCACCACCCTGCGGCGCCTTGAAC Cre03.g146187 GGAGGCGGAGGTATGGCTCTGCAGTGCAAGC GGTTCCACCACCACCGGGGAACATGGCCAGCTG
Cre03.g146207 GGAGGCGGAGGTATGATGATGCAGCGGAAGTCTC GGTTCCACCACCACCGAAGCTCTGGTGGTCAATCTCG Cre03.g146227 GGAGGCGGAGGTATGGCGCGCTCCAAGGAG GGTTCCACCACCACCGCCGCCCAGCTCCACTGC
Cre03.g146247 GGAGGCGGAGGTATGAAGAAGGCAGCCGAAATCA GGTTCCACCACCACCTCACTTGGCCGCGGCG Cre03.g146267 GGAGGCGGAGGTATGGCACGACCCAGCG GGTTCCACCACCACCCACCTCGGTCTGGGCG
Cre03.g146287 GGAGGCGGAGGTATGCCGCGATTCTACGGG GGTTCCACCACCACCCCTCCCCGCTCCTCCTGC Cre03.g146327 GGAGGCGGAGGTATGCACAAGAACCCCCCG GGTTCCACCACCACCGTGTAGCTTGACATAGCGGG
Cre03.g146347 GGAGGCGGAGGTATGGAGCCCCCGCCGG GGTTCCACCACCACCCATCTTGGCCGCGTCCTTG Cre03.g146367 GGAGGCGGAGGTATGGATAGCGATCAAAACGCG GGTTCCACCACCACCCTAACCGCGCCCCTCC
Cre03.g146387 GGAGGCGGAGGTATGTCGTGTCTGCCGCT GGTTCCACCACCACCGACGCGTAGCTTGCGC Cre03.g146407 GGAGGCGGAGGTATGCAGCAGCCGCAAG GGTTCCACCACCACCGACCAGCGCCAGAGCC
Cre03.g146427 GGAGGCGGAGGTATGGAGCGCCACAAAAACA GGTTCCACCACCACCTGGCCGCATCGTGTTAC Cre03.g146467 GGAGGCGGAGGTATGTCGCGCGCAAAACAC GGTTCCACCACCACCCCCCTTCTTGGCTGCCTC
Cre03.g146487 GGAGGCGGAGGTATGGAGGCTCTCCTGGATTTCA GGTTCCACCACCACCGGAGTCGTTCATGTCCTCCG Cre03.g146507 GGAGGCGGAGGTATGCGACGACAAGCGGCG GGTTCCACCACCACCCTGCTTGAACACCTCCTTGGC
Cre03.g146527 GGAGGCGGAGGTATGGGTTTACTAGTGGACCGCT GGTTCCACCACCACCCATCACCACGCACCCGCG Cre03.g146547 GGAGGCGGAGGTATGGCCTCCGTAAGTCCC GGTTCCACCACCACCTAGCGACGCAGTCGTGG
Cre03.g146587 GGAGGCGGAGGTATGTCTGGGCCCAAGTCAC GGTTCCACCACCACCCGCCTTGACGGGGTGGTC Cre03.g146627 GGAGGCGGAGGTATGCTGTGGTGCGACACG GGTTCCACCACCACCCGTGTACCTCAGCAGCAGG
Cre03.g146667 GGAGGCGGAGGTATGTCAGCGTTTGTACTCGG GGTTCCACCACCACCGTGGGGTGAAATGCCGTC Cre03.g146687 GGAGGCGGAGGTATGGTATACCCTGGCATAGAGGAG GGTTCCACCACCACCTCACGCCGCCACCTGC
Cre03.g146707 GGAGGCGGAGGTATGGACAGCTCCGCGCC GGTTCCACCACCACCTCACCGCCCTGGCGCA Cre03.g146767 GGAGGCGGAGGTATGAAGCAGCCTCGCCGC GGTTCCACCACCACCATTCAGTGTCAGCCACACTCC
Cre03.g146787 GGAGGCGGAGGTATGAGTGCTTCGATTTGGACT GGTTCCACCACCACCCTATGGAGCGGCAGGCG Cre03.g146807 GGAGGCGGAGGTATGGGAACCAGTAGCTTCTGG GGTTCCACCACCACCGCCGCTGGTGCTGGTG
Cre03.g146827 GGAGGCGGAGGTATGGGCAGGGCTACATATGTA GGTTCCACCACCACCGTGGGGTGAAATGCCGTC Cre03.g146847 GGAGGCGGAGGTATGCTGCTGTGGCACAAG GGTTCCACCACCACCTCAGCCTGCGCGCTTG
Cre03.g146867 GGAGGCGGAGGTATGGGCTGCGGCTCGTCAGTTC GGTTCCACCACCACCGTTTCGCCCCGCCGCGAC Cre03.g146887 GGAGGCGGAGGTATGGGCTCCAGAAACCCGG GGTTCCACCACCACCCACGCATGTGGGCGCG
Cre03.g148100 GGAGGCGGAGGTATGTCCACACTCAAACAGCGTA GGTTCCACCACCACCCGCCTTGGTCTTCTCCTGC Cre03.g148150 GGAGGCGGAGGTATGCGGGCTCTTTGCTCG GGTTCCACCACCACCCTACCAACGCGCCCGC
Cre03.g148201 GGAGGCGGAGGTATGCGGCCACGGTTACT GGTTCCACCACCACCCATGCCGTTAGCGCGC Cre03.g148300 GGAGGCGGAGGTATGGCGGTGCTTACACAC GGTTCCACCACCACCGAAACCGTCCGGGATCCG
Cre03.g148350 GGAGGCGGAGGTATGATGGCTTCAGCGCTGC GGTTCCACCACCACCCCGCTGGTCCCGCTGC Cre03.g148450 GGAGGCGGAGGTATGGAGGAAATGCACAAGACTG GGTTCCACCACCACCCTACAGCGGCGGGATGG
Cre03.g148500 GGAGGCGGAGGTATGGTTCGCCCCCTCGC GGTTCCACCACCACCCTACTCGCGCGCGGCC Cre03.g148700 GGAGGCGGAGGTATGACTCGTGTTCTCGCACC GGTTCCACCACCACCTCATGCGGTGCGGCCC
Cre03.g148750 GGAGGCGGAGGTATGTCTTCCGATGACTATATCAAGC GGTTCCACCACCACCTTGCGGCGACTGCATTGG Cre03.g148800 GGAGGCGGAGGTATGCAGCCAGACGTAAAGCC GGTTCCACCACCACCCAAGTGCTGCTCTGGTTTGC
Cre03.g148850 GGAGGCGGAGGTATGTCCGGCATGGTTCGG GGTTCCACCACCACCAAACATGTGCAGCCAGTCAATC Cre03.g148950 GGAGGCGGAGGTATGCAGGTCTCAATGCGCC GGTTCCACCACCACCCGCCTGCGCCACCTCACG
Cre03.g149001 GGAGGCGGAGGTATGAAGCGCTGCTATCACTTC GGTTCCACCACCACCCCTGGCATCGCGAGGC Cre03.g149050 GGAGGCGGAGGTATGCTGAACAACCAGAGTTGGC GGTTCCACCACCACCGGCCAGCTTGCTCGGTGC
Cre03.g149100 GGAGGCGGAGGTATGTCCAGCCGACTGGAT GGTTCCACCACCACCCATCCAGTTCTCACCGGC Cre03.g149150 GGAGGCGGAGGTATGAACCGCCCTTTTCGC GGTTCCACCACCACCCTGTTGCTGCGGGCCG
Cre03.g149201 GGAGGCGGAGGTATGACCGCTGCGTCGG GGTTCCACCACCACCCAATGAGATGTGGCGCTGC Cre03.g149250 GGAGGCGGAGGTATGCGCTCTATGGCAGCAA GGTTCCACCACCACCCTCGATGAAGATCTGGATGTTGT
Cre03.g149350 GGAGGCGGAGGTATGGACACCGGTAGCGC GGTTCCACCACCACCCGCTGCCACTGCCTCT Cre03.g149450 GGAGGCGGAGGTATGCAACAGATTCCCCGC GGTTCCACCACCACCCAGGAAGCCCTCTGACAGC
Cre03.g149500 GGAGGCGGAGGTATGACTAGTGTAGATGAAGAGCCA GGTTCCACCACCACCCTGGGTCACTGACGGCTG Cre03.g149517 GGAGGCGGAGGTATGCTGCGCGCGATCC GGTTCCACCACCACCACTCGCCATACTGCCCG
Cre03.g149550 GGAGGCGGAGGTATGGGCTCTTCTCGAAGAGC GGTTCCACCACCACCGTAGTCCCCGTCCAGGTC Cre03.g149600 GGAGGCGGAGGTATGCGCACCCAGCGCGCCAG GGTTCCACCACCACCCACCACCAGCGGGGGGCG
Cre03.g149650 GGAGGCGGAGGTATGACTTCCTCAGCGGATAGC GGTTCCACCACCACCCACCCACATGACTTGGCTCTT Cre03.g149700 GGAGGCGGAGGTATGCTCATTAGCGCAATGCA GGTTCCACCACCACCCTGCTGCCCCTCCACG
Cre03.g149750 GGAGGCGGAGGTATGCTCACCTCGCCCCAG GGTTCCACCACCACCCAGGACGGTCAGTAGGCG Cre03.g149800 GGAGGCGGAGGTATGGCTGACGACAAGGATGTA GGTTCCACCACCACCGCTGGCGGCTCCCAGA
Cre03.g149851 GGAGGCGGAGGTATGCTCGGAACCGCGC GGTTCCACCACCACCTCAGGCACTCGCCCGC Cre03.g149900 GGAGGCGGAGGTATGCTGCAGTCCAGCAGC GGTTCCACCACCACCCTGCGGCAGTGGGGCC
Cre03.g149950 GGAGGCGGAGGTATGGCCAGAGCTGTTGCG GGTTCCACCACCACCGGGTGCGCAGCCTTGC Cre03.g150000 GGAGGCGGAGGTATGCCGCCGTCAACCACA GGTTCCACCACCACCGCACCGCTGTGAGGGAGT
Cre03.g150050 GGAGGCGGAGGTATGGCCGTCGTTCAATGC GGTTCCACCACCACCCGTCGACTCAATGCCAACC Cre03.g150151 GGAGGCGGAGGTATGTCCCCATTGCCACACAC GGTTCCACCACCACCAGTTCTTGGTGGCGTGGAG
Cre03.g150200 GGAGGCGGAGGTATGCTGGTCACACATGATGAC GGTTCCACCACCACCCACGCGGATTAGCTTGTCG Cre03.g150251 GGAGGCGGAGGTATGGACAGCGGCTGCG GGTTCCACCACCACCGCGTCGCTCAGCTGGC
Cre03.g150300 GGAGGCGGAGGTATGTCTGACGATCGCTACGC GGTTCCACCACCACCCCGAGCCAGCATCATCTTAATA Cre03.g150350 GGAGGCGGAGGTATGGCGACGACGAGGGGC GGTTCCACCACCACCCTGGTCCTGGGTGGCTCT
Cre03.g150400 GGAGGCGGAGGTATGCTGTACGCAAGCCTG GGTTCCACCACCACCTCAGCTCGCATGCGCC Cre03.g150450 GGAGGCGGAGGTATGGACATCACGCCACAC GGTTCCACCACCACCCAGCTCGGAGCGCAGG
Cre03.g150500 GGAGGCGGAGGTATGGCCATGGAATCAGAATCTGGG GGTTCCACCACCACCCTACGGCCGTGCGCCG Cre03.g150550 GGAGGCGGAGGTATGAACGATTTCCGCCTTGAGC GGTTCCACCACCACCTCAAGCCGCGTCCGGC
Cre03.g150600 GGAGGCGGAGGTATGCGGGTGCTGTTTGC GGTTCCACCACCACCCTCGAACAGCGCCTCCC Cre03.g150650 GGAGGCGGAGGTATGCGAGACGCCCAGGTCTTTG GGTTCCACCACCACCCGTCAGGTTCATGCCGCG
Cre03.g150700 GGAGGCGGAGGTATGGCCGCTGGGGACC GGTTCCACCACCACCCCAGTTCGGCACCGCC Cre03.g150750 GGAGGCGGAGGTATGTTGCCGCCACAGTAC GGTTCCACCACCACCGGAGGAGCAGTACTGTACGA
Cre03.g150767 GGAGGCGGAGGTATGCCGGGGAGTTGTTGT GGTTCCACCACCACCCGTGTCGAGGCCTGTGA Cre03.g150783 GGAGGCGGAGGTATGGCCCTGTTGCAGACAC GGTTCCACCACCACCCACACGGCCTCGCGCA
Cre03.g150850 GGAGGCGGAGGTATGGCTGCACTAGTTGATGCAA GGTTCCACCACCACCGAAGTTGCCATCCTCCTGGTG Cre03.g150900 GGAGGCGGAGGTATGACCAAACGCCCGC GGTTCCACCACCACCCTACGACGCGCCACCG
Cre03.g150950 GGAGGCGGAGGTATGGCGCAGAACCGTGGAG GGTTCCACCACCACCCAGCCCCACCAGCAGCCG Cre03.g151000 GGAGGCGGAGGTATGCAAAGCCTTGCACTCCAAA GGTTCCACCACCACCCGGCAGCCTGTCGTCGAAG
Cre03.g151050 GGAGGCGGAGGTATGGCTAGGACAAAACAAACGG GGTTCCACCACCACCTCACTCCGTGAGCTGCC Cre03.g151100 GGAGGCGGAGGTATGGCTTCTCCTTCCACCTTG GGTTCCACCACCACCGAAGGGCTGCATGGGCAG
Cre03.g151200 GGAGGCGGAGGTATGGCCATGATCGCTCTGA GGTTCCACCACCACCCCTGTACACGGACAGGTCA Cre03.g151250 GGAGGCGGAGGTATGGCTACGCGACATTTTGCG GGTTCCACCACCACCTCACGCGCGGGTTGGC
Cre03.g151300 GGAGGCGGAGGTATGCTGTGGAGCGCCTTG GGTTCCACCACCACCTGGCGACTGCTGCTGCTG Cre03.g151351 GGAGGCGGAGGTATGGTGGAAGAGGCTGCTGC GGTTCCACCACCACCCAGGCGGGACACGGGC
Cre03.g151450 GGAGGCGGAGGTATGGCGGACTGGAAAGAAC GGTTCCACCACCACCGTCGTCGATTGGGCTGC Cre03.g151500 GGAGGCGGAGGTATGGCGGGCTTCCCGGGC GGTTCCACCACCACCTTGCCCTGGCCCCCGCCC
Cre03.g151600 GGAGGCGGAGGTATGAACTCGCTCCTTGCACG GGTTCCACCACCACCGCTCTCGCCCTTCTTGGG Cre03.g151650 GGAGGCGGAGGTATGGCCCTCGCCTTCACC GGTTCCACCACCACCGGCGCGGCGTACGGTG
Cre03.g151700 GGAGGCGGAGGTATGGCGCGACTAAACCTTC GGTTCCACCACCACCCTACAGCTCGCCGGCG Cre03.g151750 GGAGGCGGAGGTATGGCGGATGCTGGCA GGTTCCACCACCACCTGACGCCGACTTGTTGATT
Cre03.g151800 GGAGGCGGAGGTATGGAGCTCCACGTTCGC GGTTCCACCACCACCGTGATGGCGCTGTTGCT Cre03.g151850 GGAGGCGGAGGTATGGAGCATACACAAGAGCAAC GGTTCCACCACCACCCTGCTTCTGCTCCTGCTGC
Cre03.g151900 GGAGGCGGAGGTATGAAGGGATTCGCCAAGAG GGTTCCACCACCACCGATGGGCCACAGGCCA Cre03.g151950 GGAGGCGGAGGTATGAAGGGATTCGCCAAGAG GGTTCCACCACCACCAGGGATGGGCGACAGAC
Cre03.g152000 GGAGGCGGAGGTATGGGGTCCAAAACTTCGTGC GGTTCCACCACCACCCGCCCCGGCCACACAC Cre03.g152050 GGAGGCGGAGGTATGAAGCCCCCGCAAAGG GGTTCCACCACCACCCGGCGTGACGGTGAGCCAC
Cre03.g152100 GGAGGCGGAGGTATGGGAATTCCCGGCTTCAAC GGTTCCACCACCACCGGACCACCTCGGACCGCC Cre03.g152100 GGAGGCGGAGGTATGGGAATTCCCGGCTTCA GGTTCCACCACCACCGGACCACCTCGGACCG
Cre03.g152150 GGAGGCGGAGGTATGGCGACCAACCTGTGC GGTTCCACCACCACCGCTCGCGGTGATGCCC Cre03.g152200 GGAGGCGGAGGTATGCCAAACCAAGGTAATCAAGC GGTTCCACCACCACCTTACGCGCTCTCGGGG
Cre03.g152250 GGAGGCGGAGGTATGGGCAGCAGCCCGC GGTTCCACCACCACCCAGCATGAGGGCGCCC Cre03.g152300 GGAGGCGGAGGTATGGCCCAGTCACTCCTG GGTTCCACCACCACCTTAGAAGAACATCAGCATGCTCA
Cre03.g152350 GGAGGCGGAGGTATGCAGCAGCGAAAGCA GGTTCCACCACCACCCCCGCCAAGATCAAAGTCC Cre03.g152450 GGAGGCGGAGGTATGGAGCCCCAGGAGGGC GGTTCCACCACCACCGTACCCCAGCTTGTCATTAAGG
Cre03.g152500 GGAGGCGGAGGTATGGCTCTCACTTGGCCTGG GGTTCCACCACCACCTCAGGCCTTGCCGGCG Cre03.g152600 GGAGGCGGAGGTATGGACACCACGGATCTGG GGTTCCACCACCACCGCGGCGCCAGCTGAAA
Cre03.g152650 GGAGGCGGAGGTATGGAGGAACTGGAGAAGTTGC GGTTCCACCACCACCCTAGCGCCCCCGCAGG Cre03.g152701 GGAGGCGGAGGTATGCGGCAGCTGCACG GGTTCCACCACCACCCTAGTTGTCCATCTCCAAGTAGCT
Cre03.g152750 GGAGGCGGAGGTATGTTCCGCGTTGGCAACC GGTTCCACCACCACCCGCGCACTGGCGCTTG Cre03.g152800 GGAGGCGGAGGTATGGCCAAGGCCATGAAGC GGTTCCACCACCACCGTTGCTGCTGGCTGCCGC
Cre03.g152850 GGAGGCGGAGGTATGGCGCCAGGTCGCTTGTTC GGTTCCACCACCACCCGGCCCGCTGCGCAGCAGTC Cre03.g152900 GGAGGCGGAGGTATGCGCGTGAGGCCAC GGTTCCACCACCACCCTCAGCGTACGAGCCCA
Cre03.g152950 GGAGGCGGAGGTATGGAGGAGCCACGACCC GGTTCCACCACCACCTCACCAAGCGCCGCGG Cre03.g153000 GGAGGCGGAGGTATGCACACTCCGCCCCCG GGTTCCACCACCACCGGACGCTATAACGGTGGACAG
Cre03.g153050 GGAGGCGGAGGTATGGAGTTGGGCTTGCTCC GGTTCCACCACCACCCTCATCAGCGTCGTCCTCG Cre03.g153076 GGAGGCGGAGGTATGTCCGCGGCCTTTTC GGTTCCACCACCACCCCCCCAAAAGCAGCAAGC
Cre03.g153100 GGAGGCGGAGGTATGCGCTATGTGACGCG GGTTCCACCACCACCCCGCGCCTTGCTAGCC Cre03.g153200 GGAGGCGGAGGTATGAATCCCGACGAAGGTGC GGTTCCACCACCACCTTACTGCTCATCATCACGGAAA
Cre03.g153250 GGAGGCGGAGGTATGGACATCGAGTGCGCC GGTTCCACCACCACCTGTACGCCCGCCTTCG Cre03.g153300 GGAGGCGGAGGTATGCCTGCACTGCCGC GGTTCCACCACCACCCATCCCCTGGTCACGTAGC
Cre03.g153450 GGAGGCGGAGGTATGACTGCCGACGGCG GGTTCCACCACCACCGTGGGCCTTGGGCTTCG Cre03.g153500 GGAGGCGGAGGTATGTTCGCTGGAGTCGAGC GGTTCCACCACCACCATTCTGCCCCGGGAGG
Cre03.g153550 GGAGGCGGAGGTATGTCGGGCCGGCAGG GGTTCCACCACCACCGCTGGTAGCGGCGCCC Cre03.g153650 GGAGGCGGAGGTATGTCCGACGACAAGCAGC GGTTCCACCACCACCCTGGTCGCCACCGGTG
Cre03.g153750 GGAGGCGGAGGTATGGAAGCGACACGCCAATC GGTTCCACCACCACCGTACTTGATCTTTCCGTACTGCTG Cre03.g153800 GGAGGCGGAGGTATGGCACGGCGTCAGG GGTTCCACCACCACCGGAGCCCCCCCCTCCT
Cre03.g153850 GGAGGCGGAGGTATGTGGACCCTCCTGCTG GGTTCCACCACCACCCACCAGCGCTATGTGGTC Cre03.g153900 GGAGGCGGAGGTATGATCGCGCCGGCCGTCTC GGTTCCACCACCACCAGCGCCCAGCACCCGCGAC
Cre03.g154000 GGAGGCGGAGGTATGTTCGATGTGTTCAGCGC GGTTCCACCACCACCTTGCCGATGTGCCCGT Cre03.g154050 GGAGGCGGAGGTATGTTCGATGTTTTCAGCGC GGTTCCACCACCACCCAGGGGGCCAATGGCT
Cre03.g154100 GGAGGCGGAGGTATGGTTTGTAGCAGTATGCATGA GGTTCCACCACCACCTTACAGGTGCCCCAGGTC Cre03.g154150 GGAGGCGGAGGTATGGCGAACCCGTTTCATAT GGTTCCACCACCACCCTACAACCCGCCCCCG
Cre03.g154250 GGAGGCGGAGGTATGACGGGTGGAGTGAACG GGTTCCACCACCACCGTCCTGGCAGTACGCCATG Cre03.g154300 GGAGGCGGAGGTATGTATAAAGCTGCTTGCAAGC GGTTCCACCACCACCCTACTTCTTCTTCACCACCTTT
Cre03.g154350 GGAGGCGGAGGTATGCTGCGCCAGTCCGGC GGTTCCACCACCACCCTTGACCAGCGCCTTCTCC Cre03.g154400 GGAGGCGGAGGTATGGCGACTTCATTAGAGACC GGTTCCACCACCACCCAACAGCGGTGTGGTTAGG
Cre03.g154550 GGAGGCGGAGGTATGCTGCAGATCTTTCGTGGC GGTTCCACCACCACCCATCTTGGACAGCTGGTTGGC Cre03.g154600 GGAGGCGGAGGTATGCAAGTTTACGGGAATGCA GGTTCCACCACCACCCTGCTGGCCATCCTTCAC
Cre03.g154700 GGAGGCGGAGGTATGATTGTTGCTTGCATGCAT GGTTCCACCACCACCCAACCATGCAGCCTGGAC Cre03.g154726 GGAGGCGGAGGTATGCTGGCAGGTGCCT GGTTCCACCACCACCGGCAGCAGCGAGATATGC
Cre03.g154750 GGAGGCGGAGGTATGGTGGCACTGCCGC GGTTCCACCACCACCCACGGCCGGCAGCAGA Cre03.g154800 GGAGGCGGAGGTATGAAAAGAGACTTGCCATGGC GGTTCCACCACCACCCTACACCACCGCCGCC
Cre03.g154850 GGAGGCGGAGGTATGCCGCTCAACCCGCTC GGTTCCACCACCACCCGACTTCTGTGGCGTCGT Cre03.g154900 GGAGGCGGAGGTATGAAGCGCAAGCCTGAGC GGTTCCACCACCACCCAAGTACAGCTTCCAGCCGC
Cre03.g155001 GGAGGCGGAGGTATGCTTCTGCAAGCCCCTG GGTTCCACCACCACCCAGCCCCAGCCGCTTCCTC Cre03.g155051 GGAGGCGGAGGTATGCGTGAGCATTTGCAGG GGTTCCACCACCACCCGGCATGAGCATGACGTCC
Cre03.g155100 GGAGGCGGAGGTATGTTTGGATTCGGGCGAGG GGTTCCACCACCACCCTACCGGCGCACGGCC Cre03.g155150 GGAGGCGGAGGTATGGAGCCCGGGAACG GGTTCCACCACCACCCTATCCGGCGCACCCG
Cre03.g155250 GGAGGCGGAGGTATGTACTCGCTGGTGAATTCG GGTTCCACCACCACCAACACCCCATGTGCTCGC Cre03.g155300 GGAGGCGGAGGTATGGGGCGCCGCAGTC GGTTCCACCACCACCCCGTGACGTCATGAGCAGG
Cre03.g155350 GGAGGCGGAGGTATGCCGCGGCAACACG GGTTCCACCACCACCGTATGCGAAGCTCTCGCTG Cre03.g155400 GGAGGCGGAGGTATGCATAAAACTCCTTGCTTGC GGTTCCACCACCACCTCACTTCTTGCCGGAGCC
Cre03.g155500 GGAGGCGGAGGTATGTCTGGGAGTCGTTGGA GGTTCCACCACCACCCTTACGGTACTCGTCGATGG Cre03.g155501 GGAGGCGGAGGTATGGCGAGGGGGGGAA GGTTCCACCACCACCCGCCTTGGGCGCTGAC
Cre03.g155527 GGAGGCGGAGGTATGCATCACAGCACCCAGTCTT GGTTCCACCACCACCCCGCCCGTACTGCTGCAT Cre03.g155550 GGAGGCGGAGGTATGCGCTCTCTAGTGACTCAAA GGTTCCACCACCACCATGCTGGTGGTGCTCCTG
Cre03.g155600 GGAGGCGGAGGTATGGCCTCGCACGCGGGC GGTTCCACCACCACCCCCAGATGGCTGCGGCAC Cre03.g155650 GGAGGCGGAGGTATGGACGGGTTCGAGGACAC GGTTCCACCACCACCTTATGCGGCGGCGCGG
Cre03.g155750 GGAGGCGGAGGTATGATGCATCACAATTTGAAGTC GGTTCCACCACCACCTTAGGCGCTCGTAGTCTTG Cre03.g155800 GGAGGCGGAGGTATGTCAAGAAGTCGTAAGCATGT GGTTCCACCACCACCTTAATCGTCATCGTCATCGTCA
Cre03.g155850 GGAGGCGGAGGTATGGCTAGTCTGCTTCGCC GGTTCCACCACCACCAGAGTCCAGGGCCGAGA Cre03.g155900 GGAGGCGGAGGTATGTTGTGCTGCTTCCGC GGTTCCACCACCACCTTCCGCCTTCGCCTTGC
Cre03.g155926 GGAGGCGGAGGTATGAGCCCGTTCAAACTAGTG GGTTCCACCACCACCAAGTGTTGGTAGTTGCGAGG Cre03.g155950 GGAGGCGGAGGTATGGTGCCCATTCGCGAAG GGTTCCACCACCACCTCAGCCGCGCCATGCC
Cre03.g155976 GGAGGCGGAGGTATGCTGCTGGGGCACAAGC GGTTCCACCACCACCGCTTGCGCGCTTGCGC Cre03.g156000 GGAGGCGGAGGTATGCCCACTCTCACGCG GGTTCCACCACCACCTTCAGCTTTCTGGTGATACGC
Cre03.g156050 GGAGGCGGAGGTATGTCGACCGCCATTCGT GGTTCCACCACCACCCAGCTTCATGACCTCCTCG Cre03.g156100 GGAGGCGGAGGTATGGAGGAGAGCAGCAACA GGTTCCACCACCACCCTTGTTGCCTGGCTTCCTG
Cre03.g156150 GGAGGCGGAGGTATGGCAGGAGAAGAAGAGCAA GGTTCCACCACCACCCCGCCGCATGCTGAGC Cre03.g156200 GGAGGCGGAGGTATGGCGAGGCATCCCTC GGTTCCACCACCACCGGGGTAAGCTCCGCGG
Cre03.g156250 GGAGGCGGAGGTATGCTGGACGCCAAGAAGAA GGTTCCACCACCACCAAGCCAGGCCTTGAGCTG Cre03.g156300 GGAGGCGGAGGTATGGCTCCGAAGAAAGCCG GGTTCCACCACCACCGCTCTTGTTGAAGGTGCCG
Cre03.g156350 GGAGGCGGAGGTATGACGTTGGGACGCAGCC GGTTCCACCACCACCGTACGCGGCCGGCTGC Cre03.g156400 GGAGGCGGAGGTATGCCGCTTTGCTTGGCAATT GGTTCCACCACCACCTTCCAGCGGCACAGGCCG
Cre03.g156450 GGAGGCGGAGGTATGTTAAGCTTCTCGGCCG GGTTCCACCACCACCGTAGCGCAAATGGGCGC Cre03.g156500 GGAGGCGGAGGTATGCTGCAAAAGCCATGTCAC GGTTCCACCACCACCGTCCTTGTGCGCCAGTGC
Cre03.g156550 GGAGGCGGAGGTATGGCGCCGAAGACTACAG GGTTCCACCACCACCCAGTGGCGGCGTGTGTTT Cre03.g156550 GGAGGCGGAGGTATGGCGCCGAAGACTACA GGTTCCACCACCACCCAGTGGCGGCGTGTGT
Cre03.g156600 GGAGGCGGAGGTATGCAGCGCACTCTGCC GGTTCCACCACCACCGTTGTTGGCGGCGGCA Cre03.g156650 GGAGGCGGAGGTATGGGGTCCCTTGATTCCC GGTTCCACCACCACCGCGCACCGGTCCTGAC
Cre03.g156700 GGAGGCGGAGGTATGGCGGATTTCAGCAGGTC GGTTCCACCACCACCCCTCGCGGGCGTAATGCG Cre03.g156700 GGAGGCGGAGGTATGGCGGATTTCAGCAGG GGTTCCACCACCACCCCTCGCGGGCGTAATG
Cre03.g156750 GGAGGCGGAGGTATGTCGCTCGCATTCGATGAG GGTTCCACCACCACCCTCGTAGTCCGAGGGCTTGAT Cre03.g156800 GGAGGCGGAGGTATGAGCGGACCATTTGGA GGTTCCACCACCACCCTATATGAACATGGTGCCAAAATG
Cre03.g156900 GGAGGCGGAGGTATGATGCTGTCTCGCACCG GGTTCCACCACCACCCTGAGGGGTGAACTTCTGGG Cre03.g156950 GGAGGCGGAGGTATGGCTCCTCGTCAGAACA GGTTCCACCACCACCGTAGCGCTCCGCGAGG
Cre03.g157000 GGAGGCGGAGGTATGGCGTACGCGACTACG GGTTCCACCACCACCTTATCCGCGCGTGTGC Cre03.g157050 GGAGGCGGAGGTATGGTTGCCGGGCAAAG GGTTCCACCACCACCCTTGCCGATGGGGTAGGG
Cre03.g157100 GGAGGCGGAGGTATGCCCGGCTTCCTAGGC GGTTCCACCACCACCCCGTACCTGCTGCCCGCCATAC Cre03.g157150 GGAGGCGGAGGTATGGGCATACCAAGCAGC GGTTCCACCACCACCCTCTTCACCGAACTCCACTG
Cre03.g157200 GGAGGCGGAGGTATGGCTTGCTGCTTCAGGC GGTTCCACCACCACCACTACAGCTGGCGTCTAACAG Cre03.g157200 GGAGGCGGAGGTATGGCTTGCTGCTTCAGG GGTTCCACCACCACCACTACAGCTGGCGTCTAACA
Cre03.g157300 GGAGGCGGAGGTATGGAGGTGGAGTTTGCGC GGTTCCACCACCACCCGAGCCGTTGTCCTGGCC Cre03.g157326 GGAGGCGGAGGTATGGGGGTGGCGGTGC GGTTCCACCACCACCGCAGGATCTTGCTCTCGTCC
Cre03.g157350 GGAGGCGGAGGTATGCGAGCACTGGAGCC GGTTCCACCACCACCCGCCAGCTGCAGCGTC Cre03.g157450 GGAGGCGGAGGTATGAAGGTGTCCTTTGTCGG GGTTCCACCACCACCCTTGGCGTAAATGGGCTGG
Cre03.g157475 GGAGGCGGAGGTATGTTCGCGCTATGGGC GGTTCCACCACCACCCACAGCGCAGGAGGAATG Cre03.g157501 GGAGGCGGAGGTATGTTTTTCGGAGACGCTTTTCG GGTTCCACCACCACCTCAGCACGGCACGGCC
Cre03.g157526 GGAGGCGGAGGTATGTTTCAGAGCCCCTCAGC GGTTCCACCACCACCCCACAAGCGCTCCTCTCG Cre03.g157550 GGAGGCGGAGGTATGATCACATATAGACGCCGC GGTTCCACCACCACCCCGCAGAGACGTGAAGGC
Cre03.g157564 GGAGGCGGAGGTATGAGCTTGATGGAATCCATGAT GGTTCCACCACCACCTCAGAAATCATACAGCCTGCG Cre03.g157600 GGAGGCGGAGGTATGTTGGGCAGAGCGCCTAA GGTTCCACCACCACCCAGCTCGCCGTTCTCAAGCATC
Cre03.g157650 GGAGGCGGAGGTATGGCTAGTGAGCGGCC GGTTCCACCACCACCGTCATCCGTCAGGTCCACC Cre03.g157700 GGAGGCGGAGGTATGTCCCAGGCTCCCG GGTTCCACCACCACCGGACAGCAGCTCCTCCT
Cre03.g157725 GGAGGCGGAGGTATGTCTGAAATCGTTGTTCCAAAC GGTTCCACCACCACCTCAGCACAGGTTGCGC Cre03.g157751 GGAGGCGGAGGTATGACGTTGGACCTGCTCCTT GGTTCCACCACCACCCACCTTCAGCACCACGCT
Cre03.g157800 GGAGGCGGAGGTATGGCCAGCATACTAAATCGTG GGTTCCACCACCACCCTATCCCACCACAGTCGGC Cre03.g157850 GGAGGCGGAGGTATGAGCGCTCCAGGAACTTCT GGTTCCACCACCACCTTGGTCGCGAGCCGCG
Cre03.g157900 GGAGGCGGAGGTATGGATTTTCGACGCTCATACG GGTTCCACCACCACCCTACATGGCCGCGGACA Cre03.g157950 GGAGGCGGAGGTATGGAAACACCCGGAGATCA GGTTCCACCACCACCGTCCATGTCGTTCCAGTTCG
Cre03.g158000 GGAGGCGGAGGTATGCAGATGCAGCTGAACGC GGTTCCACCACCACCGATGCGGGCGAACACGCG Cre03.g158050 GGAGGCGGAGGTATGCGTGTCCGCGTTCAA GGTTCCACCACCACCCTCGCTGCACACGAAGGC
Cre03.g158050 GGAGGCGGAGGTATGCGTGTCCGCGTTC GGTTCCACCACCACCCTCGCTGCACACGAAGG Cre03.g158100 GGAGGCGGAGGTATGCCTACGGTGCTGGACAAG GGTTCCACCACCACCTTCCTCTTTGTGTTGTTGCCCA
Cre03.g158150 GGAGGCGGAGGTATGAAGTCCTCAGGCTTCGC GGTTCCACCACCACCCCGCCGACTGCGTTTGTC Cre03.g158200 GGAGGCGGAGGTATGGAGCACCGCACCG GGTTCCACCACCACCGGACTTCAGGTCGAACTTGTT
Cre03.g158250 GGAGGCGGAGGTATGACAAGCATCGTGGGC GGTTCCACCACCACCCAGCAGCGACAGCGAC Cre03.g158300 GGAGGCGGAGGTATGTTGTGCATGGGCACATG GGTTCCACCACCACCGAAGTACACCGCGTTCTCCG
Cre03.g158350 GGAGGCGGAGGTATGCTGCATAGAGGAGGTGGAT GGTTCCACCACCACCGTCGTCTTTCTTTGCCACAAGC Cre03.g158400 GGAGGCGGAGGTATGGCGTATCGTCGGGAGG GGTTCCACCACCACCGTGGCTCGCGCCCGTG
Cre03.g158450 GGAGGCGGAGGTATGGCTCACCAAATATTCACTCT GGTTCCACCACCACCTTAGGCAGACAGCTCATACGC Cre03.g158600 GGAGGCGGAGGTATGCTGGCGTCATCGC GGTTCCACCACCACCCTGCTTTCCCGTGTGCG
Cre03.g158650 GGAGGCGGAGGTATGGATGCACAGGCGGG GGTTCCACCACCACCTCACCATCCATCAAACTCCTCA Cre03.g158700 GGAGGCGGAGGTATGACGGCGTCAGTGCT GGTTCCACCACCACCCCCTGCCTGCAGTGCC
Cre03.g158750 GGAGGCGGAGGTATGCCCTACGTGCCTCCC GGTTCCACCACCACCGTCGTCCCAAGCCGCGTC Cre03.g158800 GGAGGCGGAGGTATGGCCACTCCGGAGGTG GGTTCCACCACCACCCTTGGTCAGTGCATCCGCG
Cre03.g158850 GGAGGCGGAGGTATGCTGAGAGTCAACAATGGCG GGTTCCACCACCACCTTTTGTGTGGCCATCAAGTGAC Cre03.g158900 GGAGGCGGAGGTATGCAGGCCACGACCCGC GGTTCCACCACCACCGAACAGCAGCTGGTCGGG
Cre03.g158950 GGAGGCGGAGGTATGGCAGCAGCAGCTCAA GGTTCCACCACCACCTTTGCCGCCTTTCGAGTGC Cre03.g159016 GGAGGCGGAGGTATGAGCAAAGGGGTGTGTGC GGTTCCACCACCACCGCTGATTTCAGTGGAGGACGG
Cre03.g159083 GGAGGCGGAGGTATGCAGTGTTTTCAAGGACGT GGTTCCACCACCACCTCAGCCTGCGCGCTTG Cre03.g159150 GGAGGCGGAGGTATGAGTTACGGCGCTCACATAG GGTTCCACCACCACCGACGTGCTCCCTCACGAG
Cre03.g159200 GGAGGCGGAGGTATGCGCTTCGCGGGGCTTG GGTTCCACCACCACCCGACAGCTCAAAGCCCGC Cre03.g159254 GGAGGCGGAGGTATGTCAGGAGACTTTGGCTCTG GGTTCCACCACCACCCGGTATGCTGGTGGGAGTG
Cre03.g159400 GGAGGCGGAGGTATGGAGGCCTCGCTCCGC GGTTCCACCACCACCATAGAACAGCTCCCGCCG Cre03.g159500 GGAGGCGGAGGTATGACAACTTCCGAGGTTCTGA GGTTCCACCACCACCCGCGTTCATGACCTGCTCG
Cre03.g159581 GGAGGCGGAGGTATGCGCATCACCCAAGC GGTTCCACCACCACCGCACAAAACCTCCATTGGGT Cre03.g159700 GGAGGCGGAGGTATGGAGATGGCTTTGGAGTG GGTTCCACCACCACCGTCCGTCTTCCCCTTTCCC
Cre03.g159750 GGAGGCGGAGGTATGTTCCTAGAGGCAGCCCA GGTTCCACCACCACCTCACCCAGCCGCCAGC Cre03.g159800 GGAGGCGGAGGTATGGCCGCAACCTACAGC GGTTCCACCACCACCTTACATGCCCGCCGGC
Cre03.g159851 GGAGGCGGAGGTATGGGCTCGGACCGACGC GGTTCCACCACCACCGCCCGCTGACAGAACCTG Cre03.g159900 GGAGGCGGAGGTATGGGCTATGACTTCTTAGCAAT GGTTCCACCACCACCCTACCAGCCATCGTCGGC
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Cre03.g159950 GGAGGCGGAGGTATGACGCTCAAGGTGTCGG GGTTCCACCACCACCCAGTACACTGAAGCTATTCGCAC Cre03.g160050 GGAGGCGGAGGTATGGCTGATTTGGACGACGAAG GGTTCCACCACCACCTGCCCGCTGGCTGATGCTC
Cre03.g160100 GGAGGCGGAGGTATGAGTTTGTTTGGGAAGTGGC GGTTCCACCACCACCGGGCGCATCCTCCACGTAAG Cre03.g160150 GGAGGCGGAGGTATGACTGAGGCCACTTTCAC GGTTCCACCACCACCGTTTTCAATGCTGGTACGTGC
Cre03.g160200 GGAGGCGGAGGTATGCTGCTTTTAGGACTCGTTC GGTTCCACCACCACCGGTGCACTTCTTGCACGAG Cre03.g160250 GGAGGCGGAGGTATGGACGCGACGTGCA GGTTCCACCACCACCGGACCTGGGTGCTCCTG
Cre03.g160300 GGAGGCGGAGGTATGACCGTCTCCAAGCGC GGTTCCACCACCACCAGCAGGCAGCTCACGAGG Cre03.g160400 GGAGGCGGAGGTATGTCGCCAGACATCCGC GGTTCCACCACCACCAGTACGGGGTTCAAAGTACAGG
Cre03.g160450 GGAGGCGGAGGTATGAGTTCCTCGCGCTACG GGTTCCACCACCACCGAGCTGCGCCAGCTGTGC Cre03.g160500 GGAGGCGGAGGTATGACGACCCCGGAGGTCTA GGTTCCACCACCACCTGCGTCCTCCTTCTTGCC
Cre03.g160550 GGAGGCGGAGGTATGTCGCAACTAACGCGCGAAG GGTTCCACCACCACCCAGCAGATTGAGAGCCTCGC Cre03.g160600 GGAGGCGGAGGTATGGGCGAGCGGGGAG GGTTCCACCACCACCCGACTGTGTTGAGCTGGAAG
Cre03.g160700 GGAGGCGGAGGTATGACAACGCGGCTGCTG GGTTCCACCACCACCGAGCGCCGAGCCGTGTGC Cre03.g160750 GGAGGCGGAGGTATGGCTCAGTTAGCACGCG GGTTCCACCACCACCCTACTGTGCCGCGGCG
Cre03.g160800 GGAGGCGGAGGTATGGCGCAATTAGCTCGTGAAG GGTTCCACCACCACCCTTCTTCTTCTTCCTTCCACCG Cre03.g160850 GGAGGCGGAGGTATGGAGCCACACAGCCTG GGTTCCACCACCACCCTACAACGCCGCGGCC
Cre03.g160950 GGAGGCGGAGGTATGTCCATCGAGCGCGC GGTTCCACCACCACCTCAACCCGCCCGCTCC Cre03.g161000 GGAGGCGGAGGTATGGGCAAGCCTGATAATGATG GGTTCCACCACCACCCAATCCCCCCTCCAGCTCT
Cre03.g161050 GGAGGCGGAGGTATGTCAGAGCTCGGGCGC GGTTCCACCACCACCGCTGCAGTTGCGTCCGAAG Cre03.g161081 GGAGGCGGAGGTATGTCTGATACTCAAGTCCGGG GGTTCCACCACCACCCTACAGATCTTTACCACGGTCAA
Cre03.g161100 GGAGGCGGAGGTATGAGCAGCAGGCGGG GGTTCCACCACCACCCCCTTCCCGCTCATCCT Cre03.g161150 GGAGGCGGAGGTATGGCGCCTAGAGGAGCA GGTTCCACCACCACCCCAAATGCCGCGGCGC
Cre03.g161250 GGAGGCGGAGGTATGTCCTCGGCCCTGGAT GGTTCCACCACCACCGCCCAGGGGCGTAGCCAC Cre03.g161301 GGAGGCGGAGGTATGGATTCATCCCCGCCAG GGTTCCACCACCACCGCCTTCAGGGCGGCTAAC
Cre03.g161350 GGAGGCGGAGGTATGAAGCCGCAGAGTCTGA GGTTCCACCACCACCTCATTGCGCTGCCCCC Cre03.g161363 GGAGGCGGAGGTATGCTGCACTTGCGAGAA GGTTCCACCACCACCTCATTGCGCTGCCCCC
Cre03.g161400 GGAGGCGGAGGTATGAACATCACTGCCCCTACTC GGTTCCACCACCACCAGGGTTGATGTACTTCATGGCG Cre03.g161450 GGAGGCGGAGGTATGGCAGCAGCCAAGC GGTTCCACCACCACCTGCGCTGCCTACAGTATCT
Cre03.g161500 GGAGGCGGAGGTATGCTGAAATGCAACGCCTG GGTTCCACCACCACCCATAGAGAACATGTCATTCCGCA Cre03.g161550 GGAGGCGGAGGTATGAGCAGCTACCTGAAACTCA GGTTCCACCACCACCAGAAATTTGTGGCAATGACGTGT
Cre03.g161578 GGAGGCGGAGGTATGAAGCCGAGCCTGGC GGTTCCACCACCACCACGCTCCTTCCACAGCA Cre03.g161606 GGAGGCGGAGGTATGCTCGACTCGTTCTCGG GGTTCCACCACCACCGAAGAGCAGCCGGCGC
Cre03.g161750 GGAGGCGGAGGTATGGGGCAGTGGTTCTCG GGTTCCACCACCACCCCCGGAAGACGCCACC Cre03.g161800 GGAGGCGGAGGTATGGAACGACCGCTTCAAAG GGTTCCACCACCACCCGCCGTGCTGAGCTCG
Cre03.g161850 GGAGGCGGAGGTATGACCGGCACAGAGCT GGTTCCACCACCACCGTCGTCATCGAGGGTCAGG Cre03.g161900 GGAGGCGGAGGTATGATGTGGTGTCAGCAGGC GGTTCCACCACCACCCAGTGCAGCGGAAGCAC
Cre03.g161950 GGAGGCGGAGGTATGCAAAAGCAGTATGAGGACG GGTTCCACCACCACCTCAGTCGTCATCGAGGGTC Cre03.g161976 GGAGGCGGAGGTATGTCCAAGTGTGCCAACAC GGTTCCACCACCACCCCTCATCTCCCGGACATAGC
Cre03.g162000 GGAGGCGGAGGTATGGCGACCAGCGAGCAG GGTTCCACCACCACCGTTGTTGCGGCTGTTGCC Cre03.g162050 GGAGGCGGAGGTATGCGCGTGCGCTCTAGC GGTTCCACCACCACCCACGCCCCAGCGCTGCTG
Cre03.g162100 GGAGGCGGAGGTATGCTGTCCAAATTACCAAGTTGT GGTTCCACCACCACCCAGGGGCCTGTCTGCAAA Cre03.g162200 GGAGGCGGAGGTATGGCGCTGCTCGCAA GGTTCCACCACCACCGGACGTCAACACCTCCAGA
Cre03.g162250 GGAGGCGGAGGTATGGCGCAAACGACTGAGAC GGTTCCACCACCACCCGCCGCCATGCCCTCC Cre03.g162300 GGAGGCGGAGGTATGGCTCCCGTCTCCGAG GGTTCCACCACCACCTCAGTGCGCCGCCACC
Cre03.g162366 GGAGGCGGAGGTATGTCGTCAAGCGCCG GGTTCCACCACCACCCCGCTTCACCTTCTTCCC Cre03.g162450 GGAGGCGGAGGTATGTCGGAGCCAGCGA GGTTCCACCACCACCATACGCTGCTGCTCGCT
Cre03.g162500 GGAGGCGGAGGTATGTGCTCTGAAACAAGCACT GGTTCCACCACCACCCCGCCGGTGCCTCTTC Cre03.g162550 GGAGGCGGAGGTATGGAGGCTGAGGCGCAG GGTTCCACCACCACCCAGCGCCTGCAGCTCCTT
Cre03.g162601 GGAGGCGGAGGTATGGCCATGTTAGGAAAGGTCT GGTTCCACCACCACCCATCCTGGCCATGAACCTCC Cre03.g162650 GGAGGCGGAGGTATGAGGCGAGCAGTTCCC GGTTCCACCACCACCCCACGGCTCCAGCCCT
Cre03.g162750 GGAGGCGGAGGTATGCAGGCGTCCCTACAC GGTTCCACCACCACCAGCATGGGACAGGACAGTCT Cre03.g162800 GGAGGCGGAGGTATGTCGGGCTTGAACAAGTTC GGTTCCACCACCACCCACCTTGGTGGCGCCG
Cre03.g162850 GGAGGCGGAGGTATGATTGCGGGTATCCTAATGC GGTTCCACCACCACCTTATGCGGTCTCCACGCT Cre03.g162950 GGAGGCGGAGGTATGGAGGTGTTAACCGAATCTGG GGTTCCACCACCACCGCGCTCGTCGTAGGGCCC
Cre03.g163000 GGAGGCGGAGGTATGTCGCTATCCCTTGGCG GGTTCCACCACCACCGATCATGCGGACGGTGG Cre03.g163050 GGAGGCGGAGGTATGTGGTTGTGGAGCTTAGGTTGC GGTTCCACCACCACCTCACAGCCCCCCGCCC
Cre03.g163150 GGAGGCGGAGGTATGCTGGACGCGGATAGG GGTTCCACCACCACCCCGTGACGCGGTGTCA Cre03.g163200 GGAGGCGGAGGTATGCCCCGCGTGGCAGGTG GGTTCCACCACCACCCACCTTGGACGGCGCCCAC
Cre03.g163250 GGAGGCGGAGGTATGGCCGCGGTAGCGG GGTTCCACCACCACCGAACTGCAGGTTGAGCGGC Cre03.g163266 GGAGGCGGAGGTATGCCGCTTGCTTTCCTT GGTTCCACCACCACCAAACAGCACCATCTTGCGC
Cre03.g163300 GGAGGCGGAGGTATGAAGCGTAGGAGTCGAGGC GGTTCCACCACCACCATCATCCCCCAGCATCAGCTTC Cre03.g163300 GGAGGCGGAGGTATGAAGCGTAGGAGTCGAGG GGTTCCACCACCACCATCATCCCCCAGCATCAGC
Cre03.g163350 GGAGGCGGAGGTATGATACCCACAGCTCCGC GGTTCCACCACCACCCACAACCTCCTCTTTGGCC Cre03.g163400 GGAGGCGGAGGTATGGGCTGCGGTGCCT GGTTCCACCACCACCTTAAAACCCCTCATCCATGATGTC
Cre03.g163450 GGAGGCGGAGGTATGCCTCCGCGAGCTGCT GGTTCCACCACCACCGTCCCGGATCCAGGCCTG Cre03.g163500 GGAGGCGGAGGTATGGAGCGCTCGGCAA GGTTCCACCACCACCCTTCTCGCACTCCTTCAGG
Cre03.g163550 GGAGGCGGAGGTATGCACGAGCACGAGCT GGTTCCACCACCACCAGCCTCCGCTACCGCG Cre03.g163650 GGAGGCGGAGGTATGGGAAGCTGCAGCTCTA GGTTCCACCACCACCCTTGTCGGCAGCACCAG
Cre03.g163700 GGAGGCGGAGGTATGGCTGCCGCTCAGTTGT GGTTCCACCACCACCGCGCACCCGCAGGTCC Cre03.g163750 GGAGGCGGAGGTATGTCGCGCTCGGCGG GGTTCCACCACCACCCTCCTTGCCACCGCGC
Cre03.g163850 GGAGGCGGAGGTATGACTGAAGGCTGCCAGTGG GGTTCCACCACCACCCGCCGCCACCGCCTTC Cre03.g163900 GGAGGCGGAGGTATGTTCAGGCCGGCACA GGTTCCACCACCACCCAGAGCCAGGCCCGCT
Cre03.g163950 GGAGGCGGAGGTATGGGCCGTGAGCGAGGC GGTTCCACCACCACCAGGCCGCAGCACGTGGCG Cre03.g164000 GGAGGCGGAGGTATGCAGGTCATGCAGACTCG GGTTCCACCACCACCTCAGTTGCCGCCCGCC
Cre03.g164050 GGAGGCGGAGGTATGGCAGACTTTTGGAGTAAGG GGTTCCACCACCACCTCACCTGGTGGACATGCG Cre03.g164101 GGAGGCGGAGGTATGGCAGGAAAGGCCAAG GGTTCCACCACCACCTTCATCGTCGCCCTCTGC
Cre03.g164150 GGAGGCGGAGGTATGCTTGCAGGGGGGTTAAG GGTTCCACCACCACCCACAGGCGCCCCCAGTTT Cre03.g164200 GGAGGCGGAGGTATGGAGGATGCGATAGCTTCG GGTTCCACCACCACCCAAGCAGCTGGCGCGC
Cre03.g164300 GGAGGCGGAGGTATGCTCTCTAACGCTCGCG GGTTCCACCACCACCCAGCGACTCGGCGATG Cre03.g164350 GGAGGCGGAGGTATGGCCGCACTGAACTATGC GGTTCCACCACCACCCGCCGCCAAGACGGGCTTAAC
Cre03.g164400 GGAGGCGGAGGTATGACGCAGTCTGTTGCC GGTTCCACCACCACCGCCAACTGGCCACTCCG Cre03.g164450 GGAGGCGGAGGTATGCTGCCCCGGCACC GGTTCCACCACCACCGTAGGTGAGCACGGTGACG
Cre03.g164500 GGAGGCGGAGGTATGGCGCAAATACAGCGC GGTTCCACCACCACCCGCCGCTCTCCCCTTG Cre03.g164550 GGAGGCGGAGGTATGAGTGTGACAGCGGATCA GGTTCCACCACCACCACTGCTGGCAGGGGCC
Cre03.g164600 GGAGGCGGAGGTATGGCGGAACAGGAGAAACC GGTTCCACCACCACCCATGTGCCGCTTCGAGGAAATC Cre03.g164650 GGAGGCGGAGGTATGGCCAAGGGGAGCG GGTTCCACCACCACCCAGCGAGAACCCGAACG
Cre03.g164700 GGAGGCGGAGGTATGCAGCTGGGCCAGC GGTTCCACCACCACCCTACGCGATGCGCGGC Cre03.g164750 GGAGGCGGAGGTATGGCCTCGATGCTGAAGG GGTTCCACCACCACCGTACACGGTCAGAAGTATGCA
Cre03.g164800 GGAGGCGGAGGTATGACGCTGCAGAACCCC GGTTCCACCACCACCCAACGCGCTGGGCTGC Cre03.g164850 GGAGGCGGAGGTATGGCCTCGATGCTGAAGGG GGTTCCACCACCACCACTGCCTCCGCCGGGT
Cre03.g164900 GGAGGCGGAGGTATGGAGCGAGCTATATCTGGC GGTTCCACCACCACCCAACGCGCTGGGCTGC Cre03.g164950 GGAGGCGGAGGTATGGCACGATCCACTTCGTC GGTTCCACCACCACCGCGCGAGCCGGAGGAA
Cre03.g165000 GGAGGCGGAGGTATGACTCTGGAAAAGGGAGGG GGTTCCACCACCACCGTCGTCCTTGCCGTCGCG Cre03.g165050 GGAGGCGGAGGTATGGACGGCGACAGCGCG GGTTCCACCACCACCGTGCCTGCCCGCCTGCCC
Cre03.g165050 GGAGGCGGAGGTATGGACGGCGACAGCGC GGTTCCACCACCACCGTGCCTGCCCGCCTGC Cre03.g165100 GGAGGCGGAGGTATGGCCCTCCGCGCTGTCTC GGTTCCACCACCACCCGAGGAGGGGGCCTCCTTC
Cre03.g165169 GGAGGCGGAGGTATGGCCGAAAACCGCG GGTTCCACCACCACCCTTCATCGCTGCTGGCTG Cre03.g165186 GGAGGCGGAGGTATGCTGCCTTCCTTCTCGA GGTTCCACCACCACCCTCGACCCTGCCCCAC
Cre03.g165200 GGAGGCGGAGGTATGCATGCAGCGCAGCC GGTTCCACCACCACCGGCCGCCGCACAGTCC Cre03.g165215 GGAGGCGGAGGTATGGGCGTCATAAAGTTTGCAC GGTTCCACCACCACCCAATGCCGTCCAGTCGTCATC
Cre03.g165300 GGAGGCGGAGGTATGCGCTTACTCCGCACTG GGTTCCACCACCACCCCAGTCGGCGCCGGTG Cre03.g165350 GGAGGCGGAGGTATGAACTTCCACCACATCCTG GGTTCCACCACCACCCTACCAGGTCCAGCGCG
Cre03.g165400 GGAGGCGGAGGTATGGCTAAGAAGCAGGCTTC GGTTCCACCACCACCCTCATCCTCGTCCGTGCG Cre03.g165471 GGAGGCGGAGGTATGCAGTTGCAGTCGATTAGA GGTTCCACCACCACCACGCTTCTCCAGCAGCG
Cre03.g165500 GGAGGCGGAGGTATGTCTTTGTCCGGCGGG GGTTCCACCACCACCACGCTTCTCCAGCAGCG Cre03.g165650 GGAGGCGGAGGTATGGGGATAGCTTGTGTAGCT GGTTCCACCACCACCGGTCATGAAGCCGCCC
Cre03.g165700 GGAGGCGGAGGTATGGCCACCACCGTGTCG GGTTCCACCACCACCGTGGCCGCCGTAGCCGGTG Cre03.g165801 GGAGGCGGAGGTATGCAGGGCAAGCTGC GGTTCCACCACCACCCTACGGAAAGTTGTACTTCTGA
Cre03.g165850 GGAGGCGGAGGTATGATAGATCTTACGCTGTCCAG GGTTCCACCACCACCCTACTCCAGCCCCGCC Cre03.g165900 GGAGGCGGAGGTATGGCCCTCTTTCGGTTTTG GGTTCCACCACCACCTGCGTAGGACCACATGACG
Cre03.g165950 GGAGGCGGAGGTATGGACACCGCAAACACTGC GGTTCCACCACCACCCATCCGTCCCATGTAACGCA Cre03.g165976 GGAGGCGGAGGTATGGACCCGGAACAGTCG GGTTCCACCACCACCCGCCGCAGAGAGTTGAG
Cre03.g166000 GGAGGCGGAGGTATGGCTTCGCTGGGCG GGTTCCACCACCACCGTCCCCCATCATCTCCATCA Cre03.g166050 GGAGGCGGAGGTATGGCACCCGAGGCGA GGTTCCACCACCACCAATCCAAATGTCACTGGAGCA
Cre03.g166100 GGAGGCGGAGGTATGGGCGCCACTGAGG GGTTCCACCACCACCCTCTACGTCCTTCACACCCT Cre03.g166150 GGAGGCGGAGGTATGGGTGCCACCGAGC GGTTCCACCACCACCCTGCCCCTGCCCCTCC
Cre03.g166201 GGAGGCGGAGGTATGGTGACAGACCTGCCCC GGTTCCACCACCACCCCCATCCTCCTTCCCCTTCC Cre03.g166250 GGAGGCGGAGGTATGGGCACCCAGCTCCGC GGTTCCACCACCACCCTTCTTTGTGGCACTGACGG
Cre03.g166300 GGAGGCGGAGGTATGGCGTCGATGGAGACC GGTTCCACCACCACCCTCGTCGCTGCCTCCA Cre03.g166350 GGAGGCGGAGGTATGGACGCGGGCCTGG GGTTCCACCACCACCCGCCAGGCAGGGAAGC
Cre03.g166400 GGAGGCGGAGGTATGGACCGCCTGGCAGTCATC GGTTCCACCACCACCGTTCAGCACGCCGTCCAC Cre03.g166450 GGAGGCGGAGGTATGGCACTTCCACCATTGC GGTTCCACCACCACCGGTGCTTGCCTCCTGATG
Cre03.g166500 GGAGGCGGAGGTATGAGCAACATTCCTGAAACTA GGTTCCACCACCACCTCACGACCTCGCCATG Cre03.g166550 GGAGGCGGAGGTATGGACTCGTTTTGGGCGTTT GGTTCCACCACCACCCTAGGCACCGCGCGCC
Cre03.g166650 GGAGGCGGAGGTATGCGGGCGCTGCCACGGAC GGTTCCACCACCACCCGACCGCACCGCCTCCTC Cre03.g166750 GGAGGCGGAGGTATGACGTTGGAACAGCTAGAAG GGTTCCACCACCACCTCACAAGTTCTCCTCCACCA
Cre03.g166800 GGAGGCGGAGGTATGTTCTTGCGAACCAAGAGGC GGTTCCACCACCACCCCTCTGCCTCTGTTGTGCC Cre03.g166900 GGAGGCGGAGGTATGCGGCGACGCCTAC GGTTCCACCACCACCTGGGTCGTCCTCGCGC
Cre03.g166950 GGAGGCGGAGGTATGCAGCCACGGCATCCG GGTTCCACCACCACCGATGTTAACGGCTTGCGCC Cre03.g167000 GGAGGCGGAGGTATGGCATCTCAGCGCTTGC GGTTCCACCACCACCTTCCTCATCCTCCGGGGG
Cre03.g167050 GGAGGCGGAGGTATGGCAACGCTAATTGGGC GGTTCCACCACCACCCCCGGCGACTTCTGGC Cre03.g167051 GGAGGCGGAGGTATGGCGACCGGCGATGCTA GGTTCCACCACCACCGAGGTCCTCGCGCTTGAG
Cre03.g167150 GGAGGCGGAGGTATGGCGTCGGACCGCA GGTTCCACCACCACCTCACCGAGCAGCCGCC Cre03.g167250 GGAGGCGGAGGTATGCATGAGCGTTCTAGAGTATG GGTTCCACCACCACCCTACGCACTGGCTACCCG
Cre03.g167300 GGAGGCGGAGGTATGGTAGCAACAGCAGAGTATCT GGTTCCACCACCACCGTGCCACCTCACAGTGCG Cre03.g167351 GGAGGCGGAGGTATGGCAGAACCCAGGCA GGTTCCACCACCACCCTGCCACCGAACACCG
Cre03.g167400 GGAGGCGGAGGTATGCAGTCGTTGGCGTC GGTTCCACCACCACCCTGCTCCGTGGAGGAGG Cre03.g167450 GGAGGCGGAGGTATGCAGCAATCGTGTAGCC GGTTCCACCACCACCTCACTCAAAAACGATGGGGAA
Cre03.g167500 GGAGGCGGAGGTATGTCGGACATAGATGACGACG GGTTCCACCACCACCGAGCTGCGGTCTCCGTGG Cre03.g167600 GGAGGCGGAGGTATGTCGAACATAACTGCAAGGC GGTTCCACCACCACCCGTCCGAGCCGCAGAGGG
Cre03.g167622 GGAGGCGGAGGTATGCGTCGTGCGGTTTT GGTTCCACCACCACCGGCGTAATTACGCGCCG Cre03.g167644 GGAGGCGGAGGTATGTGGAGCTTGCGCTG GGTTCCACCACCACCCCTCTCTACTGGAGCGCT
Cre03.g167668 GGAGGCGGAGGTATGGAGCAGGGCAGTATCC GGTTCCACCACCACCCGCCACCGTAGACGCG Cre03.g167690 GGAGGCGGAGGTATGAGTGGGTTGGAAATACCC GGTTCCACCACCACCCTACGTGGTCGGCGGC
Cre03.g167712 GGAGGCGGAGGTATGTGTGCCTCACAGATTTGT GGTTCCACCACCACCGCGGGCTACGTGGCTG Cre03.g167734 GGAGGCGGAGGTATGCTTACGTACGTGGGGG GGTTCCACCACCACCGCCCTCCCCCCTCTCC
Cre03.g167756 GGAGGCGGAGGTATGCTCAACATCAGTCCGTTT GGTTCCACCACCACCCGTGGAGGAGGTGGAGTT Cre03.g167778 GGAGGCGGAGGTATGGCTCAAGCGGCTTC GGTTCCACCACCACCTGTCCGAGCCGCAGAG
Cre03.g167850 GGAGGCGGAGGTATGGCGCTACGTGCCA GGTTCCACCACCACCACTGGTCAGTCGTGTCAGG Cre03.g167887 GGAGGCGGAGGTATGGAAGAAGAGACGGCCC GGTTCCACCACCACCGTACGCAGCTATGTCCACC
Cre03.g167924 GGAGGCGGAGGTATGGGGAACCCCTACCTGC GGTTCCACCACCACCGCTGCGCTTCGCCTTGCC Cre03.g168000 GGAGGCGGAGGTATGGACGCGTTGCCATC GGTTCCACCACCACCGTCCAGCCCCACCAGC
Cre03.g168050 GGAGGCGGAGGTATGAGCGCGATGATGTCTCC GGTTCCACCACCACCGCTGGCTGCCGCAGTTGTC Cre03.g168100 GGAGGCGGAGGTATGGCGAGCAGCGATTG GGTTCCACCACCACCTTACTTGGCCTGCGGCG
Cre03.g168150 GGAGGCGGAGGTATGGGGCCACCGCCAGGC GGTTCCACCACCACCCTGCACGTTGCAGCCGGT Cre03.g168200 GGAGGCGGAGGTATGACGCAATCAATGGGCG GGTTCCACCACCACCGTCATCCTCTCCGTGCTGG
Cre03.g168250 GGAGGCGGAGGTATGGCGCTCACGGCGA GGTTCCACCACCACCGGCGCCGTCATCTGCC Cre03.g168300 GGAGGCGGAGGTATGTGCCCGCTGCTTGT GGTTCCACCACCACCCTAGCCCAGCCCGGGC
Cre03.g168350 GGAGGCGGAGGTATGGGGCCCGAAAAGAATAAG GGTTCCACCACCACCCCCTGCCAGCTCCACA Cre03.g168400 GGAGGCGGAGGTATGGCGGACGGCGACC GGTTCCACCACCACCGCAGTAGGGCTCGTTGACC
Cre03.g168450 GGAGGCGGAGGTATGGCGACTGGTATGCCCTAT GGTTCCACCACCACCATCGTCGTCGCCGTCGCC Cre03.g168600 GGAGGCGGAGGTATGGTGCAGTCTGCAAACC GGTTCCACCACCACCAACAGCAGCGCCTTCTC
Cre03.g168605 GGAGGCGGAGGTATGGCGCGGTTCTACCAC GGTTCCACCACCACCGCTCAGGTTGGGCATCTTCCAT Cre03.g168700 GGAGGCGGAGGTATGGTTGCTGCCCAGGCTTC GGTTCCACCACCACCCGCCGCCACCATGGCCTTCTC
Cre03.g168750 GGAGGCGGAGGTATGCAACAAGTGGGCGCC GGTTCCACCACCACCTTACCACCGCCGCCGG Cre03.g168775 GGAGGCGGAGGTATGGGCCTTACGATAAGCCC GGTTCCACCACCACCTTGGAACAGCGCGTGC
Cre03.g168800 GGAGGCGGAGGTATGGACACTGAGTGCCTTGC GGTTCCACCACCACCCGGCAGAAAGCCTCGG Cre03.g168900 GGAGGCGGAGGTATGGCGAAGCGGGTAGCC GGTTCCACCACCACCTCAGCGGCTGCGGCTG
Cre03.g168950 GGAGGCGGAGGTATGCTCATGAACATGAAGTCGC GGTTCCACCACCACCTTACTGGCTCTCGGCGT Cre03.g169000 GGAGGCGGAGGTATGGCCTGCGGAGGTT GGTTCCACCACCACCTCAATACTGTCCGGTGTTGTAG
Cre03.g169050 GGAGGCGGAGGTATGTCCACGTTCACTGGGAGT GGTTCCACCACCACCCGGCCGGTACACGCGC Cre03.g169100 GGAGGCGGAGGTATGGAGCGCACAGGGAGC GGTTCCACCACCACCCACGGCATCCACCGCGGC
Cre03.g169150 GGAGGCGGAGGTATGGCAGAGGAGCAGGAG GGTTCCACCACCACCATACGGTGCGTAGCGCC Cre03.g169250 GGAGGCGGAGGTATGCGAGTGCGAGGCGTG GGTTCCACCACCACCTCCCAGCAGCGCCTGCAG
Cre03.g169350 GGAGGCGGAGGTATGCGCGGTCAGGGAGC GGTTCCACCACCACCGAGGCCGAGCCGCCTG Cre03.g169400 GGAGGCGGAGGTATGTCGCAAAACGGTGCTGG GGTTCCACCACCACCCTCCACGCCCAGGCGC
Cre03.g169450 GGAGGCGGAGGTATGTCGGCCAATCGTCGC GGTTCCACCACCACCCCGTGAGGGCGGCATC Cre03.g169500 GGAGGCGGAGGTATGGAGAAATATGAGTTCCTCAGC GGTTCCACCACCACCTCATAAAACGCCGGCCTC
Cre03.g169550 GGAGGCGGAGGTATGTCAGGGCTTGTGTGCGG GGTTCCACCACCACCCGGCAGCTGGCTGGCG Cre03.g169650 GGAGGCGGAGGTATGGCTTTAGAAGTTAGCACAGG GGTTCCACCACCACCTTATTTGCCATTGATGAGGCCC
Cre03.g169700 GGAGGCGGAGGTATGCAAGAGGTGCTGCCC GGTTCCACCACCACCTCACGGCGACCCTGCG Cre03.g169750 GGAGGCGGAGGTATGAATCGCTACTATAACACCAA GGTTCCACCACCACCTTACCCATTCCGAAGGCG
Cre03.g169800 GGAGGCGGAGGTATGTCCCAACCGCATCAGG GGTTCCACCACCACCTCAGCGGGGGTCAGCC Cre03.g169850 GGAGGCGGAGGTATGATGGCGACCGGCT GGTTCCACCACCACCTTATGCCGTGCCCAGCG
Cre03.g169900 GGAGGCGGAGGTATGCAGCTGCGACAATGC GGTTCCACCACCACCGTAACCGGCCGCCATC Cre03.g169950 GGAGGCGGAGGTATGGCCAGCGCGCTGC GGTTCCACCACCACCCAGCGCCACCAAGTCATCC
Cre03.g170001 GGAGGCGGAGGTATGGCAGCAGCTTCGGTA GGTTCCACCACCACCGGCGAACACGCGCGAA Cre03.g170050 GGAGGCGGAGGTATGTCAAACAAATGGTGGAATGG GGTTCCACCACCACCTCACGGTTTCCTGCCCG
Cre03.g170100 GGAGGCGGAGGTATGGTGCAGCTATCGGCAAATT GGTTCCACCACCACCGTCCTCGTCAAAGTAGCGATCC Cre03.g170200 GGAGGCGGAGGTATGGGACAATGTTTCTCCAATGC GGTTCCACCACCACCTCAAGGGGCCGCAGCA
Cre03.g170250 GGAGGCGGAGGTATGCCTTTCCTCCACAACGC GGTTCCACCACCACCCACCGTCATAACCCTGCCCTT Cre03.g170350 GGAGGCGGAGGTATGGGATCGGGCAAGGCA GGTTCCACCACCACCGAGCTCGTCCCGCGGC
Cre03.g170400 GGAGGCGGAGGTATGGCAAGCACTGCAGG GGTTCCACCACCACCCCCCGTCTCCTGCTTGA Cre03.g170428 GGAGGCGGAGGTATGTTACATTACGACCGCGTGT GGTTCCACCACCACCTCACACCTGCGCCGCC
Cre03.g170450 GGAGGCGGAGGTATGGCCTCTGCCTATGAG GGTTCCACCACCACCTTACTTATCCTCCTCGTCATCA Cre03.g170500 GGAGGCGGAGGTATGGCTTCCCGAGACCATCC GGTTCCACCACCACCTCAAGGCCGCGTGCCG
Cre03.g170550 GGAGGCGGAGGTATGTCCTCGCCGGCGCAG GGTTCCACCACCACCTCGGGACCCGGGCACGCTC Cre03.g170600 GGAGGCGGAGGTATGGAGCAGGTGTTTGAGCC GGTTCCACCACCACCCTCCAGGGCGCCCAGGAA
Cre03.g170601 GGAGGCGGAGGTATGGCGTCGTGGAGCT GGTTCCACCACCACCCGACGGGAACGCCTTC Cre03.g170625 GGAGGCGGAGGTATGCTTAGCTGCTCAAGAAACG GGTTCCACCACCACCGCACAACACGTACAGCCACTC
Cre03.g170650 GGAGGCGGAGGTATGCGGGAAGAATTCCTTGCC GGTTCCACCACCACCCTACCGCTGCCCCGCC Cre03.g170700 GGAGGCGGAGGTATGCTGCTCAGATCCACTATTCAC GGTTCCACCACCACCTCACGCTGCTGCCGCC
Cre03.g170750 GGAGGCGGAGGTATGCGTCAACTAAAGCACCAC GGTTCCACCACCACCCATGAGCAGGTCGTAGTCATCC Cre03.g170800 GGAGGCGGAGGTATGGCGTCTTCCTCTCTGC GGTTCCACCACCACCCTTGCTGCCACTCTTGCA
Cre03.g170850 GGAGGCGGAGGTATGAGGTCATTTACTGTTCTCCT GGTTCCACCACCACCCCAATCGTCATCATATCCGTTGA Cre03.g170900 GGAGGCGGAGGTATGCAGAACGCAGCGGA GGTTCCACCACCACCCGACCCCTCCAGCCGC
Cre03.g170950 GGAGGCGGAGGTATGAGCAACTGGAAGCGG GGTTCCACCACCACCCTACAGCAGCTGCCGC Cre03.g171000 GGAGGCGGAGGTATGTGGGAACGAGAGGTAGAG GGTTCCACCACCACCCAGCCACGTGTCGTCC
Cre03.g171050 GGAGGCGGAGGTATGACGGGCTCGGGCAAG GGTTCCACCACCACCTCCAATCGCCACCATGCC Cre03.g171100 GGAGGCGGAGGTATGCAAGTCCAGCGTAGT GGTTCCACCACCACCCTAGTAGTAGAAGGAGGTCATGA
Cre03.g171150 GGAGGCGGAGGTATGGGCGGCCGCCGCTGTC GGTTCCACCACCACCCTCAGTCGCCGCGGCCTGGATG Cre03.g171179 GGAGGCGGAGGTATGGCGGAGCCGGTGGAG GGTTCCACCACCACCTGGCTGCAGCGTGGTCAG
Cre03.g171300 GGAGGCGGAGGTATGGCAGACCTAAGCTTCCTGA GGTTCCACCACCACCCAGCTTGCACAGCTGCGC Cre03.g171350 GGAGGCGGAGGTATGGCGGGCTTCCGGC GGTTCCACCACCACCAAAGAGAGAGCCAGGCGCC
Cre03.g171387 GGAGGCGGAGGTATGCTGCCTGGAGTTTGCG GGTTCCACCACCACCGCAGCCAGAGGGGGCC Cre03.g171500 GGAGGCGGAGGTATGACAGGTGGCTCGGT GGTTCCACCACCACCCCTCCCGGCACCTCTC
Cre03.g171550 GGAGGCGGAGGTATGCTCGCTAGGCGGTTG GGTTCCACCACCACCCCTGGCCGTGAAGAACGAG Cre03.g171700 GGAGGCGGAGGTATGCACTCTCAGCGACTGG GGTTCCACCACCACCCACGACCTGTGCCGGCAG
Cre03.g171751 GGAGGCGGAGGTATGAGTGGCCTAACGCTGG GGTTCCACCACCACCGTACTCGCCCGGCTGCAG Cre03.g171751 GGAGGCGGAGGTATGAGTGGCCTAACGCTGG GGTTCCACCACCACCGTACTCGCCCGGCTGC
Cre03.g171800 GGAGGCGGAGGTATGGGAGCCCCAGGAGGAGATA GGTTCCACCACCACCGTTTTCGTACGCGCCCGG Cre03.g171900 GGAGGCGGAGGTATGACCATAATGCATCAGGGGC GGTTCCACCACCACCTCACCGTGCGGTGCCC
Cre03.g171950 GGAGGCGGAGGTATGACGGACTCCACATATGATTT GGTTCCACCACCACCTTAGCCGGTGTTGCGC Cre03.g172000 GGAGGCGGAGGTATGCTGGCCGCCAAGCAC GGTTCCACCACCACCCATGACCATGCCGCCGTC
Cre03.g172050 GGAGGCGGAGGTATGGCGGACGAGGGCGATTTG GGTTCCACCACCACCCGACCCGCCTCCCACCGC Cre03.g172100 GGAGGCGGAGGTATGGCAACTTCCCCAGCC GGTTCCACCACCACCGGAGCTGGTGGGCACG
Cre03.g172200 GGAGGCGGAGGTATGCTGTCTGAACGTGCCGAAG GGTTCCACCACCACCGTCCCCTCGGGGGCTGCC Cre03.g172250 GGAGGCGGAGGTATGTTCGCGCTCATCGCC GGTTCCACCACCACCCCGCTGTGTCCGCCCC
Cre03.g172300 GGAGGCGGAGGTATGGCCCCTCAGACCAGC GGTTCCACCACCACCCTTCTTCTTCTCCTCGACGGAG Cre03.g172322 GGAGGCGGAGGTATGGGGAAGAAGCAGACGG GGTTCCACCACCACCGGGGGCTGAAGACAACAC
Cre03.g172350 GGAGGCGGAGGTATGGTGCTGGTCCTTCCC GGTTCCACCACCACCTGCAACAACGCCTGCC Cre03.g172376 GGAGGCGGAGGTATGCATGTGGCGTGGC GGTTCCACCACCACCCTACGCCAGCAAGGCG
Cre03.g172400 GGAGGCGGAGGTATGGAAAACGAAGAGGGCACAA GGTTCCACCACCACCCACGTCGACCAGGCCGCTC Cre03.g172451 GGAGGCGGAGGTATGCGTTCATCGAGGTTCAC GGTTCCACCACCACCGGCTTCCGCACGCCAG
Cre03.g172550 GGAGGCGGAGGTATGGCAACAGCTATGGACACTG GGTTCCACCACCACCGCGCATGCGGTATTGCTG Cre03.g172600 GGAGGCGGAGGTATGTCCTGCCCGCTGG GGTTCCACCACCACCTTTGGCTGTCTCGGCCT
Cre03.g172650 GGAGGCGGAGGTATGCCGCGCGAGCTCG GGTTCCACCACCACCCGGCAGGAAGGACAACCCT Cre03.g172700 GGAGGCGGAGGTATGCTACGCACTGCCGG GGTTCCACCACCACCCACGTCGGCCGTCTCT
Cre03.g172750 GGAGGCGGAGGTATGGTGGACGTGGCGC GGTTCCACCACCACCCGCCTGCTGAGGCTGG Cre03.g172800 GGAGGCGGAGGTATGCCGCAACTCACCAAGC GGTTCCACCACCACCAACATCCACCATGGCAGCATC
Cre03.g172800 GGAGGCGGAGGTATGCCGCAACTCACCAAG GGTTCCACCACCACCAACATCCACCATGGCAGC Cre03.g172850 GGAGGCGGAGGTATGCAGTCGCTTGCCAAGC GGTTCCACCACCACCCGGCACGTAGCGCTCGCG
Cre03.g172900 GGAGGCGGAGGTATGCTGACGGGCTCGC GGTTCCACCACCACCCTGCGTTGCCGCTGCC Cre03.g172950 GGAGGCGGAGGTATGGGAAAGAAGGATAAGGGCG GGTTCCACCACCACCGTCCGAGTCCGAATCCTTCTTC
Cre03.g173000 GGAGGCGGAGGTATGACTTGGACGGATGAAGTG GGTTCCACCACCACCTTAGCGCTTTTTCTTGTTCTTCTT Cre03.g173050 GGAGGCGGAGGTATGTCTACCGCTGTCACCAA GGTTCCACCACCACCCACGTCCATGCCGGCG
Cre03.g173100 GGAGGCGGAGGTATGTGGTTGAGCACTACAGGC GGTTCCACCACCACCAGGGAACAGGTCCCACAC Cre03.g173132 GGAGGCGGAGGTATGGCACCGAAGCGGC GGTTCCACCACCACCCTCCGCCGGTCTATGTCC
Cre03.g173165 GGAGGCGGAGGTATGCTCAGCCGCAAGCC GGTTCCACCACCACCCTCCAGCGCCTGCCGT Cre03.g173200 GGAGGCGGAGGTATGGACGTCCCGCTGC GGTTCCACCACCACCCTACCGCCCGCCCTTG
Cre03.g173250 GGAGGCGGAGGTATGTGCAACGTGTGCGG GGTTCCACCACCACCTCGCGCCCGCTTCAGA Cre03.g173300 GGAGGCGGAGGTATGCGTCAGCCGCAAAGC GGTTCCACCACCACCGAGCCTTACTTGCTCTGCCC
Cre03.g173350 GGAGGCGGAGGTATGTTCCCTGGAATGCCTGC GGTTCCACCACCACCCTTGGCCTCCTCCTTGGC Cre03.g173400 GGAGGCGGAGGTATGGCACCGGCCAGTGAC GGTTCCACCACCACCTCCACGCAGCTTCAGCAG
Cre03.g173450 GGAGGCGGAGGTATGTGGGCTCTTCAGAGCC GGTTCCACCACCACCCTTCTTGGGCTTCTCGATCTT Cre03.g173500 GGAGGCGGAGGTATGAACTCCGATGCCCTCG GGTTCCACCACCACCTTTCCGCCGCTTTTTCTTGC
Cre03.g173550 GGAGGCGGAGGTATGAGGCGGACCGGCC GGTTCCACCACCACCCGCGGCCAGAGGCTGC Cre03.g173650 GGAGGCGGAGGTATGGCTGGGGCCGAGG GGTTCCACCACCACCCAGTGCAGCCAGGGCC
Cre03.g173700 GGAGGCGGAGGTATGGACGCCTTTAAGGTGTTTG GGTTCCACCACCACCCCGCATCTTGTTGCGCAC Cre03.g173750 GGAGGCGGAGGTATGGCCTCCGAGAGCG GGTTCCACCACCACCCGCTGTCGGGAAGGCG
Cre03.g173800 GGAGGCGGAGGTATGCTGCGTTGGCAACGC GGTTCCACCACCACCAACCGGCGCCAGCTGC Cre03.g173850 GGAGGCGGAGGTATGGCGACGCGTCTGCCC GGTTCCACCACCACCTTTGCCGCATGTCTCCTTGT
Cre03.g173850 GGAGGCGGAGGTATGGCGACGCGTCTGC GGTTCCACCACCACCTTTGCCGCATGTCTCCTTG Cre03.g173900 GGAGGCGGAGGTATGGGCTCGTCGCAGAG GGTTCCACCACCACCTTACGCCGCGGCCTGT
Cre03.g174000 GGAGGCGGAGGTATGGCGCCTTCAAACGTT GGTTCCACCACCACCCCTGGTCTTCATGAGCTCG Cre03.g174050 GGAGGCGGAGGTATGAGCGCAACGTGGAGC GGTTCCACCACCACCGTTTCCGGCCACCACCAC
Cre03.g174150 GGAGGCGGAGGTATGGAGAACACACTACGACGAG GGTTCCACCACCACCTACGCCCCCCGCACCAAC Cre03.g174200 GGAGGCGGAGGTATGTCATCGCCCACACAGGC GGTTCCACCACCACCCCGCTGTTGGCCGGGG
Cre03.g174250 GGAGGCGGAGGTATGCCTGTCGAGGCGG GGTTCCACCACCACCGTGCTTCTTCTTGAGCCCC Cre03.g174300 GGAGGCGGAGGTATGCTCATTCCCATGATATTGGG GGTTCCACCACCACCTTAGTACACCAGCATGTCCATC
Cre03.g174350 GGAGGCGGAGGTATGCAAATCAACACTAGCCAAG GGTTCCACCACCACCCTAAAAGGCCGCCTTCACC Cre03.g174400 GGAGGCGGAGGTATGTCTTCTATCATCGCTATGCC GGTTCCACCACCACCTCAAACGCGCACTCCG
Cre03.g174450 GGAGGCGGAGGTATGTTGGCGCCTCATTGTGG GGTTCCACCACCACCGGCCTTGAGCGCCTGAAA Cre03.g174476 GGAGGCGGAGGTATGGCTGCAAGCTACTGGG GGTTCCACCACCACCTGCCAAGGTGACGCGCTG
Cre03.g174525 GGAGGCGGAGGTATGTGGCAGACTCTACGCG GGTTCCACCACCACCGCCCGTCTCCCAGGCC Cre03.g174550 GGAGGCGGAGGTATGGTTGGCTCAGTTTTCACA GGTTCCACCACCACCATGCGTGAGACGGCCT
Cre03.g174600 GGAGGCGGAGGTATGGCATCGATCGAGCCA GGTTCCACCACCACCATGAGTGTGCGCCGGG Cre03.g174650 GGAGGCGGAGGTATGTATTTTTACAGGAAGCCCCC GGTTCCACCACCACCTCAGTCGTTGCAGAGTTTGAC
Cre03.g174672 GGAGGCGGAGGTATGTCAGCTGTGCCTGCTG GGTTCCACCACCACCGACCTGCGCCAGCCGT Cre03.g174700 GGAGGCGGAGGTATGGCAACCAATACGCAAGC GGTTCCACCACCACCCGTCTTGCTCCATGCCCC
Cre03.g174750 GGAGGCGGAGGTATGGCGCACGCCGTGCAC GGTTCCACCACCACCCAGCACGCCGCTGCCCGC Cre03.g174800 GGAGGCGGAGGTATGTCGAAGGACACTCGACG GGTTCCACCACCACCTCAAGGCCGCAGCCCC
Cre03.g174850 GGAGGCGGAGGTATGGGCTTGGCCTGGG GGTTCCACCACCACCAAACAGCATGCTGTTCGACT Cre03.g175000 GGAGGCGGAGGTATGTCTCAACGAGACGCAGAC GGTTCCACCACCACCCTTGGCGCCGCTCTTGCG
Cre03.g175050 GGAGGCGGAGGTATGCCTACCTGGCCACGC GGTTCCACCACCACCTCCCAACGTGACGGATGC Cre03.g175050 GGAGGCGGAGGTATGCCTACCTGGCCACG GGTTCCACCACCACCTCCCAACGTGACGGATGC
Cre03.g175100 GGAGGCGGAGGTATGGCATGTGCGGGCGAAG GGTTCCACCACCACCAGGAGGCGAGCCGCCAGC Cre03.g175200 GGAGGCGGAGGTATGCAAGGGTTGAAGGCCA GGTTCCACCACCACCGAAGCGCTCGCCGAAGTT
Cre03.g175250 GGAGGCGGAGGTATGGGAAAGTTAGGGGAGCTACT GGTTCCACCACCACCTCACGCACGCCGCAGTA Cre03.g175300 GGAGGCGGAGGTATGCCACCGCAAGGTCG GGTTCCACCACCACCCACACCCGCCGCCATC
Cre03.g175351 GGAGGCGGAGGTATGCGACACCACACCTCTAC GGTTCCACCACCACCCAGCGTGCGGGTGCAC Cre03.g175400 GGAGGCGGAGGTATGCAGACCCAGTTGCG GGTTCCACCACCACCTTAGTGCCCGCCACGC
Cre03.g175451 GGAGGCGGAGGTATGCGCGGCCACCTGC GGTTCCACCACCACCCTGGGCTGGCCATGGCT Cre03.g175500 GGAGGCGGAGGTATGGCATCACGAGGACTTCTC GGTTCCACCACCACCCTTGCCCTTGTTGATCTGTACT
Cre03.g175550 GGAGGCGGAGGTATGGCGAGCCCCGGCT GGTTCCACCACCACCCCCCGCTTGCTTGATGTTGT Cre03.g175584 GGAGGCGGAGGTATGTACTGTCCAATAGGGCGG GGTTCCACCACCACCCCCCGCTTGCTTGATGT
Cre03.g175750 GGAGGCGGAGGTATGCGGTTCGCATCCGAGTA GGTTCCACCACCACCCAAGGTCTCCAGCGCGGG Cre03.g175800 GGAGGCGGAGGTATGCCGGCGTTCCACG GGTTCCACCACCACCATCGCTGAAAAGGCAGGC
Cre03.g175850 GGAGGCGGAGGTATGCTTGCGAACCTCAGGAG GGTTCCACCACCACCCGCCGCCGCCTTTCTGAC Cre03.g175851 GGAGGCGGAGGTATGACTCCAGAGGTGTCAGCG GGTTCCACCACCACCGTCCAAGCACTCGCAGCC
Cre03.g175926 GGAGGCGGAGGTATGTGCCAAGCCGGGC GGTTCCACCACCACCCCTCGGGCAATTCGGGT Cre03.g176000 GGAGGCGGAGGTATGGACGTCTTCGAGGAGGTT GGTTCCACCACCACCGTGCTGAGGCTGCACCGC
Cre03.g176050 GGAGGCGGAGGTATGGCGGCAGCGGTGG GGTTCCACCACCACCCTACTTCTTCTTGAGCTCGTCTGG Cre03.g176100 GGAGGCGGAGGTATGGTGACTTTGGAAGATGTGGA GGTTCCACCACCACCTTAGGTGGCCGCGGCG
Cre03.g176150 GGAGGCGGAGGTATGGAGACCGCCGCCA GGTTCCACCACCACCTTAAGCGAACGCCGCG Cre03.g176200 GGAGGCGGAGGTATGGCAGGGCCACTGGTATC GGTTCCACCACCACCCCGCGGCTGCACGTACTGATAG
Cre03.g176200 GGAGGCGGAGGTATGGCAGGGCCACTGG GGTTCCACCACCACCCCGCGGCTGCACGTAC Cre03.g176250 GGAGGCGGAGGTATGTACGGGTTCGAGATGATGT GGTTCCACCACCACCGAACAGGTAGACGATGCCGTC
Cre03.g176300 GGAGGCGGAGGTATGAGACAAGAGAATGTCGTAGG GGTTCCACCACCACCTCATGGGCATTGCCTGTC Cre03.g176325 GGAGGCGGAGGTATGGCCCAAGAGGGGCTGGATA GGTTCCACCACCACCCTGTTGCTGTTGCTGCTCC
Cre03.g176350 GGAGGCGGAGGTATGGCAATGCGCGGTCAA GGTTCCACCACCACCCAGCTCGGGCTGCGGC Cre03.g176400 GGAGGCGGAGGTATGGGAGGTTGCTTAAGCG GGTTCCACCACCACCTACCTGCACCTTGACGTCC
Cre03.g176440 GGAGGCGGAGGTATGCTGCTGGGGCACAAG GGTTCCACCACCACCGCCTGCGTGCTTGCGC Cre03.g176450 GGAGGCGGAGGTATGGCGGCGAGCTGGA GGTTCCACCACCACCCTATCGCCTGGCCGCT
Cre03.g176500 GGAGGCGGAGGTATGAGCTCCGCGGTGC GGTTCCACCACCACCGTGGTCCTCCAGGTGCA Cre03.g176550 GGAGGCGGAGGTATGGTGCTTGGTAAAAGGTCTG GGTTCCACCACCACCCAGCCCCACCCAGTACGA
Cre03.g176600 GGAGGCGGAGGTATGCCTGCAGCCGGGCTCTCAT GGTTCCACCACCACCGGTCATGCTGTTAGGCGGCATC Cre03.g176651 GGAGGCGGAGGTATGGACACAGCAAATGATGAAGC GGTTCCACCACCACCCTAACCCCCCGCCTCG
Cre03.g176700 GGAGGCGGAGGTATGACCTCGGCGTTGCTAGT GGTTCCACCACCACCGCCCACACGCACCCCC Cre03.g176750 GGAGGCGGAGGTATGAAGCGACGTAGCGTAGAC GGTTCCACCACCACCCAGCGATGCCCCGCCA
Cre03.g176800 GGAGGCGGAGGTATGCTGGATGACCTGGTCAAC GGTTCCACCACCACCTCCCATCAGCAGCGGCGC Cre03.g176833 GGAGGCGGAGGTATGACTTCCGGCCTTCCA GGTTCCACCACCACCGAAGCACTTGCGGTGCA
Cre03.g176866 GGAGGCGGAGGTATGGACATAATGGAGTCTGCTCC GGTTCCACCACCACCTCCCACCGTCAGCGCC Cre03.g176866 GGAGGCGGAGGTATGGAGTCTGCTCCGACAGTTA GGTTCCACCACCACCTCAGCCCCGCAGCCCA
Cre03.g176930 GGAGGCGGAGGTATGTCCGTGCTGGAGGGA GGTTCCACCACCACCGGACTGTTGCAGGTGCGC Cre03.g176961 GGAGGCGGAGGTATGGCGCGGATGCTTG GGTTCCACCACCACCGCGGTGGGGAAGCCAC
Cre03.g177007 GGAGGCGGAGGTATGGAGCCAAGCCCGC GGTTCCACCACCACCTCACAGCGCGAAGCCG Cre03.g177100 GGAGGCGGAGGTATGACTGCACTGGCAAGC GGTTCCACCACCACCGCTCCCGGTGGCGTTG
Cre03.g177150 GGAGGCGGAGGTATGGCGGCGTGTGGGAGAG GGTTCCACCACCACCCTGCCCTCCTCCACCCCC Cre03.g177200 GGAGGCGGAGGTATGCAGAAGCCAGAGGCA GGTTCCACCACCACCTTACATGGCGGCGGCG
Cre03.g177250 GGAGGCGGAGGTATGCATCAACTCAGCGCC GGTTCCACCACCACCGAGCGCGTCCTTGAAAGT Cre03.g177300 GGAGGCGGAGGTATGGCAGCATACCGGTCA GGTTCCACCACCACCAATGCTGTCCACGAAGGTC
Cre03.g177350 GGAGGCGGAGGTATGCAGAGCCTAACGGCG GGTTCCACCACCACCTTAGTGCGCCTCCGCG Cre03.g177450 GGAGGCGGAGGTATGCAAGGTCGCTGCAGC GGTTCCACCACCACCGGCACTGAGGGTGTGGTC
Cre03.g177476 GGAGGCGGAGGTATGGCAAACAATTTGCAACGG GGTTCCACCACCACCGGGTCTTAAAGTTGGGGGGTA Cre03.g177500 GGAGGCGGAGGTATGGTGCTCTCCTTCGGGC GGTTCCACCACCACCGTGGGCGCCGCTAAAGGC
Cre03.g177550 GGAGGCGGAGGTATGAACCGGGGCTCGGGG GGTTCCACCACCACCGCTGATGACGCAGCTACAGC Cre03.g177550 GGAGGCGGAGGTATGAACCGGGGCTCGG GGTTCCACCACCACCGCTGATGACGCAGCTACA
Cre03.g177600 GGAGGCGGAGGTATGCCCCGCTTTCTGGCG GGTTCCACCACCACCCAGCTCGTGGCGCTCCTG Cre03.g177700 GGAGGCGGAGGTATGAATACAGGGATGGCTTACAAC GGTTCCACCACCACCTCAGGCGCGCTTGAGC
Cre03.g177711 GGAGGCGGAGGTATGCTGCTGGCGCAGC GGTTCCACCACCACCTCGCGCGCTGATGCCG Cre03.g177750 GGAGGCGGAGGTATGATGTCTTTCCTGGGGCCC GGTTCCACCACCACCCCCCGATGCCGCTGCC
Cre03.g177800 GGAGGCGGAGGTATGACAAGCCGCATCCTG GGTTCCACCACCACCTTACACCCGGTGGCGG Cre03.g177826 GGAGGCGGAGGTATGGGAGCAAGATGCAGAGC GGTTCCACCACCACCTCACAGCGGCCCTGCC
Cre03.g177850 GGAGGCGGAGGTATGCCGCCCAGAGGAGGC GGTTCCACCACCACCGCCACTGCCCGCCGCCTC Cre03.g177900 GGAGGCGGAGGTATGAGCGGCAACGTGTGCATTC GGTTCCACCACCACCCTCATCACCGCCGTCGTC
Cre03.g178000 GGAGGCGGAGGTATGGCTCCTCCGGTGC GGTTCCACCACCACCCTAAGCCCCCGCCGAC Cre03.g178014 GGAGGCGGAGGTATGCTAGCGCTAATCACTCC GGTTCCACCACCACCCAGCAGCGGCGTGACT
Cre03.g178050 GGAGGCGGAGGTATGGCGGGTGCCAGTC GGTTCCACCACCACCATATGGTGACGGCCGCC Cre03.g178075 GGAGGCGGAGGTATGGAGGTCAACGGTGGCTC GGTTCCACCACCACCCTCCGGACTGGCGACGTTGATG
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Cre03.g178150 GGAGGCGGAGGTATGGCCGCGAACACCGAG GGTTCCACCACCACCCTTGTGGCCCTTCTTGTCCTT Cre03.g178250 GGAGGCGGAGGTATGGCGCTGCAGGCGACCTC GGTTCCACCACCACCGTGGTGGGCAGCACCGCCCTTC
Cre03.g178276 GGAGGCGGAGGTATGTGGGGACAACCGTCAGA GGTTCCACCACCACCTGCGCTGCCCGACAGGAG Cre03.g178300 GGAGGCGGAGGTATGGAAATCCATGGCTCCAACA GGTTCCACCACCACCCTACCGCCGGGCGTCC
Cre03.g178350 GGAGGCGGAGGTATGCCGGGAGAGAAGTATAACG GGTTCCACCACCACCCCGGGTGGTCATCATGCG Cre03.g178400 GGAGGCGGAGGTATGGCAAAGACTAATAAGAGACGT GGTTCCACCACCACCCTAGCGCCTCCGCATGA
Cre03.g178450 GGAGGCGGAGGTATGGCCGCTCGCCGTCTTATTC GGTTCCACCACCACCGTCCTTCAGGACACCCAGC Cre03.g178500 GGAGGCGGAGGTATGGGCCGCCTGGTTGCG GGTTCCACCACCACCAGTGCAGATAGCAACGCAGG
Cre03.g178550 GGAGGCGGAGGTATGAAGCAGTTTTTAAGGGGCC GGTTCCACCACCACCCCAGAGGCCAATGGTGCCATC Cre03.g178600 GGAGGCGGAGGTATGTCTGACTCTGACGATGATGT GGTTCCACCACCACCGAAGCGGAAGGTGGGGTC
Cre03.g178650 GGAGGCGGAGGTATGAGCCAGACTGCGCCC GGTTCCACCACCACCGTCCAGCTCGGGCGCG Cre03.g178750 GGAGGCGGAGGTATGGATGCCAGCTCAAGTTTG GGTTCCACCACCACCTCACTCGGCACCCGCC
Cre03.g178850 GGAGGCGGAGGTATGAGTAACTACAACCCGCCG GGTTCCACCACCACCGTACCGCAGCCCGTTC Cre03.g178900 GGAGGCGGAGGTATGTTTGCAGGCGGCGC GGTTCCACCACCACCCCCGGGCAGCTGGTCC
Cre03.g178900 GGAGGCGGAGGTATGCAGCTGCTCATGTCG GGTTCCACCACCACCCCGCTGCGGAAGTGGT Cre03.g178950 GGAGGCGGAGGTATGCACGCCCTCGTTCG GGTTCCACCACCACCGTCAACGAATAGCGAGCTACC
Cre03.g179000 GGAGGCGGAGGTATGCGCTCTTTGCTCAATGTA GGTTCCACCACCACCCCAGTCCACCAGCCCC Cre03.g179050 GGAGGCGGAGGTATGCCGCAGGTGGCGC GGTTCCACCACCACCCTGTCCCACGCCCAGCA
Cre03.g179100 GGAGGCGGAGGTATGATGTCATTCGAGCTCAACG GGTTCCACCACCACCCGAGCACACCTCCATTGAGC Cre03.g179150 GGAGGCGGAGGTATGGCGATGCAGCTGC GGTTCCACCACCACCCTCGGCTGTAGCTTGCG
Cre03.g179200 GGAGGCGGAGGTATGCAGCAGTGCGAGC GGTTCCACCACCACCCTATTTTTGTGAATTCAGGGAGGC Cre03.g179250 GGAGGCGGAGGTATGTGTGTCGACTCAGGTTCT GGTTCCACCACCACCTCATTGTGCCCGCCACG
Cre03.g179300 GGAGGCGGAGGTATGTCCTCCGGAGACGAG GGTTCCACCACCACCTGTGTCAGCCGGACCTG Cre03.g179350 GGAGGCGGAGGTATGCTGCACCGCATTGTG GGTTCCACCACCACCTGCCACAGCCAAATTGGAGAG
Cre03.g179400 GGAGGCGGAGGTATGGAGCGGTTCCGTGCC GGTTCCACCACCACCCTGCAAAACCTTGCTACTGCC Cre03.g179450 GGAGGCGGAGGTATGCCCGGCGGTGCCCTC GGTTCCACCACCACCCCGGTACCCTGGCGCGCC
Cre03.g179500 GGAGGCGGAGGTATGGTGGACCAGGTCGTG GGTTCCACCACCACCGGGGTTGTAGGATCCCTTGTTG Cre03.g179550 GGAGGCGGAGGTATGGCAGCAGCCGAGCGGAGAG GGTTCCACCACCACCACCGGCCCCCAGGAACTC
Cre03.g179600 GGAGGCGGAGGTATGTCCAACAATATGTCTCTGACA GGTTCCACCACCACCCTAGGAGTCCGCCTCCG Cre03.g179650 GGAGGCGGAGGTATGAAATTGCGCTCCAGTGAGAC GGTTCCACCACCACCCTACCCGCGCCTGCGC
Cre03.g179700 GGAGGCGGAGGTATGGCGGGGCAGGTGG GGTTCCACCACCACCTCAGCAGTATGAGTCGTTGGAT Cre03.g179750 GGAGGCGGAGGTATGCCCAACGACGCAG GGTTCCACCACCACCCGTGAGCAGTGACGCC
Cre03.g179800 GGAGGCGGAGGTATGCTGCTGAAGCGTGC GGTTCCACCACCACCGAGGTCGCCCCACTGG Cre03.g179820 GGAGGCGGAGGTATGAACGGCGAGTGGGAG GGTTCCACCACCACCCAGCGGCGGTTGCACC
Cre03.g179840 GGAGGCGGAGGTATGCATCCTCACACGCCA GGTTCCACCACCACCCACTCGCGCAGCTGCC Cre03.g179860 GGAGGCGGAGGTATGGGACGCGGGCAGAAG GGTTCCACCACCACCCGACGAAGCCATGATCTCCTTC
Cre03.g179880 GGAGGCGGAGGTATGAGCGCAGCCCAACA GGTTCCACCACCACCAATGCAACCGGCGCCA Cre03.g179901 GGAGGCGGAGGTATGCGACAGCAAGCAGGC GGTTCCACCACCACCCCCGCTCTTGGCCGCACC
Cre03.g179921 GGAGGCGGAGGTATGCGCAGCCAGAAAGACG GGTTCCACCACCACCCAGCCGCAGCCGCAGT Cre03.g179941 GGAGGCGGAGGTATGGCTTTGTTACCAGGCTG GGTTCCACCACCACCGATGCGCTCGCCCTCA
Cre03.g180000 GGAGGCGGAGGTATGTCTGCCACATTGCTGTG GGTTCCACCACCACCCTAGTGCGCCGCCTGC Cre03.g180017 GGAGGCGGAGGTATGCCCTCGGCCAGCC GGTTCCACCACCACCCGAGTGCTCCGCCCAG
Cre03.g180050 GGAGGCGGAGGTATGAACCTTGTGCAGACAAACC GGTTCCACCACCACCCTCCTCCATGCCACCCGA Cre03.g180100 GGAGGCGGAGGTATGCAGTCGGGTCGGAG GGTTCCACCACCACCGCCCGCCATGTCTTCTG
Cre03.g180151 GGAGGCGGAGGTATGGAGGAGGGGCCTGA GGTTCCACCACCACCCAGCCGCACGCCCATC Cre03.g180200 GGAGGCGGAGGTATGGTGTCGACAGACGGTTTT GGTTCCACCACCACCGTCCTCGTCGGACGTGAACAAG
Cre03.g180250 GGAGGCGGAGGTATGCTTGTCGACTCCTTTGAGG GGTTCCACCACCACCCTTGAACTCCATGAGCATGTTGT Cre03.g180300 GGAGGCGGAGGTATGGCCGGCGAACCCG GGTTCCACCACCACCGTACCAGACATCGCGCTGG
Cre03.g180350 GGAGGCGGAGGTATGGCACAGAACAACATTCAGT GGTTCCACCACCACCCTGAACCTGCAGAGCCTCAG Cre03.g180400 GGAGGCGGAGGTATGCAACACCCTCTGGCG GGTTCCACCACCACCACGACGGAAGGTCATGGC
Cre03.g180450 GGAGGCGGAGGTATGGGCGCTGGGTGCTCG GGTTCCACCACCACCCACGGCCTCCAGCACATT Cre03.g180500 GGAGGCGGAGGTATGAAGATCTTGGTCGCGG GGTTCCACCACCACCCCAAAATGCTGCTGGCGG
Cre03.g180550 GGAGGCGGAGGTATGACAGACCGCAAGCTTAATA GGTTCCACCACCACCTGGCGCAGTGTGTGGCTC Cre03.g180650 GGAGGCGGAGGTATGAGCTTGGAGGAGACGGAA GGTTCCACCACCACCTTACGCCGCCGCCTGC
Cre03.g180700 GGAGGCGGAGGTATGGCAGAGCATCAACTGGG GGTTCCACCACCACCCGGAAGGCAAGATGACGGTTT Cre03.g180750 GGAGGCGGAGGTATGGCGGCCATGCTCTCG GGTTCCACCACCACCGTGGCAGCAGTCCACGCAG
Cre03.g180800 GGAGGCGGAGGTATGAAGCGATTCAGAGAAGACG GGTTCCACCACCACCTTACGCCTGGGCGACG Cre03.g180850 GGAGGCGGAGGTATGGACTTCGCGGCGCTT GGTTCCACCACCACCAGACTGCACCGCCAGCCG
Cre03.g180900 GGAGGCGGAGGTATGAGCCAAAGTATTGACGGG GGTTCCACCACCACCTGGCCGTGGTACAGGG Cre03.g181000 GGAGGCGGAGGTATGGTGATTCCTCTACGCCAC GGTTCCACCACCACCTCTTGCTGTGTCTATTACCTCCG
Cre03.g181050 GGAGGCGGAGGTATGGCTGAGGCGCTCA GGTTCCACCACCACCAATGACCACACAACGACACG Cre03.g181100 GGAGGCGGAGGTATGCCAAACCGGGGCG GGTTCCACCACCACCCATGGACACCTCTTGGTACAG
Cre03.g181150 GGAGGCGGAGGTATGGCGTCGGGTAGCTCCAAG GGTTCCACCACCACCGCCCGACTTGAACAGCAGGAT Cre03.g181200 GGAGGCGGAGGTATGCTGTCTCGCCAAGCG GGTTCCACCACCACCGAACCTGAAGGGCCCAAAGC
Cre03.g181250 GGAGGCGGAGGTATGCAGTCGCTGAGTAACG GGTTCCACCACCACCCACCATCGCGGTGCTG Cre03.g181300 GGAGGCGGAGGTATGCAGCTCCTCAACCAGC GGTTCCACCACCACCGTGCTGCGCCACGCTCTC
Cre03.g181350 GGAGGCGGAGGTATGGTGACGCAATTGTTAGAAAA GGTTCCACCACCACCTCATCGCGTAACCGGCT Cre03.g181400 GGAGGCGGAGGTATGCGAACTTTGCTCATCGA GGTTCCACCACCACCCTCCGCCACCACTGGA
Cre03.g181450 GGAGGCGGAGGTATGGGCGGCGTGGCAC GGTTCCACCACCACCCGCACGCGCACGGAAT Cre03.g181500 GGAGGCGGAGGTATGATCCCACTTCGTGCGC GGTTCCACCACCACCCGCCTTGGGCTTGGGCAG
Cre03.g181550 GGAGGCGGAGGTATGGCCAAGGAGCTGGG GGTTCCACCACCACCCTTGGTCTTCCGCCACTC Cre03.g181576 GGAGGCGGAGGTATGAGGCTGCGTTGTCGAC GGTTCCACCACCACCTCACGGCGGCGCTACG
Cre03.g181600 GGAGGCGGAGGTATGAGCGTCGCTGGTGT GGTTCCACCACCACCATTGGCAGCCTCTGCGC Cre03.g181650 GGAGGCGGAGGTATGCAAGTCCTCAGCAAGATT GGTTCCACCACCACCCATGTAGTCGTTTTCCAGGCG
Cre03.g181700 GGAGGCGGAGGTATGAGCTTACGAAGGAAGTCCG GGTTCCACCACCACCTAGGAGGCTGCGGTCCAC Cre03.g181750 GGAGGCGGAGGTATGCACGAACCACCAAGAA GGTTCCACCACCACCAACCTGATGGCCCATGTTC
Cre03.g181800 GGAGGCGGAGGTATGCTGACGCGTGTCG GGTTCCACCACCACCATCCGTGCTAGATGGCCC Cre03.g181900 GGAGGCGGAGGTATGGAGCCGAGCGACA GGTTCCACCACCACCATGGAGTTGCCGCTGACC
Cre03.g181950 GGAGGCGGAGGTATGTCTTCAGCTGAGAACCCG GGTTCCACCACCACCAGATAGCATTCCGAAGACGC Cre03.g182000 GGAGGCGGAGGTATGCCCGAGAGCGAGAC GGTTCCACCACCACCCTTGGAGAACACGCCCG
Cre03.g182050 GGAGGCGGAGGTATGGAGCCGGCCCGCCCG GGTTCCACCACCACCCGACGCCGGCGCTCCGGC Cre03.g182100 GGAGGCGGAGGTATGGACGCCTCGGTGGCG GGTTCCACCACCACCTCCGGGCACCTGCGCCCG
Cre03.g182150 GGAGGCGGAGGTATGCAGCTCGCGCAGAAG GGTTCCACCACCACCGTCGCGGGCAGTGTAGCC Cre03.g182300 GGAGGCGGAGGTATGCAGAGCTCCTTGCCC GGTTCCACCACCACCCAACAGGCGCGTCGAGAC
Cre03.g182350 GGAGGCGGAGGTATGGCTGCGGTGAAGCTTAC GGTTCCACCACCACCCGAGTCCACCTCCATTCCATC Cre03.g182400 GGAGGCGGAGGTATGCTGAGAGGGCAAGCAG GGTTCCACCACCACCGTGCATTTCCACGTCGCC
Cre03.g182450 GGAGGCGGAGGTATGGCCTCACTGACCTGC GGTTCCACCACCACCGTGGTGCGCCTTCTCGCC Cre03.g182500 GGAGGCGGAGGTATGGCCGCAGCGGAGG GGTTCCACCACCACCCTTCTTGCCGCCCTTCTTCT
Cre03.g182550 GGAGGCGGAGGTATGACACGCTACGCGGT GGTTCCACCACCACCGTCAAACACGTGCTCCAGC Cre03.g182551 GGAGGCGGAGGTATGAAGGCTACTCTGCGTGC GGTTCCACCACCACCCTGGACAATGATCTTGCCGACC
Cre03.g182600 GGAGGCGGAGGTATGGCCCGTCGCGGTGCG GGTTCCACCACCACCCAGCTCCAGGTCGCCCCC Cre03.g182650 GGAGGCGGAGGTATGCCTTTCCAGTCCAACTTCC GGTTCCACCACCACCTGCTGCAGCAGCGTTCTC
Cre03.g182750 GGAGGCGGAGGTATGAGTCCACGCAGTACCTCAG GGTTCCACCACCACCCACGGACGACGTGGACCC Cre03.g182800 GGAGGCGGAGGTATGCCGGACTTTGCGCATA GGTTCCACCACCACCCAGCTTGCAGAGGGCTGC
Cre03.g182850 GGAGGCGGAGGTATGGCACGGCCGTTGT GGTTCCACCACCACCTCAGGCGCGCCCTTCC Cre03.g182900 GGAGGCGGAGGTATGGCTCCGCCCCCATTT GGTTCCACCACCACCCGCGGTCTTGGCGCCC
Cre03.g182950 GGAGGCGGAGGTATGGCGGACCGTAAACGCAAAC GGTTCCACCACCACCGAACCGGTCGCTCTTGTCCTTC Cre03.g183000 GGAGGCGGAGGTATGGCACAGAGCAAGTCAG GGTTCCACCACCACCCAGCTCCTCCCGCTGC
Cre03.g183050 GGAGGCGGAGGTATGAGGATTTCTACCGGCGG GGTTCCACCACCACCGCTTGTGAGCGGGGGGATATC Cre03.g183100 GGAGGCGGAGGTATGGCCCCTCTTCCTTTCG GGTTCCACCACCACCCTACCGCCCTGACGCG
Cre03.g183150 GGAGGCGGAGGTATGCGGTACCTGTTCCTTGC GGTTCCACCACCACCTCCGGTCTTCTTCGGAGCCTT Cre03.g183200 GGAGGCGGAGGTATGAGCGAGCTCCTTCGCAAG GGTTCCACCACCACCTAGCCGCGTAGCAACGAAC
Cre03.g183250 GGAGGCGGAGGTATGGGCAAGAAGTCAAACAAGA GGTTCCACCACCACCTCAGTAGATGTGCTTCAAGCTG Cre03.g183300 GGAGGCGGAGGTATGCAGCTCCAGAAGCGC GGTTCCACCACCACCGGCACCGGGGAACTTGA
Cre03.g183350 GGAGGCGGAGGTATGCCTACCTCACAAGTCCTCA GGTTCCACCACCACCCGGCGACAGCGTGAGGTC Cre03.g183400 GGAGGCGGAGGTATGAAGCTTTCCACCTCTCTACA GGTTCCACCACCACCTTACGAGTACGTCACTGCCC
Cre03.g183451 GGAGGCGGAGGTATGCGGGACCCTCAGG GGTTCCACCACCACCTTACATACTCGTTTGCTGATTGC Cre03.g183500 GGAGGCGGAGGTATGAACAAATTTCGGTTTAGAGAC GGTTCCACCACCACCTCAATTGAGGCGTCTGACT
Cre03.g183550 GGAGGCGGAGGTATGTCTTCGTTTGCACTTGGAC GGTTCCACCACCACCGTAGGTCGCCTCGGCGTG Cre03.g183600 GGAGGCGGAGGTATGTCCATGTTTGACGACGA GGTTCCACCACCACCCAACACGCCCTTGGGTAG
Cre03.g183650 GGAGGCGGAGGTATGATGCTCCCGCCTCGG GGTTCCACCACCACCGCGGCCTTGAAACTGCCGGTTA Cre03.g183650 GGAGGCGGAGGTATGATGCTCCCGCCTCG GGTTCCACCACCACCGCGGCCTTGAAACTGCC
Cre03.g183750 GGAGGCGGAGGTATGGCGAGCTTCCGGC GGTTCCACCACCACCCTAGATTACACACTGCTCCAAGT Cre03.g183800 GGAGGCGGAGGTATGGGAGGGACGCCGG GGTTCCACCACCACCTCAGCCCGCCCGGTTG
Cre03.g183850 GGAGGCGGAGGTATGCAGACGCAACTCCGC GGTTCCACCACCACCCTCGTCCATGTTGGCAATGGA Cre03.g183900 GGAGGCGGAGGTATGCAGAGCCTCTGTGCTTC GGTTCCACCACCACCTCACTTGGCGGCCGGC
Cre03.g184000 GGAGGCGGAGGTATGGCAGTTGCGTGTTTGG GGTTCCACCACCACCCGAGTGGCTTTGGGGC Cre03.g184050 GGAGGCGGAGGTATGCAGCGAAATGGAGCA GGTTCCACCACCACCCCCCGTCAGCTGCAGC
Cre03.g184100 GGAGGCGGAGGTATGCTTTTGGCGGCGC GGTTCCACCACCACCCATCAGCAGCTCTACCCGC Cre03.g184151 GGAGGCGGAGGTATGGCGGGCGATGTAAACC GGTTCCACCACCACCCTCGTACTTGCCAAGATTGAGC
Cre03.g184200 GGAGGCGGAGGTATGAGTGGTCTCAGCATGGA GGTTCCACCACCACCACGCACCATCTTGTCAAAGT Cre03.g184250 GGAGGCGGAGGTATGCAGCAAACGTCTTCGCTC GGTTCCACCACCACCCTTGGGTGGCACGATGCC
Cre03.g184300 GGAGGCGGAGGTATGCAGCCCACGGCCGGCACTG GGTTCCACCACCACCCGTCGCGCTCGGCCCCAC Cre03.g184350 GGAGGCGGAGGTATGAGCTGGAACCAGGCG GGTTCCACCACCACCCTGTTGCGCACGAGATGC
Cre03.g184400 GGAGGCGGAGGTATGAGTCCTGCAGCCTCAGA GGTTCCACCACCACCTCCGAACGGCTGGTAACG Cre03.g184450 GGAGGCGGAGGTATGGCAACGTTGAGGCTCG GGTTCCACCACCACCAGCCGCGAAGCGGCTT
Cre03.g184500 GGAGGCGGAGGTATGCAGACTATACGCTCAGCA GGTTCCACCACCACCCGCCTCCCGCTGCATC Cre03.g184550 GGAGGCGGAGGTATGACCTACAAGCCGTTGAG GGTTCCACCACCACCCAAGCGCCACTCGTGG
Cre03.g184600 GGAGGCGGAGGTATGGACACTGCAACTGCCG GGTTCCACCACCACCCCGCTCGACTGCAACTTTG Cre03.g184651 GGAGGCGGAGGTATGGTGGTGGAGGTGGC GGTTCCACCACCACCTGTGAGCCCCGATGAATGA
Cre03.g184700 GGAGGCGGAGGTATGCCGGGCAAGAAGGCT GGTTCCACCACCACCGCACACAATGAACGGGGTG Cre03.g184750 GGAGGCGGAGGTATGAAGGACAGGGGCGG GGTTCCACCACCACCACCACCCTTCTCAATCTGGC
Cre03.g184800 GGAGGCGGAGGTATGGGGGCGAGCAAGGGG GGTTCCACCACCACCCCTGCCACCGTGCGGCGC Cre03.g184850 GGAGGCGGAGGTATGGTGCGGTTCAATGCGG GGTTCCACCACCACCGCTACGCGAGGGCTTACC
Cre03.g184900 GGAGGCGGAGGTATGGGCGTCAACGGGC GGTTCCACCACCACCCTCGTCCTCCTCCTCCTCG Cre03.g184950 GGAGGCGGAGGTATGCAAGGGCGAAACTCG GGTTCCACCACCACCCAACATCATTAGCGCCAGGC
Cre03.g185000 GGAGGCGGAGGTATGGGTGACCCGGGCT GGTTCCACCACCACCCACCCGGCCAGGACCA Cre03.g185050 GGAGGCGGAGGTATGAACAAATCGAGGGCGC GGTTCCACCACCACCCCAATCGAACTTCCGCCG
Cre03.g185100 GGAGGCGGAGGTATGGTGGCGGATGACCA GGTTCCACCACCACCGTGTGGCGATGCCAGC Cre03.g185150 GGAGGCGGAGGTATGGCTGAGCCAAGCCC GGTTCCACCACCACCAAGTCGGAATCGCTCTTCCT
Cre03.g185200 GGAGGCGGAGGTATGGCGCTTGGCATGCAG GGTTCCACCACCACCGAGGTTGGAGGCGATGGTGAT Cre03.g185250 GGAGGCGGAGGTATGCAGACTTGCATGTCTCCTC GGTTCCACCACCACCCCACTGGTACTTGGCGGC
Cre03.g185300 GGAGGCGGAGGTATGCCAGTTACTATTACAAGCGG GGTTCCACCACCACCTTTCACCATCACCGTCATCGG Cre03.g185400 GGAGGCGGAGGTATGCGTGTGGACCCGT GGTTCCACCACCACCACGCACGTACATCAGCATG
Cre03.g185450 GGAGGCGGAGGTATGTCCGCGAAGGACGG GGTTCCACCACCACCTGCCCCGACGTCCGAC Cre03.g185500 GGAGGCGGAGGTATGAGGAGGCTGTTTAAAGGCC GGTTCCACCACCACCCGCCTCATTCGCCTCCTTC
Cre03.g185550 GGAGGCGGAGGTATGATGCGTCAGAAGGTTGCC GGTTCCACCACCACCGGCAGCCACCTTCTCAGAGAAG Cre03.g185600 GGAGGCGGAGGTATGCCCGATGTAGTGGTGC GGTTCCACCACCACCTCATTGCGCCCCGCCC
Cre03.g185650 GGAGGCGGAGGTATGGCTGAAGAACAGACCGC GGTTCCACCACCACCCTACGTGGCCGCCTCC Cre03.g185700 GGAGGCGGAGGTATGGGGCACAAACGCC GGTTCCACCACCACCCTCCTGCTGCGGGTTG
Cre03.g185750 GGAGGCGGAGGTATGTTTACTGTACTACTCTCGCGG GGTTCCACCACCACCGCTGAGGTCCACGAGGTG Cre03.g185800 GGAGGCGGAGGTATGCTTGTAACGGGGTTGG GGTTCCACCACCACCATCCGCCAGCCGGTTG
Cre03.g185850 GGAGGCGGAGGTATGTCTGCGCTTCGCATTCC GGTTCCACCACCACCAAAGGAGAAGCCGCCGGC Cre03.g185900 GGAGGCGGAGGTATGAGCTGCGACGCCT GGTTCCACCACCACCCGCCTCTTCCGCCACT
Cre03.g185950 GGAGGCGGAGGTATGGACTACGGAAACTCCCCC GGTTCCACCACCACCTCACCACCGCGGCAGG Cre03.g186000 GGAGGCGGAGGTATGCAAATGTCTCATAGGGTCTC GGTTCCACCACCACCTTACTCGTCGTCGTCGTCA
Cre03.g186050 GGAGGCGGAGGTATGTCAGCAGCAGTAGAAGC GGTTCCACCACCACCGCAGCAGAAAGAGGCGG Cre03.g186100 GGAGGCGGAGGTATGGGTCGCGGCGGTG GGTTCCACCACCACCGATGCACGCATGCTTGCG
Cre03.g186150 GGAGGCGGAGGTATGGCGGCCCTCGTGTTCAAG GGTTCCACCACCACCCAAACCCCGCGGGGCGAAGAAG Cre03.g186200 GGAGGCGGAGGTATGCGACCAAAACAACAAGCTC GGTTCCACCACCACCGCTGTCAGGCACCTCCCAG
Cre03.g186250 GGAGGCGGAGGTATGTTCTCCGCGCATCACC GGTTCCACCACCACCCGCCGCCGCCAGATACCC Cre03.g186250 GGAGGCGGAGGTATGTTCTCCGCGCATCAC GGTTCCACCACCACCCGCCGCCGCCAGATAC
Cre03.g186300 GGAGGCGGAGGTATGGCGACCTTAACGTATACAGT GGTTCCACCACCACCTCACCCGCCCGTCAGC Cre03.g186350 GGAGGCGGAGGTATGGCGTATAGCCCGCAAA GGTTCCACCACCACCGTTGTTGTCATTGTTCTCGCCG
Cre03.g186400 GGAGGCGGAGGTATGAGCACCCTTTGCATGT GGTTCCACCACCACCGTTGTTCTCATCACCCTTGCG Cre03.g186450 GGAGGCGGAGGTATGGCAGCAGCCGCTA GGTTCCACCACCACCCCGCACTTGCTTCAAGGC
Cre03.g186500 GGAGGCGGAGGTATGGAGCAGCAGGAACCG GGTTCCACCACCACCCATGCGACCCTCCAGGGC Cre03.g186600 GGAGGCGGAGGTATGCCGCACAGCCACC GGTTCCACCACCACCGCTCCACCTGTCTAGCCG
Cre03.g186650 GGAGGCGGAGGTATGTCTGGGCGGGAAGG GGTTCCACCACCACCCCCGCCGTACTTGTGGTA Cre03.g186700 GGAGGCGGAGGTATGCGCTGGACGGTGT GGTTCCACCACCACCGTCGTCAGTCAGGTCCAGC
Cre03.g186750 GGAGGCGGAGGTATGCTGTCTGGCACCGG GGTTCCACCACCACCAGCCTTTGGCACGCCA Cre03.g186900 GGAGGCGGAGGTATGGCCGCGCTCATAGG GGTTCCACCACCACCGCTGGGCTGGATGGCC
Cre03.g186950 GGAGGCGGAGGTATGGCCGCAATGACGGGC GGTTCCACCACCACCCGGCAGCTGCACCAGCAG Cre03.g187000 GGAGGCGGAGGTATGTGGGGCAACCTCAGC GGTTCCACCACCACCTGCCGCACCGTTCCCC
Cre03.g187050 GGAGGCGGAGGTATGCTGCACCAACCCTTACG GGTTCCACCACCACCGTCGAACACCTTCTCGCCG Cre03.g187100 GGAGGCGGAGGTATGGGCGTTACCTCGTGT GGTTCCACCACCACCTCCTCTGTACCTCTGCCG
Cre03.g187150 GGAGGCGGAGGTATGAAGAGGGAGGCCGAG GGTTCCACCACCACCGACGCGACCATGCCAG Cre03.g187200 GGAGGCGGAGGTATGGCCGACGAGAAGGAGC GGTTCCACCACCACCCTCGCCGCCGGGAGTGAA
Cre03.g187250 GGAGGCGGAGGTATGCCGAAATCCCCCCTA GGTTCCACCACCACCGTCTGTGTGCTGCTTGTGC Cre03.g187300 GGAGGCGGAGGTATGAAGCAGGCCGTGGGA GGTTCCACCACCACCGATCAACAGGTCGTCCATGCTT
Cre03.g187350 GGAGGCGGAGGTATGGAGCCCAAGGTGGTG GGTTCCACCACCACCTCACAGCCGCGCGTAG Cre03.g187450 GGAGGCGGAGGTATGATGCTCAAGGCCAGTCC GGTTCCACCACCACCGTGCTTCTTGGGGTTGGGG
Cre03.g187500 GGAGGCGGAGGTATGAAGGCCGACAAAGGACAAG GGTTCCACCACCACCCCTGACAGGTACGCTGGG Cre03.g187550 GGAGGCGGAGGTATGGCCGGGGCGGAGG GGTTCCACCACCACCGCCCTTGTCGCCAGCAGC
Cre03.g187600 GGAGGCGGAGGTATGCAGGAGCTTAAAGCCTGG GGTTCCACCACCACCTCACGACGCCTCCGGC Cre03.g187650 GGAGGCGGAGGTATGGCCTTTCAAGGCGTGC GGTTCCACCACCACCCGCTTGCGCCTCCCCT
Cre03.g187750 GGAGGCGGAGGTATGCCTCACGCTCTCGC GGTTCCACCACCACCCACCACCTCCTCCAGCC Cre03.g187800 GGAGGCGGAGGTATGTTGCAGCTCAGCAGC GGTTCCACCACCACCCTTATCCTCCTCAGCCAGCA
Cre03.g187850 GGAGGCGGAGGTATGTTGCAGCTCAGCAGC GGTTCCACCACCACCCTTGTCCTCCTCAGCCAGTA Cre03.g187950 GGAGGCGGAGGTATGCAAGTAAAGGGCAATCGC GGTTCCACCACCACCTTACGACGGCGGGGGC
Cre03.g187976 GGAGGCGGAGGTATGGGCAACGAAGGCAGC GGTTCCACCACCACCTTGCCGGGGCCGCTTG Cre03.g188001 GGAGGCGGAGGTATGGAGAGACCATGTGGCG GGTTCCACCACCACCTCACGACCAGGCGGCG
Cre03.g188026 GGAGGCGGAGGTATGAATTCAGGCACTGCGC GGTTCCACCACCACCGCCGCTGCTGGCTTCC Cre03.g188050 GGAGGCGGAGGTATGACGCAATCCCGCACC GGTTCCACCACCACCCGTGCTCTCTTCAATGTAGCTG
Cre03.g188100 GGAGGCGGAGGTATGGTGGAAGTGGAGGTGCT GGTTCCACCACCACCAATCTCAAGTGATGCCAGGCTG Cre03.g188100 GGAGGCGGAGGTATGGTGGAAGTGGAGGTGC GGTTCCACCACCACCAATCTCAAGTGATGCCAGGC
Cre03.g188200 GGAGGCGGAGGTATGCGGCCTATCGAGCTCG GGTTCCACCACCACCCCGTGCGGGGCTCTGC Cre03.g188250 GGAGGCGGAGGTATGGCCCTGAAGATGCGG GGTTCCACCACCACCGATGATGGTGCCGGCGGG
Cre03.g188300 GGAGGCGGAGGTATGCCCCACAAGTTCTACAAGT GGTTCCACCACCACCAAACTCAAACACCTCTGCGTGT Cre03.g188350 GGAGGCGGAGGTATGCAAACACCTTGGCGA GGTTCCACCACCACCAAAACCGAACCAGCGCTT
Cre03.g188400 GGAGGCGGAGGTATGGCCGACGACCATAAATTGG GGTTCCACCACCACCGAACTGGAACACCTCCGAGTG Cre03.g188450 GGAGGCGGAGGTATGGCAGCACAAGCTGC GGTTCCACCACCACCCTACAGCTGCTGCGCG
Cre03.g188500 GGAGGCGGAGGTATGGGTGGCGAGAAGCTGC GGTTCCACCACCACCCTACCGGCCGCGCAGC Cre03.g188550 GGAGGCGGAGGTATGGATGACGGTGACGATTTCG GGTTCCACCACCACCCGCCGACACCTTCCGCGC
Cre03.g188600 GGAGGCGGAGGTATGATGGTTCCAACAACTACAGA GGTTCCACCACCACCTTATACACAGGCCCGGCC Cre03.g188650 GGAGGCGGAGGTATGCAACAAGTCGCGCGT GGTTCCACCACCACCCTGCCCCTCCAGGCGC
Cre03.g188750 GGAGGCGGAGGTATGTCGGCATTTGAGGAGCTG GGTTCCACCACCACCGCCCCATTTCCGTTTGAGG Cre03.g188800 GGAGGCGGAGGTATGATGCGGCTGCGCGGG GGTTCCACCACCACCGTGGGCCAACGCCGGCACCTTG
Cre03.g188850 GGAGGCGGAGGTATGCCTCGTGGTCGCGGA GGTTCCACCACCACCCCAGCGCGCCTTCATGCC Cre03.g189000 GGAGGCGGAGGTATGCTCAAGCGCGGGCGC GGTTCCACCACCACCCCAGTCCTCCAGGTTCAGCTC
Cre03.g189000 GGAGGCGGAGGTATGCTCAAGCGCGGGC GGTTCCACCACCACCCCAGTCCTCCAGGTTCAGC Cre03.g189050 GGAGGCGGAGGTATGCATGTTGCTTGCACTCT GGTTCCACCACCACCATGTCCCGACGCACCG
Cre03.g189100 GGAGGCGGAGGTATGACGGCGAACCCGGCG GGTTCCACCACCACCCGTGTTTCGTGCCGCCGG Cre03.g189200 GGAGGCGGAGGTATGGCGCCGCTTGAGAGAG GGTTCCACCACCACCCTCGACTTGCGACGCGTT
Cre03.g189250 GGAGGCGGAGGTATGAGCCACAAGCCAGACGA GGTTCCACCACCACCGCTGCAGCACCCGCCC Cre03.g189300 GGAGGCGGAGGTATGCTAACTTCGCCTCGTTG GGTTCCACCACCACCCTCCAGCGGCTTGGGA
Cre03.g189350 GGAGGCGGAGGTATGGGAACTGCCAAGCTGC GGTTCCACCACCACCGCGGCACTTGGCGACG Cre03.g189400 GGAGGCGGAGGTATGCTGGATATCAACCTGTTCCG GGTTCCACCACCACCTCACGCGGAGGCAGCC
Cre03.g189450 GGAGGCGGAGGTATGGCGCATACATACCAGTATCC GGTTCCACCACCACCCACACCGCCTTTCGTTCG Cre03.g189500 GGAGGCGGAGGTATGAAGGAGGTCTTCATTGCTCT GGTTCCACCACCACCCTTGTTGTCCGCCTTCCAGG
Cre03.g189550 GGAGGCGGAGGTATGCAATTCAAGCGGCTTG GGTTCCACCACCACCGTGGTCGTGCCCCATCC Cre03.g189600 GGAGGCGGAGGTATGGCTGGGCTGCTCA GGTTCCACCACCACCCCGAGCCTCCAGCACC
Cre03.g189605 GGAGGCGGAGGTATGTCTGACCGCATTTATGTGC GGTTCCACCACCACCATCGTCGTCCTCATCGCC Cre03.g189650 GGAGGCGGAGGTATGGCCTCCATGGTTCCCC GGTTCCACCACCACCCATAGGCCGCGGTGCCTG
Cre03.g189700 GGAGGCGGAGGTATGACCCAGGTCCTGGGC GGTTCCACCACCACCTGACGATGGCTCGGGTGC Cre03.g189800 GGAGGCGGAGGTATGGCCCTTGCAAACCTTTC GGTTCCACCACCACCCGGGCTGTTCTTCAGGTTCTC
Cre03.g189850 GGAGGCGGAGGTATGGTTTGGTGCATCGAGGT GGTTCCACCACCACCTCGCTTGGCACGCGGT Cre03.g189901 GGAGGCGGAGGTATGTCGCTTTGGGGATATATTATT GGTTCCACCACCACCCTACTGCTTGGCGGCT
Cre03.g189950 GGAGGCGGAGGTATGTCTTCGGACGAGCTTAAGG GGTTCCACCACCACCCTTGACCTGGATGATGCCGG Cre03.g190000 GGAGGCGGAGGTATGGTTGTGACTGAAAGCGT GGTTCCACCACCACCTTACGGCCGCAGTGCA
Cre03.g190050 GGAGGCGGAGGTATGCAAGGCGAACTCCATC GGTTCCACCACCACCCGCCCAACGCTTACCC Cre03.g190100 GGAGGCGGAGGTATGGTGCAATCTGAGGAATACGA GGTTCCACCACCACCCTTGGTGCTGTAGGGCTCC
Cre03.g190150 GGAGGCGGAGGTATGCTCGCAAGCCTGC GGTTCCACCACCACCAACCAGGAAGATAGCCCCC Cre03.g190200 GGAGGCGGAGGTATGTTGGGGCCCAAGCTG GGTTCCACCACCACCGCCCATGCCTGGCTCAGC
Cre03.g190250 GGAGGCGGAGGTATGCAATCTTGGCAGTTGTACC GGTTCCACCACCACCTTACAAGCCGCCGCTCT Cre03.g190281 GGAGGCGGAGGTATGGACCAGGAGGCCCA GGTTCCACCACCACCGCCATCCTGCGAAGCG
Cre03.g190311 GGAGGCGGAGGTATGACGGCTGTGAGTCCG GGTTCCACCACCACCGTCTCCAGCCGTGCTGC Cre03.g190400 GGAGGCGGAGGTATGTGCTCTGTTCTTGGAGGC GGTTCCACCACCACCGCCATCCTGCGAAGCG
Cre03.g190450 GGAGGCGGAGGTATGGAGCAGTCGCCGGG GGTTCCACCACCACCATGCATCCCGCCGCCC Cre03.g190500 GGAGGCGGAGGTATGCGCCGGGCGATCG GGTTCCACCACCACCCACCTGCACAATCTCCACGG
Cre03.g190550 GGAGGCGGAGGTATGAGCGCGGCAAATGAG GGTTCCACCACCACCGTTGAGCACGCTATACACCAGC Cre03.g190550 GGAGGCGGAGGTATGAGCGCGGCAAATGA GGTTCCACCACCACCGTTGAGCACGCTATACACCA
Cre03.g190650 GGAGGCGGAGGTATGACTCGCGAGTTCTTCAC GGTTCCACCACCACCACGCTCCAACTCATCCAAC Cre03.g190700 GGAGGCGGAGGTATGGGACGCGACATCATCTG GGTTCCACCACCACCTGCCCCCACCAGCTCCATTT
Cre03.g190700 GGAGGCGGAGGTATGGGACGCGACATCATCT GGTTCCACCACCACCTGCCCCCACCAGCTCC Cre03.g190750 GGAGGCGGAGGTATGCGGGCGTTTCGCG GGTTCCACCACCACCCGCAGTAGGCTCTGCGTA
Cre03.g190800 GGAGGCGGAGGTATGGCCACTGCACCTCGG GGTTCCACCACCACCCGAAGACAGCACAGGCGC Cre03.g190850 GGAGGCGGAGGTATGTCTTCCACCATCGCCG GGTTCCACCACCACCCAGTTTGGATGCAGGCTTCTG
Cre03.g190900 GGAGGCGGAGGTATGTACCCTCCACCTGGCC GGTTCCACCACCACCGTAGCCTGCCGGCGGC Cre03.g190950 GGAGGCGGAGGTATGCGTGAGGTCATCTCCATC GGTTCCACCACCACCGTACTCCTCACCCTCGCCC
Cre03.g191050 GGAGGCGGAGGTATGGCGTTGCCCGGCCAG GGTTCCACCACCACCGTCCAGCAGCTCATCGTCG Cre03.g191100 GGAGGCGGAGGTATGGCTACTGCTGTGGCG GGTTCCACCACCACCCAGCCTCTCCAGCAGTCG
Cre03.g191150 GGAGGCGGAGGTATGGCCGACGACGGCGAC GGTTCCACCACCACCATCCCCCAGCTTCACGGC Cre03.g191250 GGAGGCGGAGGTATGTCGCTCACCATCAGCC GGTTCCACCACCACCCAGCTCACGGGCCATG
Cre03.g191300 GGAGGCGGAGGTATGCAGCTCCGCGTTTC GGTTCCACCACCACCGGCCGTCTTGCGCGAG Cre03.g191350 GGAGGCGGAGGTATGCTGGTTACCTTTGTGCTC GGTTCCACCACCACCCAGCTCCGGCAGCACG
Cre03.g191400 GGAGGCGGAGGTATGGCGCGGTTCCTCC GGTTCCACCACCACCCTTCAGCTTGTCCTCCAGGC Cre03.g191450 GGAGGCGGAGGTATGAAGTACAGCAACAGTGACA GGTTCCACCACCACCCTACCGGATCACGATGTGC
Cre03.g191550 GGAGGCGGAGGTATGCGCTTCCACACAGTCG GGTTCCACCACCACCGTCCAGGTCATCCATTGCCTG Cre03.g191600 GGAGGCGGAGGTATGAACGATTTGGACGCCC GGTTCCACCACCACCATCCAGCTCGTCCCAGC
Cre03.g191750 GGAGGCGGAGGTATGATGGACGAAATTTGCAATACA GGTTCCACCACCACCCAGCCACTCTGTGGGCCG Cre03.g191776 GGAGGCGGAGGTATGGGCATGAGCCCAGCA GGTTCCACCACCACCGTACTTACCCGGCTCCGC
Cre03.g191800 GGAGGCGGAGGTATGTCCCTAGTTAGGCGACC GGTTCCACCACCACCCGCCTGCGCCGTCTTC Cre03.g191850 GGAGGCGGAGGTATGGCTCCAAGTGACGAATCG GGTTCCACCACCACCCAGGCGGCTGTGCATGCC
Cre03.g191950 GGAGGCGGAGGTATGGGCGTTTCACGCC GGTTCCACCACCACCGACCCGCTTCCTCCCC Cre03.g192000 GGAGGCGGAGGTATGGCGACCGTGAAGGAGA GGTTCCACCACCACCGTCGCTGCCGCCCTCCTC
Cre03.g192050 GGAGGCGGAGGTATGGCGAACGTAGACAACTAC GGTTCCACCACCACCTCATGCAGAGCCGCCC Cre03.g192100 GGAGGCGGAGGTATGGCTCTTCCAACGCTGG GGTTCCACCACCACCTGCCCCGCCACTACCG
Cre03.g192150 GGAGGCGGAGGTATGCGCTCACTTTCAAGCA GGTTCCACCACCACCCATGCCGCTCATGGCTG Cre03.g192201 GGAGGCGGAGGTATGACTGGCTCAGCACTTCTA GGTTCCACCACCACCCGGCAAGAGCAGGTCCT
Cre03.g192350 GGAGGCGGAGGTATGGCCGACTGCCTGAAC GGTTCCACCACCACCGCGGCGCATCATGCGG Cre03.g192501 GGAGGCGGAGGTATGTCGGCAACTCGCAAG GGTTCCACCACCACCCTCCGCATGCTTGTGGC
Cre03.g192600 GGAGGCGGAGGTATGTTCGCCGGAAAGACCACG GGTTCCACCACCACCCGCCGTCTGCGGCACC Cre03.g192676 GGAGGCGGAGGTATGATTCCTTTCACGAGCTCG GGTTCCACCACCACCGCTGTACATCTCCGGCG
Cre03.g192750 GGAGGCGGAGGTATGATGTGCACGGCGGC GGTTCCACCACCACCTCACACCCACCGCGCC Cre03.g192850 GGAGGCGGAGGTATGAGGAAAAAGGTGGACGCC GGTTCCACCACCACCCTGCTTCTGCTTCTTTGCCG
Cre03.g192950 GGAGGCGGAGGTATGATGTGCACGGCGGC GGTTCCACCACCACCTCACACCCACCGCGCC Cre03.g193000 GGAGGCGGAGGTATGGATGGAACGTTACTTAAGCC GGTTCCACCACCACCTGCCGCGGTCACCTCCAT
Cre03.g193050 GGAGGCGGAGGTATGGAGCTCGCGCTCAAC GGTTCCACCACCACCACGCCAAGTCAGACGGTAC Cre03.g193100 GGAGGCGGAGGTATGATGACAGGTCCAGGCT GGTTCCACCACCACCCTACCGCCGGCTCCTC
Cre03.g193150 GGAGGCGGAGGTATGGGCGAAATCGTGCCC GGTTCCACCACCACCGTCCAGTGCGGGCTGCCC Cre03.g193200 GGAGGCGGAGGTATGCAAGTCCGCGAAACG GGTTCCACCACCACCCCAATTGCGCCGAGGCCC
Cre03.g193250 GGAGGCGGAGGTATGAGCAAGGTTCTGCGGCATA GGTTCCACCACCACCCACATCCTGCTTCACACCTTCG Cre03.g193300 GGAGGCGGAGGTATGGAGCGGTTATCAACCGGAT GGTTCCACCACCACCCCACCGCCCACCAAACGC
Cre03.g193350 GGAGGCGGAGGTATGAAGAGCAAACGAGATAGAGAGG GGTTCCACCACCACCCATTTCCATGTCATTGCCGCC Cre03.g193400 GGAGGCGGAGGTATGGAGCCAGACAAACTTCAGG GGTTCCACCACCACCGAAAGAGGACTTCCGCGCATAG
Cre03.g193450 GGAGGCGGAGGTATGTCCCTCGCGGCCA GGTTCCACCACCACCCAAGGTCTGCCGGCTTAC Cre03.g193500 GGAGGCGGAGGTATGAGCCAGCTATTGTCGCAC GGTTCCACCACCACCCCGGCAGGCGTGTGGG
Cre03.g193550 GGAGGCGGAGGTATGAGGAGCGCGGGATC GGTTCCACCACCACCCAGCATCTTGCTGACCAGC Cre03.g193576 GGAGGCGGAGGTATGTTCAGGAAAATGGCCTGT GGTTCCACCACCACCAACTGCACGCCTTAACGT
Cre03.g193650 GGAGGCGGAGGTATGATGTGCACAGCGGC GGTTCCACCACCACCATAGGGGCAGTAGGAGCG Cre03.g193676 GGAGGCGGAGGTATGATTCCTTTCACGAGCTCG GGTTCCACCACCACCGCTGTACATCTCCGGCG
Cre03.g193700 GGAGGCGGAGGTATGGACGGTGCACCAGGGAGTA GGTTCCACCACCACCGTCGAAGATGACGTTGCGC Cre03.g193750 GGAGGCGGAGGTATGTCGTCCGCCACTCGC GGTTCCACCACCACCCTTCTTGGCGGGCTCGGG
Cre03.g193800 GGAGGCGGAGGTATGTTCGATAGCCTGCAGGTG GGTTCCACCACCACCGTACGCGGCGTTGCCG Cre03.g193850 GGAGGCGGAGGTATGTGGCGTCTTTTCCTTACTGC GGTTCCACCACCACCTTAGGCCAGGCCGCGC
Cre03.g193900 GGAGGCGGAGGTATGGCTCCCACGGCATATATG GGTTCCACCACCACCTGACGCCATACCAAACGCCTTC Cre03.g193950 GGAGGCGGAGGTATGGCCCTGCGCGCTG GGTTCCACCACCACCTTGCATGCCGGTGATCCCA
Cre03.g194000 GGAGGCGGAGGTATGTTCAAGACGGGTGATGAA GGTTCCACCACCACCCAAGAGGTCGTATCCGTCAG Cre03.g194050 GGAGGCGGAGGTATGGAGCAGCAGCACGG GGTTCCACCACCACCACAGGCGCGCAACAGC
Cre03.g194150 GGAGGCGGAGGTATGGTCTCCACGCGCCGC GGTTCCACCACCACCGTGCTTGGGGCGCTTGGG Cre03.g194200 GGAGGCGGAGGTATGCTCGCTTCTCGCAACAT GGTTCCACCACCACCTTACGCGCGCACGGGG
Cre03.g194250 GGAGGCGGAGGTATGGCCGGCGAAAAGAAATGG GGTTCCACCACCACCGCCGTCTGCGGGCGTC Cre03.g194300 GGAGGCGGAGGTATGCTATCGACCAGGCCG GGTTCCACCACCACCGTAGGTCCCCCTCAGCTGG
Cre03.g194350 GGAGGCGGAGGTATGTCGACCGAAGCACTTGAG GGTTCCACCACCACCGCTGCGAGCCGCCATGAC Cre03.g194400 GGAGGCGGAGGTATGCGCCCTTACCTTCTGAAG GGTTCCACCACCACCAAAGAATTTCGTGGTGAAGTAGTCC
Cre03.g194500 GGAGGCGGAGGTATGCAGTACATCCCCGACCT GGTTCCACCACCACCGCCCCAGTAGCACCAGTC Cre03.g194517 GGAGGCGGAGGTATGCTCGAGCAAAGCACG GGTTCCACCACCACCCTAGGCGCGGACCCCC
Cre03.g194535 GGAGGCGGAGGTATGGGCACAGGCGCAA GGTTCCACCACCACCTCATGCCCGGGCACCG Cre03.g194567 GGAGGCGGAGGTATGTTCGCTTCCAAGCCG GGTTCCACCACCACCGCCCCAGTAGCACCAGC
Cre03.g194600 GGAGGCGGAGGTATGTGCCCAGTTGGCACG GGTTCCACCACCACCGCCCCAGTAGCACCAGTC Cre03.g194616 GGAGGCGGAGGTATGGAGGCGCAGGCCG GGTTCCACCACCACCCTACGGCGGCGCCCAC
Cre03.g194650 GGAGGCGGAGGTATGCGGACGCTCACCATG GGTTCCACCACCACCCAGCCGTGACCGAATGCG Cre03.g194700 GGAGGCGGAGGTATGCTGGTGCTTCTGCTTTACG GGTTCCACCACCACCTCAGGCAGCCGCACGG
Cre03.g194750 GGAGGCGGAGGTATGAGCCCACCGACGC GGTTCCACCACCACCGTGCCGCTTGGATGACTG Cre03.g194800 GGAGGCGGAGGTATGGCAGCAGATGGCGG GGTTCCACCACCACCATCAATGGATGAGCGCAGG
Cre03.g194850 GGAGGCGGAGGTATGCTGCTCGCGAACCG GGTTCCACCACCACCTTACGAGGCGGGGGCG Cre03.g194950 GGAGGCGGAGGTATGGCGCTTCCAGGCTCC GGTTCCACCACCACCCGTCTTGCGGGTGCCGCTG
Cre03.g195000 GGAGGCGGAGGTATGGACGGAGAGGGCCC GGTTCCACCACCACCCCGTCCCTTGCCGTCT Cre03.g195050 GGAGGCGGAGGTATGCAAGCCCACCGGCTTT GGTTCCACCACCACCGGGCGTGGGGTTGGGGTAG
Cre03.g195100 GGAGGCGGAGGTATGGGCGGTGTCGCAGTC GGTTCCACCACCACCAGAGGACAGCCGCCGAGG Cre03.g195150 GGAGGCGGAGGTATGGACGTGGAATCCCGC GGTTCCACCACCACCGTTGTGACGCCAGGCAC
Cre03.g195200 GGAGGCGGAGGTATGCAGTCGCTAGCTTCTCG GGTTCCACCACCACCGTCCTTGGACTCCACCACG Cre03.g195250 GGAGGCGGAGGTATGCCGCCAGCTTGCGAC GGTTCCACCACCACCCGCCGGGACATCCTTGGC
Cre03.g195300 GGAGGCGGAGGTATGGCTGCTGCCCACATATC GGTTCCACCACCACCAATGACAAAAGCCGCGCC Cre03.g195326 GGAGGCGGAGGTATGGGCATGCTGAGCCCA GGTTCCACCACCACCCACCCCGGACGGCGAC
Cre03.g195350 GGAGGCGGAGGTATGTCCACAGGCACGCAG GGTTCCACCACCACCCATGCGCCTTCCACCTAGC Cre03.g195366 GGAGGCGGAGGTATGGACTTGGAGGGCTTTGTC GGTTCCACCACCACCGCCCACCGCCACTGACCG
Cre03.g195366 GGAGGCGGAGGTATGGACTTGGAGGGCTTTGT GGTTCCACCACCACCGCCCACCGCCACTGAC Cre03.g195388 GGAGGCGGAGGTATGGCCCCCGTCCTCG GGTTCCACCACCACCGAAGGAGGGCTTCACCTCA
Cre03.g195410 GGAGGCGGAGGTATGTTGGCGCTATTTAGGGGT GGTTCCACCACCACCGGCTATGCGCCGCAGC Cre03.g195450 GGAGGCGGAGGTATGCCACCACCAGTCAAAGCA GGTTCCACCACCACCCCGCCGTCGCGATGCC
Cre03.g195500 GGAGGCGGAGGTATGTCCGCGAGTGCGC GGTTCCACCACCACCCTTCTTACCGCCTCCCGC Cre03.g195550 GGAGGCGGAGGTATGCGCAACCCGGACGCAG GGTTCCACCACCACCGCTACTGTGCACTGCAGCC
Cre03.g195600 GGAGGCGGAGGTATGGACGTCGGGCTGCCG GGTTCCACCACCACCTGCACCATACTTGCGCAACAG Cre03.g195650 GGAGGCGGAGGTATGGCCGCCCTCACTT GGTTCCACCACCACCGGCGATGGAGCACTCCA
Cre03.g195700 GGAGGCGGAGGTATGGACTACGCCAAGGGC GGTTCCACCACCACCCACGCTGGTGGCCAGGATC Cre03.g195750 GGAGGCGGAGGTATGAATAGGCGACTACTCGATCC GGTTCCACCACCACCCCGGCCCAAAGTTCCTTCG
Cre03.g195850 GGAGGCGGAGGTATGCTCGCCAGCAGGACC GGTTCCACCACCACCCTGCTGCTTCCCCGCCTC Cre03.g195900 GGAGGCGGAGGTATGACCACGTCTGGCCCG GGTTCCACCACCACCCAGCAGCCAGCGCGCA
Cre03.g195950 GGAGGCGGAGGTATGTGCCCAGTTGGCACAG GGTTCCACCACCACCGCCCCAGAGGCACCAGTC Cre03.g196000 GGAGGCGGAGGTATGAGCGCCTTCCGCA GGTTCCACCACCACCAAAGTCAAGTGCCTTGCTGC
Cre03.g196050 GGAGGCGGAGGTATGGCGGAGCTGCACGTCATC GGTTCCACCACCACCCCCAAAGTGCACGTGGTTG Cre03.g196100 GGAGGCGGAGGTATGGCTGAGGACTTTCGTGA GGTTCCACCACCACCCTCGTTGCCGTGTCCAG
Cre03.g196150 GGAGGCGGAGGTATGCTCAAGCTGCAACCACG GGTTCCACCACCACCTCAACCGCGCGCTCGC Cre03.g196200 GGAGGCGGAGGTATGCATAATTCGGTGTATAGAAGC GGTTCCACCACCACCTCACTTGGGTCCGGACA
Cre03.g196250 GGAGGCGGAGGTATGCGCGCCGAGCTCT GGTTCCACCACCACCCGGCCGCCAGATGAGG Cre03.g196300 GGAGGCGGAGGTATGCTAACCAGCTTTCAGGCC GGTTCCACCACCACCGATGTCCGACTCCGCCCC
Cre03.g196400 GGAGGCGGAGGTATGGGGGACAGGAGCCTG GGTTCCACCACCACCCAGCGTGTCCATAGGCACG Cre03.g196450 GGAGGCGGAGGTATGGCTGACGACCTAGACG GGTTCCACCACCACCATAGTCTCCCGCGCGG
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Cre03.g196500 GGAGGCGGAGGTATGGCGCTCAAGAGCATGC GGTTCCACCACCACCCGACATCTTGACCGTCGCG Cre03.g196550 GGAGGCGGAGGTATGCACCCTACGGAGGGC GGTTCCACCACCACCCTTTGCCATGTATCCTGGCCC
Cre03.g196600 GGAGGCGGAGGTATGTCAAAGCGAGCACGGG GGTTCCACCACCACCGTCCTCGATGGGGTCCTCC Cre03.g196600 GGAGGCGGAGGTATGTCAAAGCGAGCACGG GGTTCCACCACCACCGTCCTCGATGGGGTCCTC
Cre03.g196651 GGAGGCGGAGGTATGGCTGGACCTGGGATGG GGTTCCACCACCACCGAACCGCTCTTCCAGCTCATC Cre03.g196700 GGAGGCGGAGGTATGCAGTTGCTTTTCCTGTGC GGTTCCACCACCACCTCTGTCACCTGTGACTTCCA
Cre03.g196750 GGAGGCGGAGGTATGAGGCCCCTTATCGACA GGTTCCACCACCACCAGTGGGTGATGGTGGTGG Cre03.g196800 GGAGGCGGAGGTATGGCTCTAACGTGGGGAGA GGTTCCACCACCACCGTATCGGAGGATGACCCATACTG
Cre03.g196850 GGAGGCGGAGGTATGGAGTACGAGCCAGCAGAA GGTTCCACCACCACCAAACACCGCGCCCGCC Cre03.g196900 GGAGGCGGAGGTATGTCTGAAAACTTTGCTGGCG GGTTCCACCACCACCGATGCGCACATAGTGCCCC
Cre03.g196950 GGAGGCGGAGGTATGCCGGACACGGAACTAGAG GGTTCCACCACCACCCCCTGACCGCGCTGCCAC Cre03.g197000 GGAGGCGGAGGTATGGACGGGGTGGACGC GGTTCCACCACCACCCTCGTCGTCCCCGCCA
Cre03.g197050 GGAGGCGGAGGTATGGCGCGCACGAAGC GGTTCCACCACCACCCGAGGACGCCTCGTCC Cre03.g197150 GGAGGCGGAGGTATGACAGACCGTGCGAGC GGTTCCACCACCACCCTACTGGTCCGGCGCG
Cre03.g197200 GGAGGCGGAGGTATGTTGCGAACTCGTGTGG GGTTCCACCACCACCACGCTCGAGGTCCGCC Cre03.g197250 GGAGGCGGAGGTATGTCACCTGGCGGTCA GGTTCCACCACCACCAACATCTGCAGCCATGCG
Cre03.g197300 GGAGGCGGAGGTATGTCAGCACAGTGCGC GGTTCCACCACCACCCCGCCCACTGCCGTTG Cre03.g197400 GGAGGCGGAGGTATGGCGATCAGATCTAAGCGC GGTTCCACCACCACCCTAGTGCGCAGCGCCG
Cre03.g197450 GGAGGCGGAGGTATGGCTAAGCCAGACGCT GGTTCCACCACCACCATGTCCTGCTTCCACCGC Cre03.g197500 GGAGGCGGAGGTATGTCCGCCACTAATCCGAC GGTTCCACCACCACCGCCAAAGATGATGCTGCTGC
Cre03.g197550 GGAGGCGGAGGTATGGCGCCGGGGCAGA GGTTCCACCACCACCAGCAAGGACAGACGTCAGCA Cre03.g197600 GGAGGCGGAGGTATGCAACAAGGAGGGCCT GGTTCCACCACCACCGAGGCGCACACTCAGC
Cre03.g197650 GGAGGCGGAGGTATGGCGCTGGGAACTTCTA GGTTCCACCACCACCCACGCGACGGTACACAA Cre03.g197700 GGAGGCGGAGGTATGCGGCCTGCTAAAAAGCAG GGTTCCACCACCACCCACCTGGCCCCTGACCCTC
Cre03.g197700 GGAGGCGGAGGTATGCGGCCTGCTAAAAAGC GGTTCCACCACCACCCACCTGGCCCCTGACC Cre03.g197750 GGAGGCGGAGGTATGCTGCAGACGCGCG GGTTCCACCACCACCTTACAGAGCCTTCTTGATGTCGT
Cre03.g197800 GGAGGCGGAGGTATGGCGTTTACGCTAGACGAC GGTTCCACCACCACCCTGGCTGCTCATCCGCGC Cre03.g197800 GGAGGCGGAGGTATGGCGTTTACGCTAGACG GGTTCCACCACCACCCTGGCTGCTCATCCGC
Cre03.g197850 GGAGGCGGAGGTATGATGAAACACTCACGTTCCG GGTTCCACCACCACCTCACTGGTAGCCCTTGCC Cre03.g197900 GGAGGCGGAGGTATGGCTCATTTACTTTTTTACAGTGG GGTTCCACCACCACCGACGGTGTTGGGCCGCTG
Cre03.g197950 GGAGGCGGAGGTATGTCCTCGCGTCCCAA GGTTCCACCACCACCCCCCACGTGCTTCAGC Cre03.g198000 GGAGGCGGAGGTATGGGCCACGATATTGGACATG GGTTCCACCACCACCAGCAAAGAAGACCACAATTGCT
Cre03.g198100 GGAGGCGGAGGTATGGAGCAAGAGAATGATAGGGA GGTTCCACCACCACCGCGCAGCATGAAGTACCACA Cre03.g198150 GGAGGCGGAGGTATGCAACGCTGCGGAG GGTTCCACCACCACCCACTCCGCTGGTGGTGT
Cre03.g198212 GGAGGCGGAGGTATGGTCGCCCGTGTCT GGTTCCACCACCACCGAAAGCAGACTCACTGTCCTT Cre03.g198224 GGAGGCGGAGGTATGGAGCCGTCTAGCTCG GGTTCCACCACCACCGCACTTCCCACCACTGC
Cre03.g198236 GGAGGCGGAGGTATGGACACTAACGGTAGCGG GGTTCCACCACCACCCACGCACCGAATGAACAGC Cre03.g198250 GGAGGCGGAGGTATGGCGCTGCACGGCC GGTTCCACCACCACCCTTGCGGCCACCCGCC
Cre03.g198288 GGAGGCGGAGGTATGATTCCTCAAAAAACGAGCTG GGTTCCACCACCACCCTACCTGTCTGCAGCCTGG Cre03.g198400 GGAGGCGGAGGTATGGAGCCGTCTAGCTCG GGTTCCACCACCACCGCACTTCCCACCACTGC
Cre03.g198450 GGAGGCGGAGGTATGGTCGCCCGTGTCTGC GGTTCCACCACCACCCTTGCCCCTGGCGGCC Cre03.g198467 GGAGGCGGAGGTATGCATTCTTACGTGGTGGC GGTTCCACCACCACCTAGTGCAGGTGCTTTACCATT
Cre03.g198500 GGAGGCGGAGGTATGCAGGGAGGGGGGC GGTTCCACCACCACCAGCGTTCTGGGGCTCC Cre03.g198550 GGAGGCGGAGGTATGGGCGACAAGCTCCAG GGTTCCACCACCACCCGCCACCAGCTTGAGCCC
Cre03.g198600 GGAGGCGGAGGTATGGGAAACCGTGTTGTTGC GGTTCCACCACCACCAGCGTTCTGGGGCTCC Cre03.g198651 GGAGGCGGAGGTATGCTTGGACGTCGCGC GGTTCCACCACCACCTCACCGCGGGCGCAAT
Cre03.g198700 GGAGGCGGAGGTATGTCGCGCACCAACAG GGTTCCACCACCACCCCTTGGCTGTGTCCCCT Cre03.g198750 GGAGGCGGAGGTATGTCGCGGCTTCCGCTTC GGTTCCACCACCACCCACACGCTCGCACCCACA
Cre03.g198800 GGAGGCGGAGGTATGAGCGGCGAGCCCTCG GGTTCCACCACCACCGCTCTCGGCCTTGATCTCC Cre03.g198850 GGAGGCGGAGGTATGGCCCTCACCTGCAAG GGTTCCACCACCACCCAGCAGGCGGAAGGTCTC
Cre03.g198851 GGAGGCGGAGGTATGGATGTGGACGCCAGC GGTTCCACCACCACCTCACACACAGGCACATACAC Cre03.g198863 GGAGGCGGAGGTATGGCCAAGGTACCCCAA GGTTCCACCACCACCCAGCAGGCGGAAGGTCT
Cre03.g198950 GGAGGCGGAGGTATGCAGCTGACCCAGAGC GGTTCCACCACCACCTGCGTCCTGCCTGACG Cre03.g198975 GGAGGCGGAGGTATGGATCCCCATGCATCAATT GGTTCCACCACCACCGAACGGCTGGAACGGC
Cre03.g199000 GGAGGCGGAGGTATGGCAGGGGTGCCAG GGTTCCACCACCACCGTAGTTGTCGAACGCCGC Cre03.g199050 GGAGGCGGAGGTATGAAGGGTTTCTTTGAGCGCA GGTTCCACCACCACCGAAGTCGGCGAACACGCC
Cre03.g199050 GGAGGCGGAGGTATGAAGGGTTTCTTTGAGCGC GGTTCCACCACCACCGAAGTCGGCGAACACGC Cre03.g199087 GGAGGCGGAGGTATGACGCGGTTGCAGG GGTTCCACCACCACCCGAGAAGCCAAACCTCTGG
Cre03.g199090 GGAGGCGGAGGTATGTACCTAATCGCGCAGAAG GGTTCCACCACCACCCTACGCTGCCTCCCCG Cre03.g199100 GGAGGCGGAGGTATGAAGTCGGAGCCACGC GGTTCCACCACCACCCTGCTGCCCGGCAGCT
Cre03.g199150 GGAGGCGGAGGTATGTCCGCGACAGCACAG GGTTCCACCACCACCCTGCGCCCCCATCCTCTG Cre03.g199199 GGAGGCGGAGGTATGCCACGGGTACAGGTG GGTTCCACCACCACCTCAGCCTGCGCGCTTG
Cre03.g199200 GGAGGCGGAGGTATGGACTCGGGCGAGGTTG GGTTCCACCACCACCCACGTCCGCCACCGCC Cre03.g199300 GGAGGCGGAGGTATGGCCAAGTTCGACGAGA GGTTCCACCACCACCCGCGCCGTACCCGAAC
Cre03.g199311 GGAGGCGGAGGTATGACCGACTCAGTGGCA GGTTCCACCACCACCCCCTGTCCGGAACTGGA Cre03.g199350 GGAGGCGGAGGTATGTACCAGCAACACCAGCA GGTTCCACCACCACCCAACCTCCGTTTGGCCGC
Cre03.g199400 GGAGGCGGAGGTATGCCTCCCCGCAATGCT GGTTCCACCACCACCCTACTCGGCGCGCGCC Cre03.g199423 GGAGGCGGAGGTATGCTCAAGCGGGCTGTG GGTTCCACCACCACCCCACAGCCATCCCTTCTTGC
Cre03.g199450 GGAGGCGGAGGTATGAGCACGCCGCTACG GGTTCCACCACCACCCTCAGTCTCCACGCCTCC Cre03.g199500 GGAGGCGGAGGTATGGTGCATAAAGGCCCGA GGTTCCACCACCACCCACCATGGACGCCGCC
Cre03.g199535 GGAGGCGGAGGTATGCTCGCGTCCTCCTCT GGTTCCACCACCACCCTGGTCAGCAGCCTCCGA Cre03.g199550 GGAGGCGGAGGTATGTCCTCTAACGGGGAGG GGTTCCACCACCACCGCTCCATATGCCCGGGC
Cre03.g199600 GGAGGCGGAGGTATGATCACGTTTGCGCTGT GGTTCCACCACCACCAGACACCAGCGGCCCT Cre03.g199647 GGAGGCGGAGGTATGCCCCCTCGGGCTCAG GGTTCCACCACCACCGATGAGCTCGGCCACGTTCATT
Cre03.g199652 GGAGGCGGAGGTATGACGTCGTCCCCCC GGTTCCACCACCACCCGTGAAGGGGGTTGTGAG Cre03.g199700 GGAGGCGGAGGTATGCATGTGAGCTGGGC GGTTCCACCACCACCGTAGTCATCCAACGCCGAC
Cre03.g199750 GGAGGCGGAGGTATGCCGGTGGTAAATGTGG GGTTCCACCACCACCCCGCATCGACCTGCCG Cre03.g199800 GGAGGCGGAGGTATGTCGGCGCTCGTGC GGTTCCACCACCACCTCACTTCTTCTCGTCCTTCTCC
Cre03.g199850 GGAGGCGGAGGTATGCAAGGCAGTGGAGAAG GGTTCCACCACCACCCTTGGCCTTGCCTCCGG Cre03.g199871 GGAGGCGGAGGTATGGCGGACGAGGAGATT GGTTCCACCACCACCGTCCTGCAGGGCCTCT
Cre03.g199900 GGAGGCGGAGGTATGGCTGACGGTCGCGAG GGTTCCACCACCACCCACCATGTAGCGGTCCTTGG Cre03.g199950 GGAGGCGGAGGTATGTTGCCTTACACGAGCG GGTTCCACCACCACCCCACGGGTTGTGGTGC
Cre03.g199983 GGAGGCGGAGGTATGACAGGCCATGAAAACCCTT GGTTCCACCACCACCCAAGAAGTAGTCGGGTGTTGTG Cre03.g200000 GGAGGCGGAGGTATGGCTGGTGTGGACCCGTA GGTTCCACCACCACCTGCCAGGTAGGAGGCGCAGTAC
Cre03.g200050 GGAGGCGGAGGTATGGCCAACATCCAACAATGG GGTTCCACCACCACCTTAGGCCACGTGGGACG Cre03.g200100 GGAGGCGGAGGTATGGCTGACGCTCCACCG GGTTCCACCACCACCCTCGTCCGGTTGCACAAAC
Cre03.g200150 GGAGGCGGAGGTATGGCCACGGACGCTGAG GGTTCCACCACCACCAAGCTCGTCGTCCGCTCC Cre03.g200200 GGAGGCGGAGGTATGCAGAGGTACACCTACGTGA GGTTCCACCACCACCTGGACCCGAAGAAAGGCC
Cre03.g200200 GGAGGCGGAGGTATGCAGAGGTACACCTACGT GGTTCCACCACCACCTGGACCCGAAGAAAGGCC Cre03.g200207 GGAGGCGGAGGTATGTTGACATTTTACTGCCGGC GGTTCCACCACCACCTCACACGGGTGGGGGC
Cre03.g200250 GGAGGCGGAGGTATGATCGCGTCTAGCCTACAGT GGTTCCACCACCACCGTTCAGCTCCTTGACGGGC Cre03.g200319 GGAGGCGGAGGTATGCCCTTCGCCGGGC GGTTCCACCACCACCGCACGCCCACACATTGGC
Cre03.g200350 GGAGGCGGAGGTATGCAGTCCACGCTTCCT GGTTCCACCACCACCGGGCCGGATGCCCATG Cre03.g200351 GGAGGCGGAGGTATGCGGACCCGGAGGG GGTTCCACCACCACCCGGGATTGGTTCAACGTCA
Cre03.g200400 GGAGGCGGAGGTATGCATATTCTAGCGTTCGGCG GGTTCCACCACCACCCTAGCCGCGCGCCTCC Cre03.g200431 GGAGGCGGAGGTATGGCTGCGTTACTCCTCCT GGTTCCACCACCACCCTCATCCGATCCCCTGCC
Cre03.g200450 GGAGGCGGAGGTATGACGAGGGACACGCCA GGTTCCACCACCACCCACGAAGGATGACGGCTTGA Cre03.g200543 GGAGGCGGAGGTATGGGCGTCGCGGTCG GGTTCCACCACCACCTTTCTTCGACTCCTTCTGCGC
Cre03.g200550 GGAGGCGGAGGTATGGAGTTCTCCTCGACGAT GGTTCCACCACCACCCCAGTTGGCCACCATGG Cre03.g200600 GGAGGCGGAGGTATGGACGAACACCAGGAAGG GGTTCCACCACCACCCGGGCGGCTGCGTTTG
Cre03.g200651 GGAGGCGGAGGTATGTCAGGTTGCCCGATTTGTT GGTTCCACCACCACCCTCGTCGCTGTACTCCTCATAT Cre03.g200750 GGAGGCGGAGGTATGGATGGGCAAGGGGCC GGTTCCACCACCACCCTCCTCGCCTTCCTCCTCTTC
Cre03.g200767 GGAGGCGGAGGTATGTCACCACCCATTGACTTT GGTTCCACCACCACCCTACCGGTGGCGGTGG Cre03.g200787 GGAGGCGGAGGTATGGCCGACAGCAGGA GGTTCCACCACCACCGAGCCATGCATGCGTGA
Cre03.g200800 GGAGGCGGAGGTATGCGGGCTCTCGCCT GGTTCCACCACCACCAAGCCCCGAGACCTGC Cre03.g200850 GGAGGCGGAGGTATGCGGAGCACCTGGA GGTTCCACCACCACCGCCACGAGAAGGCCAC
Cre03.g200879 GGAGGCGGAGGTATGTCACAGGCATCAGTTATTA GGTTCCACCACCACCCTTCACCCCGTACGCCTC Cre03.g200900 GGAGGCGGAGGTATGGGGAAGGCGTCAGCA GGTTCCACCACCACCGCCCCACAGCGACGCC
Cre03.g200950 GGAGGCGGAGGTATGTCTATCCTTGGTCCTGCC GGTTCCACCACCACCGCTTACGCCGCGGTAC Cre03.g200991 GGAGGCGGAGGTATGCCAAAGCGTAAGGCCG GGTTCCACCACCACCTCACCGGCCGCTGCCT
Cre03.g201000 GGAGGCGGAGGTATGGCGAGCACAGCAGAAG GGTTCCACCACCACCTATGATTGCTGCGCCCGC Cre03.g201000 GGAGGCGGAGGTATGGCGAGCACAGCAGA GGTTCCACCACCACCTATGATTGCTGCGCCCG
Cre03.g201050 GGAGGCGGAGGTATGAACTCTGCAGCGCTG GGTTCCACCACCACCGAAAGCGCTCTGGAAGCC Cre03.g201100 GGAGGCGGAGGTATGCACGCCCAGCGTCCAG GGTTCCACCACCACCGCTGCTCTGTCCACTGCTC
Cre03.g201100 GGAGGCGGAGGTATGCACGCCCAGCGTC GGTTCCACCACCACCGCTGCTCTGTCCACTGC Cre03.g201103 GGAGGCGGAGGTATGGAAGCAGCTTGTGGC GGTTCCACCACCACCTAGCAACCACCCCCTCG
Cre03.g201150 GGAGGCGGAGGTATGTCCGACCACGGTGGG GGTTCCACCACCACCCATTCCACTCGCGGACACA Cre03.g201150 GGAGGCGGAGGTATGTCCGACCACGGTGG GGTTCCACCACCACCCATTCCACTCGCGGACAC
Cre03.g201163 GGAGGCGGAGGTATGAGCTTTGTTCATCAGCGG GGTTCCACCACCACCTCACTTACCGATCATCAAGTTCC Cre03.g201200 GGAGGCGGAGGTATGGCGGACTCTATGCACTA GGTTCCACCACCACCCTACCGCCCGCTCTTGG
Cre03.g201215 GGAGGCGGAGGTATGGAAGTGGGTGACTACGG GGTTCCACCACCACCCGCCTCAAACACCGGC Cre03.g201250 GGAGGCGGAGGTATGAATCCACTTGCGGGAGTC GGTTCCACCACCACCCGAGCCCTCCTCGTCGTC
Cre03.g201300 GGAGGCGGAGGTATGACACCGCCACTTGCTG GGTTCCACCACCACCTACCTTGCTGCCAATCGGC Cre03.g201301 GGAGGCGGAGGTATGGAGGCTCAGCATCCAAAC GGTTCCACCACCACCCCGACCCAGGCAACATGG
Cre03.g201332 GGAGGCGGAGGTATGAATGTTAGGCTTCATGTAAAC GGTTCCACCACCACCTCACTTGGAATACAGTAACAACA Cre03.g201350 GGAGGCGGAGGTATGAGCTGTGGCTCTGGC GGTTCCACCACCACCCGGCATCCACGCCCAC
Cre03.g201400 GGAGGCGGAGGTATGCTGTCGAAAGCAGGCGATA GGTTCCACCACCACCACCCGAGCGGTACTGCTG Cre03.g201417 GGAGGCGGAGGTATGCGGCGCTGCTGGC GGTTCCACCACCACCCATGGCACGGCTGATGCG
Cre03.g201439 GGAGGCGGAGGTATGCGTGGAGCGGTCC GGTTCCACCACCACCCTACCTCCCCGCAGCC Cre03.g201450 GGAGGCGGAGGTATGAAAAGGTGCTGGATTGCG GGTTCCACCACCACCGGCTCCATCTCTAATGGCAG
Cre03.g201500 GGAGGCGGAGGTATGAGCTCTGCCAAACAAAGC GGTTCCACCACCACCCACGTGCGACGTCGCG Cre03.g201550 GGAGGCGGAGGTATGACAGGCCAGCTGGC GGTTCCACCACCACCCTAAGCCAGCCGGCGG
Cre03.g201552 GGAGGCGGAGGTATGGCTCGGCCCAGGGCAAG GGTTCCACCACCACCTTTGCGATGAGGCCGCCG Cre03.g201600 GGAGGCGGAGGTATGGGCTTCAAGGAAAATAGCT GGTTCCACCACCACCCTACCCCTGCCCACCC
Cre03.g201650 GGAGGCGGAGGTATGCGCGAGCGGTTTCAC GGTTCCACCACCACCCGGTGATGCAGCCGACAC Cre03.g201664 GGAGGCGGAGGTATGAGCCAAGACAACAACGTCG GGTTCCACCACCACCCAGCCGCAGCTGTGCCTG
Cre03.g201664 GGAGGCGGAGGTATGAGCCAAGACAACAACGTC GGTTCCACCACCACCCAGCCGCAGCTGTGCC Cre03.g201700 GGAGGCGGAGGTATGGACGTGGTGCCACG GGTTCCACCACCACCCCAGTCGTCGTCACCCA
Cre03.g201750 GGAGGCGGAGGTATGCTCGCCTCCAAGCATC GGTTCCACCACCACCTTAGGGCGCTGCGGCC Cre03.g201776 GGAGGCGGAGGTATGGATTATCAATCAGAGCAGGACA GGTTCCACCACCACCCAACTCGTCCAGCATGCCC
Cre03.g201888 GGAGGCGGAGGTATGCCGCGTAAGGTTGCG GGTTCCACCACCACCATGACGCGCTCCGGCA Cre03.g201900 GGAGGCGGAGGTATGGCGCTGGGTCCGTTC GGTTCCACCACCACCCGCCACCAGCCCTGTGGA
Cre03.g201950 GGAGGCGGAGGTATGCCGCTGTCTCTCTCCG GGTTCCACCACCACCAGCGCCAGTAGCCGGC Cre03.g202000 GGAGGCGGAGGTATGCTTGAAGCCCTGCTGC GGTTCCACCACCACCCCGCCAGATGGCCTTCTTG
Cre03.g202001 GGAGGCGGAGGTATGGAGGGTCTGACCGCTATC GGTTCCACCACCACCCACGGGGGTGCTGCGG Cre03.g202050 GGAGGCGGAGGTATGCTGCTGGGGCACAAG GGTTCCACCACCACCGACTGCGCGCTTGCGC
Cre03.g202100 GGAGGCGGAGGTATGTCCGCGCTCTCAGC GGTTCCACCACCACCTGCTGTGGCCGCAGCA Cre03.g202113 GGAGGCGGAGGTATGCAGTCACTTCCAAGGAAGC GGTTCCACCACCACCCTTGCAGATGCCGGCCTT
Cre03.g202150 GGAGGCGGAGGTATGAAGAAAGGGAACCTGCGC GGTTCCACCACCACCCTCCGCGCTCCCGCTCTC Cre03.g202150 GGAGGCGGAGGTATGAAGAAAGGGAACCTGCGC GGTTCCACCACCACCCTCCGCGCTCCCGCTC
Cre03.g202225 GGAGGCGGAGGTATGGTTCAAAATACTAGCACCCG GGTTCCACCACCACCTCAAAAGCTGCACCAAAGGC Cre03.g202250 GGAGGCGGAGGTATGCCTTCCGACGAGTCG GGTTCCACCACCACCCTTCTTTGTGAAGAACGAGGTCA
Cre03.g202300 GGAGGCGGAGGTATGGAGGTTGGGCCTTCGTC GGTTCCACCACCACCCACACCATCCGGAGGCGCTGTA Cre03.g202337 GGAGGCGGAGGTATGGGCGCACCGGATA GGTTCCACCACCACCCATGTGCCCAAACGCCT
Cre03.g202339 GGAGGCGGAGGTATGTTCGGCAGCCGGA GGTTCCACCACCACCGTCACCTGCAGCTTCAAGA Cre03.g202350 GGAGGCGGAGGTATGCCAGTCGACAGTGACG GGTTCCACCACCACCGAGCCCACCCTGAGAAGC
Cre03.g202400 GGAGGCGGAGGTATGAGCGCGTCGTCCAATC GGTTCCACCACCACCCTCTGAGATGCGGAACTCGAC Cre03.g202450 GGAGGCGGAGGTATGTTCTTCGGGAGCGGT GGTTCCACCACCACCCTCTTGCCGCTCGTCCC
Cre03.g202550 GGAGGCGGAGGTATGTCTAGGAGCGGGCC GGTTCCACCACCACCCACGTGTCTCCGCCGG Cre03.g202561 GGAGGCGGAGGTATGTCCGCAGACGTCATG GGTTCCACCACCACCCTTCTGCCAGGAGCCCA
Cre03.g202600 GGAGGCGGAGGTATGTTGCAGCTGCCAAAACTG GGTTCCACCACCACCCTCCACCGGCACCAAGCC Cre03.g202650 GGAGGCGGAGGTATGCGGCTCTGCCTCG GGTTCCACCACCACCCTGCACGGGGTGTACGC
Cre03.g202673 GGAGGCGGAGGTATGAGCGATGGCGGTGC GGTTCCACCACCACCCAGCTCCCAACGCTTTACA Cre03.g202700 GGAGGCGGAGGTATGCCCTTCAAAGTTGGTCTGC GGTTCCACCACCACCAGGCCCTAGGGAAGCCGG
Cre03.g202785 GGAGGCGGAGGTATGGTTGGCAGCAGCAG GGTTCCACCACCACCTGACCTCGAGCCAAGTGC Cre03.g202875 GGAGGCGGAGGTATGGGATTTCCGTCAAGCTTT GGTTCCACCACCACCGGAGGACTTCTGCATGGC
Cre03.g202897 GGAGGCGGAGGTATGGCAGAAGCGCCTAAATTCA GGTTCCACCACCACCCTGGTAGGGGCGCATCAG Cre03.g202950 GGAGGCGGAGGTATGATTGCAATTCGCACTGC GGTTCCACCACCACCTTACAGGGCCGCCAGC
Cre03.g203000 GGAGGCGGAGGTATGCACGGCTCGCTCGCGTCTC GGTTCCACCACCACCCCGCCCCACACCGCCACG Cre03.g203009 GGAGGCGGAGGTATGACTTCCACTGTCTCGGTAG GGTTCCACCACCACCCTTCTGTTGCTTCTGTTCCTGC
Cre03.g203050 GGAGGCGGAGGTATGCACTCGGCGCTCG GGTTCCACCACCACCACCATCCTGGCAATTCATCAT Cre03.g203100 GGAGGCGGAGGTATGAGCGACAACCGCAG GGTTCCACCACCACCAAGCCGCCCAAGCTCTA
Cre03.g203121 GGAGGCGGAGGTATGGCGTGCCTGCAGCG GGTTCCACCACCACCCTACGCGCGGCCGCTG Cre03.g203200 GGAGGCGGAGGTATGTACTCCGCGCTCGG GGTTCCACCACCACCTCGCTTGTTGGTCAGCAG
Cre03.g203233 GGAGGCGGAGGTATGGCAAACATCTCCAGTGTG GGTTCCACCACCACCCACGCCCGAGATGCGG Cre03.g203250 GGAGGCGGAGGTATGGGGGTCAGCACGAG GGTTCCACCACCACCTTAGCGCTTCGCGGCC
Cre03.g203350 GGAGGCGGAGGTATGTTTGGTTCTGCCGTGT GGTTCCACCACCACCCAGCCGGTCAATCACCG Cre03.g203351 GGAGGCGGAGGTATGGGTCTCTCGAACATCGC GGTTCCACCACCACCCAGCATACCCGCGGACA
Cre03.g203450 GGAGGCGGAGGTATGATCAACGACGAGGGCC GGTTCCACCACCACCGTGGGCCTCAGCCTCC Cre03.g203457 GGAGGCGGAGGTATGGGCTGCTCGGATAGC GGTTCCACCACCACCGCACACGCCCACAATGA
Cre03.g203500 GGAGGCGGAGGTATGCCTTCTGCCAGCGAC GGTTCCACCACCACCACAAATCACGCAGCCACAG Cre03.g203550 GGAGGCGGAGGTATGGATTTAGTTCCACCTAGAGC GGTTCCACCACCACCCTACTGCCGCCCGCTG
Cre03.g203600 GGAGGCGGAGGTATGGGCAAAACGGGGCCTAT GGTTCCACCACCACCCACCCTGTCCGCGGCCTC Cre03.g203625 GGAGGCGGAGGTATGGAAACGGAAGCGCC GGTTCCACCACCACCAGCCCCCTCCATAGCAATG
Cre03.g203650 GGAGGCGGAGGTATGGAGCGTCACGAGACT GGTTCCACCACCACCTGCCACCACCACCAGC Cre03.g203681 GGAGGCGGAGGTATGTCAGGTTTAGACACCCGG GGTTCCACCACCACCCCCGTACGCACGTGCT
Cre03.g203730 GGAGGCGGAGGTATGGTGGGAGGCATTGTCGG GGTTCCACCACCACCCCGGCCCTTGCCGCTC Cre03.g203750 GGAGGCGGAGGTATGTCGGTAGCGGGTCCC GGTTCCACCACCACCCAGCGCCTCTAGCACCGC
Cre03.g203750 GGAGGCGGAGGTATGTCGGTAGCGGGTCC GGTTCCACCACCACCCAGCGCCTCTAGCACCG Cre03.g203793 GGAGGCGGAGGTATGGAGCGCGAGCAGGCC GGTTCCACCACCACCAGAGGGCCACACCAGTCC
Cre03.g203800 GGAGGCGGAGGTATGTCGGCTGCAATTCTATCTC GGTTCCACCACCACCTCATTGCCGGGAGGAGC Cre03.g203850 GGAGGCGGAGGTATGGCCATCCTCAGCGCTAAG GGTTCCACCACCACCGTTGGCCTCGCTCTGGATC
Cre03.g203900 GGAGGCGGAGGTATGGAGCGTCACGACACT GGTTCCACCACCACCTGCCACCACCACCAGC Cre03.g203905 GGAGGCGGAGGTATGTACGCACCCAGCGC GGTTCCACCACCACCCGTCCAGCAGCAGCGG
Cre03.g203950 GGAGGCGGAGGTATGTGGCAAAAGCCCAGTG GGTTCCACCACCACCACGGCTCGCCAAGCAC Cre03.g204000 GGAGGCGGAGGTATGGCTGGAAGAGGCATGA GGTTCCACCACCACCCCGTCGCATGGGGTCC
Cre03.g204050 GGAGGCGGAGGTATGGCGAAGCTGTCACCG GGTTCCACCACCACCCCGCGTGTCGGGTATCCG Cre03.g204100 GGAGGCGGAGGTATGGCACTGGCGCGTG GGTTCCACCACCACCCCGCCCCGCACCTGAA
Cre03.g204129 GGAGGCGGAGGTATGCGCCCGCACCTGA GGTTCCACCACCACCATGCCGGCCACGCTGG Cre03.g204150 GGAGGCGGAGGTATGCGTCTCAAGGTCAAGC GGTTCCACCACCACCCACGTAGCGCTTGGCG
Cre03.g204200 GGAGGCGGAGGTATGACTCGCTCTCTCACGCA GGTTCCACCACCACCAGCGTGCCCAGTGGCG Cre03.g204241 GGAGGCGGAGGTATGTCGGGGTTTGATACAGAGG GGTTCCACCACCACCCTACCCGTACCCGTACGG
Cre03.g204250 GGAGGCGGAGGTATGGCCCTCTCCGTCGAC GGTTCCACCACCACCGTAGCGGTAGTGGGCGGG Cre03.g204300 GGAGGCGGAGGTATGCTTCTCCAACATCCACAG GGTTCCACCACCACCCTACGCGCGCGTGAGG
Cre03.g204350 GGAGGCGGAGGTATGGCGCCCCAGCGCGTAG GGTTCCACCACCACCGCCGTCGAAGTCGGAGCG Cre03.g204353 GGAGGCGGAGGTATGTTTTCACTTCTGTATGGCTTCT GGTTCCACCACCACCGCTCGCCTGCCGTACTCTAAG
Cre03.g204400 GGAGGCGGAGGTATGTATCGGCGCCGCTTC GGTTCCACCACCACCCCCGAACCGCTCTAGCCG Cre03.g204450 GGAGGCGGAGGTATGTCCAAGCGGGTACTAGG GGTTCCACCACCACCCGCCGTGTTCTTGAGCT
Cre03.g204465 GGAGGCGGAGGTATGAGGGTGCGCTGCATG GGTTCCACCACCACCCACCGCGTACATGTTGTTGG Cre03.g204577 GGAGGCGGAGGTATGCAGCACAATGCTGTGG GGTTCCACCACCACCGCAGTGCGCAGCACTGCT
Cre03.g204600 GGAGGCGGAGGTATGGAGGAGGAGGATGCC GGTTCCACCACCACCGCAGCAGCTCATGTCCG Cre03.g204601 GGAGGCGGAGGTATGGGTTGCATCGGCGAC GGTTCCACCACCACCGTTCCAGGTGAAGGTGGGCTT
Cre03.g204602 GGAGGCGGAGGTATGAGCGGGCTCATAAACC GGTTCCACCACCACCGTGCCAAGGCCGGTCC Cre03.g204650 GGAGGCGGAGGTATGGCTGGCTCGGCGC GGTTCCACCACCACCGTAGAACTGGCGCTCGTCAG
Cre03.g204689 GGAGGCGGAGGTATGGCATTAAGGTTGAAATGCCG GGTTCCACCACCACCAATGTCGAATGCGCCGTCGTTG Cre03.g204750 GGAGGCGGAGGTATGCCGATTTCGGCGTC GGTTCCACCACCACCCATCAGCCGTAGCAAGTCC
Cre03.g204751 GGAGGCGGAGGTATGCAAACGAAACCCCAAGC GGTTCCACCACCACCGCAATGTCGCGCGTGTGT Cre03.g204752 GGAGGCGGAGGTATGGCGGACCACGGCG GGTTCCACCACCACCGTGCCGCTGCCGCTTG
Cre03.g204800 GGAGGCGGAGGTATGGCCGCGGATATGCCC GGTTCCACCACCACCCTTCTTCGCCAGCGCCGC Cre03.g204801 GGAGGCGGAGGTATGGCTCTGGTCGCGCTG GGTTCCACCACCACCCGCCCGCACAGTAATGGGATTG
Cre03.g204850 GGAGGCGGAGGTATGGAGTCCCTCTTCACCTT GGTTCCACCACCACCCAGTCCCAAGCACTCCAC Cre03.g204900 GGAGGCGGAGGTATGGCGCGACTCTTCCCG GGTTCCACCACCACCTATGCGCAGCACGCCGAAG
Cre03.g204950 GGAGGCGGAGGTATGGTCACGCTCGATGAGGT GGTTCCACCACCACCCCTGCGGCCGTAGCCC Cre03.g205000 GGAGGCGGAGGTATGGATGCGCAGCCAAAC GGTTCCACCACCACCCTACTGCGCGCGCCTG
Cre03.g205050 GGAGGCGGAGGTATGCCGCTCGCAAAGCTG GGTTCCACCACCACCCATTATGACCAGCTCCTCGCC Cre03.g205100 GGAGGCGGAGGTATGAAAGCGCTTCGTCAACG GGTTCCACCACCACCGGAGGACATGCCGAAGTG
Cre03.g205150 GGAGGCGGAGGTATGGAAGGCGTTTCTGATGGC GGTTCCACCACCACCTCATTCCGCCCCGGCC Cre03.g205249 GGAGGCGGAGGTATGACAGAGCAGGAGGACTTA GGTTCCACCACCACCCTATGGCTTGCGGACGC
Cre03.g205250 GGAGGCGGAGGTATGTGCCCCTGGGGCTAC GGTTCCACCACCACCGCCCGCTCTCTGCCGC Cre03.g205300 GGAGGCGGAGGTATGCAGCTCGGAAGCGC GGTTCCACCACCACCCTCACGGCTCTCAGCTCT
Cre03.g205361 GGAGGCGGAGGTATGAGGGGGGCAAGTAGCAT GGTTCCACCACCACCGCGAAGCGGCTGCGGT Cre03.g205400 GGAGGCGGAGGTATGTTTTACCGGCTCGGCC GGTTCCACCACCACCAACCGCACACAGCGCC
Cre03.g205428 GGAGGCGGAGGTATGGTCTGCAAGCACTCCC GGTTCCACCACCACCCTACTGCGGTTGCGCC Cre03.g205450 GGAGGCGGAGGTATGGAGCGCAATCCTATTCAC GGTTCCACCACCACCCTCGAGTGACGAAGGCAAT
Cre03.g205500 GGAGGCGGAGGTATGGTCAGCGTGGTGCT GGTTCCACCACCACCCGCCGCCAGGAGCATG Cre03.g205550 GGAGGCGGAGGTATGGCGGGTCGACCAG GGTTCCACCACCACCCTCGGCCTTAGCCTTACCC
Cre03.g205585 GGAGGCGGAGGTATGCATGTCACTATTGTGAGCA GGTTCCACCACCACCTCAGTCCTGACTGCTTGCC Cre03.g205600 GGAGGCGGAGGTATGGCTTCGCTAACTGTGG GGTTCCACCACCACCCGACTTGGTGCTCCACG
Cre03.g205701 GGAGGCGGAGGTATGGCTGCAAACGCCC GGTTCCACCACCACCCTAGGCCCTCCGCCCC Cre03.g205750 GGAGGCGGAGGTATGGGCTGCCTGCAAAG GGTTCCACCACCACCCCCATCCACGCCCATGG
Cre03.g205800 GGAGGCGGAGGTATGGTCTTCCTGTTTGCGG GGTTCCACCACCACCGTCCTTCCGCCCCTTCT Cre03.g205900 GGAGGCGGAGGTATGACCGTGAACGAGAATGGTG GGTTCCACCACCACCGGCCGTGGCGGTGGTAAC
Cre03.g205921 GGAGGCGGAGGTATGTCGACATGTGTAGCGACG GGTTCCACCACCACCTCAAGCCTGCCGCCGA Cre03.g205950 GGAGGCGGAGGTATGTCATTCCTTAATCGGCTTTTCA GGTTCCACCACCACCCCGCACCGCAAACTGGATC
Cre03.g206000 GGAGGCGGAGGTATGTCAAACGAGGAGCAGGAA GGTTCCACCACCACCGTGTCTCCCCCCGCGG Cre03.g206033 GGAGGCGGAGGTATGGGGCACCTCCACG GGTTCCACCACCACCGTTGGGCATCATGGGCG
Cre03.g206087 GGAGGCGGAGGTATGCCCTGCTTGGCAGC GGTTCCACCACCACCTTCCAGCCCAGCAAAAGTG Cre03.g206145 GGAGGCGGAGGTATGATTCCAATGCGCCGG GGTTCCACCACCACCCTGCACCACCTCGGCC
Cre03.g206201 GGAGGCGGAGGTATGTATTTTAGCCAGCAGCAGT GGTTCCACCACCACCGAAGTAAGCCTCTGCGGGC Cre03.g206250 GGAGGCGGAGGTATGCTTCTGGCGACGAAGTCTA GGTTCCACCACCACCGAACGGCAGGTCGGATGG
Cre03.g206257 GGAGGCGGAGGTATGCTGCAGGTCCCGG GGTTCCACCACCACCAGACATGCTGGAGTCCAGG Cre03.g206350 GGAGGCGGAGGTATGTGGGCTTCGGGGC GGTTCCACCACCACCGAAGCCAAAGCGCGAAGG
Cre03.g206369 GGAGGCGGAGGTATGTGGAGTACTCGCTTCATTTG GGTTCCACCACCACCTGCTCGAGCCAGGTCAGAAAT Cre03.g206450 GGAGGCGGAGGTATGGGTCTGATTCGCAACAT GGTTCCACCACCACCGTGATGACCTCCGCTAGACG
Cre03.g206452 GGAGGCGGAGGTATGGCTGATGCCATTGAGG GGTTCCACCACCACCCCCGCACATGTCCTCGG Cre03.g206481 GGAGGCGGAGGTATGGACGCGGCTGATGT GGTTCCACCACCACCCACCCGCACCGATTCAG
Cre03.g206500 GGAGGCGGAGGTATGCAGCAAGGCGCTG GGTTCCACCACCACCCTCCCGCTTGTTGCCG Cre03.g206550 GGAGGCGGAGGTATGCTTAGCGCTCATACTAGC GGTTCCACCACCACCTCACGCCCGCACGTTG
Cre03.g206593 GGAGGCGGAGGTATGGCGCTGCGAGCAG GGTTCCACCACCACCCGCATCCTTGTCCCCTGC Cre03.g206600 GGAGGCGGAGGTATGTCGTCGACTGCGACCAT GGTTCCACCACCACCCGAGTCGGTGACGCAGCC
Cre03.g206650 GGAGGCGGAGGTATGTTTGTATGTTGTTTAGGCCCG GGTTCCACCACCACCTCACGCAGGCCGTGCC Cre03.g206700 GGAGGCGGAGGTATGGTCTATATTGCGCCTCCG GGTTCCACCACCACCGTGCTCGCCCACGTCG
Cre03.g206705 GGAGGCGGAGGTATGTCTTCTTCAACATCACTAGCA GGTTCCACCACCACCTTAGGACGTCCTAGTGAATGTGG Cre03.g206800 GGAGGCGGAGGTATGCTGCACACGCTTTCGTCAA GGTTCCACCACCACCCGCCGCCTTGGCTCCTGC
Cre03.g206817 GGAGGCGGAGGTATGGAGTGCCTCTGCCTG GGTTCCACCACCACCCTGCTGCTGTTGGTGGC Cre03.g206850 GGAGGCGGAGGTATGAACTGCATGCTGCGAGG GGTTCCACCACCACCTGCGGTGGGCGATACGTC
Cre03.g206900 GGAGGCGGAGGTATGTTTGGCGCAGCGC GGTTCCACCACCACCGAGGTCCATCAAGTTCACGG Cre03.g206929 GGAGGCGGAGGTATGCTCGCCTCTGGCT GGTTCCACCACCACCGAAGAAGTTGTCGACGCGT
Cre03.g206952 GGAGGCGGAGGTATGTCAGGGCCGTGTAGG GGTTCCACCACCACCTACCTCCTCATGAACCTCAGG Cre03.g207000 GGAGGCGGAGGTATGGCAAGCATACTTTGTAAACCG GGTTCCACCACCACCCTCGCTGTAGGGTAGGATGATA
Cre03.g207041 GGAGGCGGAGGTATGGGTCCCTGGGACCGCTTG GGTTCCACCACCACCCGACCGCCTCCCGCCCGAC Cre03.g207100 GGAGGCGGAGGTATGGCAACGGCAAATCCC GGTTCCACCACCACCGATGGGTATCGTCGCGTTG
Cre03.g207150 GGAGGCGGAGGTATGGCGCGCGAGCAGTCC GGTTCCACCACCACCGTGTGGGAACTCGCCAATGTC Cre03.g207152 GGAGGCGGAGGTATGTTCGTCTGCGTCGAG GGTTCCACCACCACCTATGGGCAGGGTTGCACT
Cre03.g207153 GGAGGCGGAGGTATGGATGCTCCCCGGC GGTTCCACCACCACCGTAGTGCAGCGATGCACC Cre03.g207250 GGAGGCGGAGGTATGGACCTCGCCACCGCG GGTTCCACCACCACCAATGCCAGCACCCAGCAT
Cre03.g207265 GGAGGCGGAGGTATGCTGGGCAATGCTGAC GGTTCCACCACCACCCATGCACACCCGCACC Cre03.g207350 GGAGGCGGAGGTATGACGGACAACAACAAGCCC GGTTCCACCACCACCCCCGTAACGCGCACTCAT
Cre03.g207351 GGAGGCGGAGGTATGCTGCCGAGCAGGC GGTTCCACCACCACCCGCGTCCTTCTTGGTTGC Cre03.g207377 GGAGGCGGAGGTATGCAGAGCCTTCGCTCC GGTTCCACCACCACCGTGGTTTCCCACAGCCAG
Cre03.g207400 GGAGGCGGAGGTATGCAGGCGATTCTTCCG GGTTCCACCACCACCGAATTTCTTGGGCGCCGG Cre03.g207489 GGAGGCGGAGGTATGTCGGACATAGCAGCGC GGTTCCACCACCACCGCAGCAGGTAGGGGGG
Cre03.g207500 GGAGGCGGAGGTATGGAGTACCACTCCAACTTCG GGTTCCACCACCACCTCAGCTTGATGACGACGTG Cre03.g207502 GGAGGCGGAGGTATGCCGCGGCAACGGT GGTTCCACCACCACCCTACACGTAATTGCTGCTACCAGC
Cre03.g207550 GGAGGCGGAGGTATGCCACGTATTCGCAGCC GGTTCCACCACCACCCTGCACCAGCGAGCCTTGAATG Cre03.g207600 GGAGGCGGAGGTATGCAATCTCTCCTGAACGGC GGTTCCACCACCACCTTGCTCGTCCGCCGGC
Cre03.g207601 GGAGGCGGAGGTATGAGCACGCCATGCGTC GGTTCCACCACCACCAAAGCGGACGGCGGCC Cre03.g207650 GGAGGCGGAGGTATGGCCGTTTCGCTTCTC GGTTCCACCACCACCTAACCGCCGGCTTTCCT
Cre03.g207700 GGAGGCGGAGGTATGAGCGGCGAGCCTACC GGTTCCACCACCACCCTTCTTGCGCTTGTAGATCTTGG Cre03.g207713 GGAGGCGGAGGTATGCAGCTGCGACAGGCG GGTTCCACCACCACCGATCGGCTTGGCGATAAGCA
Cre03.g207800 GGAGGCGGAGGTATGCCGCGCGTTAAGTCG GGTTCCACCACCACCCAAAATCAGCGAGCCCTGC Cre03.g207825 GGAGGCGGAGGTATGGTGCACGCCAGCTAC GGTTCCACCACCACCGTGTATTTGCCCCGCGCAG
Cre03.g207900 GGAGGCGGAGGTATGAGCTCTCGCGTCGGCTCTT GGTTCCACCACCACCCGAGCGGTGAATGCCGCT Cre03.g207901 GGAGGCGGAGGTATGCAATTCTTATCCCATGGCG GGTTCCACCACCACCTCACGGCAGCCACGAG
Cre03.g207918 GGAGGCGGAGGTATGGCAGATGAGGTATATGGAGG GGTTCCACCACCACCTCAATAGTGTTGTGCATGCGG Cre03.g207937 GGAGGCGGAGGTATGCTGACGCTAGCTAGTCC GGTTCCACCACCACCCTAGGACGCGGCGGCA
Cre03.g207950 GGAGGCGGAGGTATGGCTCGCCCAGCGGGGAAC GGTTCCACCACCACCCCGCCGCGCAATGCGCATG Cre03.g208000 GGAGGCGGAGGTATGTCGAGCACTGTTGTCTC GGTTCCACCACCACCTGCGCCCACGGTTACC
Cre03.g208049 GGAGGCGGAGGTATGACCGGCTCGGCTCT GGTTCCACCACCACCTCAGTGCCGGCCCCCT Cre03.g208050 GGAGGCGGAGGTATGCAGTCTAGTCGCGTTGC GGTTCCACCACCACCTGGCTTGCCCATGGCCAG
Cre03.g208100 GGAGGCGGAGGTATGGCTAGCTCCGTTGGTC GGTTCCACCACCACCGTCGTTCAGCTGATTCTCCCAA Cre03.g208161 GGAGGCGGAGGTATGGAAAGCGTTTTTGACTTGATA GGTTCCACCACCACCCTACGTCTCATGCTCTTCAAGC
Cre03.g208300 GGAGGCGGAGGTATGAGCAAGCTGCTGTTCAA GGTTCCACCACCACCCACGCTGGCGCCTGAC Cre03.g208303 GGAGGCGGAGGTATGTGCGGTCACCACGT GGTTCCACCACCACCTTTCATCTGGATGACCCACAG
Cre03.g208304 GGAGGCGGAGGTATGGGCCTTGGCAGGT GGTTCCACCACCACCAGGCGGCGTGTTCTGC Cre03.g208306 GGAGGCGGAGGTATGCCCGGTGAGGAGC GGTTCCACCACCACCGGGGGCCTGCACAGGT
Cre03.g208385 GGAGGCGGAGGTATGGACGCTGGCGCCC GGTTCCACCACCACCGTCGCCGAGGCGAGTC Cre03.g208497 GGAGGCGGAGGTATGGTCAGCCAGACCGAA GGTTCCACCACCACCCAACACCTTCTTCTCCTTGGG
Cre03.g208550 GGAGGCGGAGGTATGGGCCGACAAGGGC GGTTCCACCACCACCCATTCTCGCCACTAGCCG Cre03.g208552 GGAGGCGGAGGTATGGCGGGGGGCAAAGC GGTTCCACCACCACCTGACCCGGCGCAGCAG
Cre03.g208553 GGAGGCGGAGGTATGGTGCAGGAGACCCACG GGTTCCACCACCACCGGCATCCAGGGCGGGC Cre03.g208557 GGAGGCGGAGGTATGAAGGAGGCCAAGGGC GGTTCCACCACCACCCATGCGGTGAGTTGCCA
Cre03.g208558 GGAGGCGGAGGTATGTTGCCCGACAGTCGG GGTTCCACCACCACCGGTTGCGTTGAATGCCAGC Cre03.g208609 GGAGGCGGAGGTATGGCCAGCCAGACCG GGTTCCACCACCACCCAACACCTTCTTCTCCTTGGG
Cre03.g208721 GGAGGCGGAGGTATGTTGAGGCAGGGTCAGG GGTTCCACCACCACCGTTCTGCGGGTGCTGCCAG Cre03.g208945 GGAGGCGGAGGTATGGGCTCCGCCCTTCT GGTTCCACCACCACCTCAGGGCTGCGGCAGC
Cre03.g209057 GGAGGCGGAGGTATGGTACATTATCGTGCCTCGC GGTTCCACCACCACCTCAGGGCTGCGGCAGC Cre03.g209169 GGAGGCGGAGGTATGGCACATTATCGTGCCTC GGTTCCACCACCACCAGATTCTGGAGCGTGCAAAT
Cre03.g209393 GGAGGCGGAGGTATGACGGTCGAGCCCGGC GGTTCCACCACCACCCTTGTCAGTCACCGCCGC Cre03.g209617 GGAGGCGGAGGTATGCGCCCAGCACATATCTAC GGTTCCACCACCACCCTCCAGCTGCACCAGGGCTTG
Cre03.g209841 GGAGGCGGAGGTATGCAGACCCAGATGCGCG GGTTCCACCACCACCCAGCTCCGCCCGCAGC Cre03.g210065 GGAGGCGGAGGTATGTCGAGCGCCGTGC GGTTCCACCACCACCTGCCAGCGGCAGTGCC
Cre03.g210177 GGAGGCGGAGGTATGGCAGAGGCCGCTGAAG GGTTCCACCACCACCGCTGCGGTTGGCTCCCTTCATG Cre03.g210289 GGAGGCGGAGGTATGGCGTCCTGCTTTGC GGTTCCACCACCACCAAAGCGCCACTTGGGC
Cre03.g210401 GGAGGCGGAGGTATGTCTGGGCAGAGAGCGG GGTTCCACCACCACCAACCCCCTCCTCCTCAATCTC Cre03.g210513 GGAGGCGGAGGTATGCAGTCCGCACGCGTTGTAG GGTTCCACCACCACCCTGCTGCGCGGCCTTCTC
Cre03.g210625 GGAGGCGGAGGTATGCCCGAGCCTGTGGTG GGTTCCACCACCACCCTCGACGTCAGGCGGCGG Cre03.g210625 GGAGGCGGAGGTATGCCCGAGCCTGTGG GGTTCCACCACCACCCTCGACGTCAGGCGGC
Cre03.g210737 GGAGGCGGAGGTATGACATCTTCAGGAGCGAGC GGTTCCACCACCACCCTGCTGTCCATGGCCAC Cre03.g210961 GGAGGCGGAGGTATGACGTTCGCAGATGTGCT GGTTCCACCACCACCGGTAGCGGTCACAGTCACG
Cre03.g211073 GGAGGCGGAGGTATGTCCGCGAGCCCTGATGATG GGTTCCACCACCACCGCAGCAGCCTACTGTCCG Cre03.g211185 GGAGGCGGAGGTATGGCAGCAACAGGCTTG GGTTCCACCACCACCTCAGCTGCTGAGGCCG
Cre03.g211297 GGAGGCGGAGGTATGACCTCGCGCTACAAC GGTTCCACCACCACCCTGCTCTTGCTGCTGTCG Cre03.g211409 GGAGGCGGAGGTATGGACTTGATCGGTCGCG GGTTCCACCACCACCTTACGCGCCGCGAAGC
Cre03.g211521 GGAGGCGGAGGTATGGAGACGGCCACAGCAG GGTTCCACCACCACCCTGCATGGCTGACGTGGC Cre03.g211633 GGAGGCGGAGGTATGCGCTACGCATCCCTGC GGTTCCACCACCACCCACGCCGCTGGGCCAC
Cre03.g211745 GGAGGCGGAGGTATGCGAGGGCTAATGCAGG GGTTCCACCACCACCCAGCTTGGACCGCGGG Cre03.g211857 GGAGGCGGAGGTATGGCAGAGTGCATCAACTT GGTTCCACCACCACCGGAATCGCCTGGTGGC
Cre03.g211969 GGAGGCGGAGGTATGGGCATTCAGACCCGGA GGTTCCACCACCACCCTGCTGTCCGCGGCCC Cre03.g212081 GGAGGCGGAGGTATGGACCTTTTCGGCTTGGGC GGTTCCACCACCACCGCGGCTCGTCAGGCGG
Cre03.g212193 GGAGGCGGAGGTATGTCTGGAGACATTAAGATAGGA GGTTCCACCACCACCTCACTTCCAGGGCTCCG Cre03.g212305 GGAGGCGGAGGTATGGGCTGCGGGGCTTCA GGTTCCACCACCACCCTCATTATCGTCGTCGTCGTCA
Cre03.g212305 GGAGGCGGAGGTATGGGCTGCGGGGCTT GGTTCCACCACCACCCTCATTATCGTCGTCGTCGTC Cre03.g212417 GGAGGCGGAGGTATGTCTCGCAATGTTGTAGACC GGTTCCACCACCACCCTACCGCCAGCTCTGGC
Cre03.g212529 GGAGGCGGAGGTATGAAGCGGCTGACCTGTGA GGTTCCACCACCACCCGGCGCTCCAGCGTCC Cre03.g212641 GGAGGCGGAGGTATGACGTCTGACCCAGCCT GGTTCCACCACCACCTCACGTGGCGCCAGCC
Cre03.g212753 GGAGGCGGAGGTATGACCGCAACGATGTCG GGTTCCACCACCACCGTGTGCCACCGCCTCC Cre03.g212865 GGAGGCGGAGGTATGAGCAGGGCACCTGACA GGTTCCACCACCACCGTCATCCGCCGCCGCC
Cre03.g212977 GGAGGCGGAGGTATGAGTACAGCGTATGATGTAGCT GGTTCCACCACCACCTCGCAGGAGGTAGCTCCAG Cre03.g213089 GGAGGCGGAGGTATGAAGGGGCTTCAGTGGT GGTTCCACCACCACCGTTGGCGTAGCGGCCG
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Cre03.g213201 GGAGGCGGAGGTATGCAAGCAAGTGCTGAGC GGTTCCACCACCACCCTGCCGCTGCTGCTGC Cre03.g213313 GGAGGCGGAGGTATGGACTGCCCCCAGCGC GGTTCCACCACCACCCATGAATGAGCCGCCGTTC
Cre03.g213425 GGAGGCGGAGGTATGGCGACAGCAGATATCACGT GGTTCCACCACCACCTCACCCGCTGGCGGCA Cre03.g213537 GGAGGCGGAGGTATGGATCGCGAGAAGCTCA GGTTCCACCACCACCCTCCGCGGCGTTGTCG
Cre03.g213649 GGAGGCGGAGGTTACATTGTGGTGCAGCCCG GGTTCCACCACCACCCATGAGGTTGTACAGATCTTCTAGC Cre04.g211599 GGAGGCGGAGGTATGCCACGTATGTGCGTG GGTTCCACCACCACCGCGAGTGGCTAGAGCGC
Cre04.g211600 GGAGGCGGAGGTATGGCGGGCCAAGCGC GGTTCCACCACCACCCATGCGCAGGTCAGTGAGC Cre04.g211650 GGAGGCGGAGGTATGGAGCAACACAGAAGCG GGTTCCACCACCACCTGACAACGACATGCCTTTGC
Cre04.g211750 GGAGGCGGAGGTATGGTGGAGACGACGCTCC GGTTCCACCACCACCGTACGCAGCAGCCGAGCC Cre04.g211800 GGAGGCGGAGGTATGGCGAACAAACGCAAGG GGTTCCACCACCACCGACGATCGAGTTGGCCG
Cre04.g211850 GGAGGCGGAGGTATGATGATGATGAACAAGACAGCT GGTTCCACCACCACCTTACAGCAGGGCGGCG Cre04.g211900 GGAGGCGGAGGTATGGACCTTGATATTGGAAGACG GGTTCCACCACCACCTCATGTAGTTCCCGGGAACA
Cre04.g211950 GGAGGCGGAGGTATGTGGCCCGAGCAGG GGTTCCACCACCACCTGTGGTTCCCGGGAACA Cre04.g212000 GGAGGCGGAGGTATGGCGGGGGCACTGC GGTTCCACCACCACCTCACATTGACACTAACCGAGCTG
Cre04.g212050 GGAGGCGGAGGTATGACGCTGTGGAAGCTTG GGTTCCACCACCACCCCGCCACTCCATGCCG Cre04.g212100 GGAGGCGGAGGTATGGCTCCTTATGTGCTGACAG GGTTCCACCACCACCCTTGTGCTGCTGCCGCGC
Cre04.g212150 GGAGGCGGAGGTATGGAGGCTCTGCGCA GGTTCCACCACCACCCTCGTTGCCCTTCCTCCG Cre04.g212200 GGAGGCGGAGGTATGAAGCAGTTAGCGAGTATTCA GGTTCCACCACCACCCTAGCGCCGCAAGGAC
Cre04.g212250 GGAGGCGGAGGTATGGGCCTGAAGCTGCCT GGTTCCACCACCACCATGCGGCGAAGCCGCC Cre04.g212300 GGAGGCGGAGGTATGGTTCTCGGTGGCCTCTA GGTTCCACCACCACCGCCCTGTCGCCCCTGC
Cre04.g212350 GGAGGCGGAGGTATGCAGACGGCCTTCCG GGTTCCACCACCACCATCTGAATCCGATCCAGGCG Cre04.g212400 GGAGGCGGAGGTATGGCGGGACCATTGGG GGTTCCACCACCACCGCGCTGCGCCATGTTC
Cre04.g212401 GGAGGCGGAGGTATGTCGTTGTTGGAGTTGCT GGTTCCACCACCACCCAGCTGCTCCAGCAGTTT Cre04.g212450 GGAGGCGGAGGTATGGCTCTTGCATACGCTG GGTTCCACCACCACCGTCCTTCTTCTCCTTGCGC
Cre04.g212500 GGAGGCGGAGGTATGCAGGCTCTCAATCACCG GGTTCCACCACCACCCTTCCAAACGCTGGGCA Cre04.g212550 GGAGGCGGAGGTATGCAGAAGCGGAACACAAAC GGTTCCACCACCACCCTTTCTTTTGGCACTGGCACC
Cre04.g212600 GGAGGCGGAGGTATGGACCGGGTCATGGTG GGTTCCACCACCACCGGCTGTCCCGAAGTTACCG Cre04.g212650 GGAGGCGGAGGTATGGGGAAATACGCCCAGATTG GGTTCCACCACCACCGATGTCATCGCCGCCGTC
Cre04.g212700 GGAGGCGGAGGTATGGACGGGGAGGCCC GGTTCCACCACCACCAGCCCCCACCCTGAAC Cre04.g212800 GGAGGCGGAGGTATGGAGCCGTCTAGCTCG GGTTCCACCACCACCGCACTTCCCACCACTGC
Cre04.g212801 GGAGGCGGAGGTATGGTCGCCCGTGTCTGC GGTTCCACCACCACCCTTGCCCCTGGCGGCC Cre04.g212850 GGAGGCGGAGGTATGACGGGCAGGGCAT GGTTCCACCACCACCGCACTTCCCACCACTGC
Cre04.g212900 GGAGGCGGAGGTATGGGTGGCACTCCAAAGAGAA GGTTCCACCACCACCCCGCATAGTGCAGTCTCTGG Cre04.g213000 GGAGGCGGAGGTATGCCTGCATTTGCGGG GGTTCCACCACCACCTCATGCTTGCCCCGCC
Cre04.g213002 GGAGGCGGAGGTATGCAGCAGCAAGCGC GGTTCCACCACCACCTCACCCGGGCACCAGC Cre04.g213050 GGAGGCGGAGGTATGGCTGACAAAAAGCGAGC GGTTCCACCACCACCCTCCTCGTCCTCCTCCCC
Cre04.g213100 GGAGGCGGAGGTATGCAAGCACTGCACAGC GGTTCCACCACCACCCAGCCCTGCCAGCCACTTC Cre04.g213150 GGAGGCGGAGGTATGGGAGCGCTCAATCCG GGTTCCACCACCACCGGCCCGCTCTGTTGCA
Cre04.g213152 GGAGGCGGAGGTATGCCACTCTGGCATCCC GGTTCCACCACCACCAAACCCCTGCCCCCCC Cre04.g213250 GGAGGCGGAGGTATGCCGCTCAAGCTGCGC GGTTCCACCACCACCCTTGAGCGACTTGCTGGCGATC
Cre04.g213251 GGAGGCGGAGGTATGCTGCTACTCCGCTCCT GGTTCCACCACCACCCCCCGGCGGCTGTGTG Cre04.g213300 GGAGGCGGAGGTATGCACCTCGCGCACC GGTTCCACCACCACCGCCCAACACACCAGGAGT
Cre04.g213350 GGAGGCGGAGGTATGGAGAACCCGCCTGG GGTTCCACCACCACCATAGCCACCCACCGTGG Cre04.g213400 GGAGGCGGAGGTATGAGCCTGGGACCTCGA GGTTCCACCACCACCTCAAGGGGCGGCCCAG
Cre04.g213450 GGAGGCGGAGGTATGCTGCGGGAGAATAAACGG GGTTCCACCACCACCGCTTTTGCGCAGGTTGTCCAAA Cre04.g213500 GGAGGCGGAGGTATGTTGTCCGCCTCAAATCGC GGTTCCACCACCACCCCTGCGCACCAGCAGCACTC
Cre04.g213750 GGAGGCGGAGGTATGTACGTGCGCACCTCG GGTTCCACCACCACCAGGCGGTGGCAGTAGC Cre04.g213761 GGAGGCGGAGGTATGCAGTCGATTCTCGGGC GGTTCCACCACCACCCTGCTGCCACATGCCCAT
Cre04.g213800 GGAGGCGGAGGTATGCCTCCTCTCCAGCAAGG GGTTCCACCACCACCCGACATTGTAGGTTCCACCGAG Cre04.g213873 GGAGGCGGAGGTATGGGTGGCCTGGTCG GGTTCCACCACCACCCTGGTCCCACTGGTCACG
Cre04.g213900 GGAGGCGGAGGTATGCCGGCGTCGGGAG GGTTCCACCACCACCGTCATCCTCAAGCCCCAGC Cre04.g213904 GGAGGCGGAGGTATGAATATTCAGCTGCAGCGA GGTTCCACCACCACCCCGGAACCCAGGCACG
Cre04.g213905 GGAGGCGGAGGTATGGATGACTGGGACTACCTC GGTTCCACCACCACCTCAGCACTTGAAGTGCGAG Cre04.g213950 GGAGGCGGAGGTATGATCACGCTGCCCGT GGTTCCACCACCACCATTGCGACCGCCACGC
Cre04.g213985 GGAGGCGGAGGTATGGTATCCATCGAACTAAGAACA GGTTCCACCACCACCTCACGAGGTCGCAGGC Cre04.g214050 GGAGGCGGAGGTATGGCTCTACAAAATGCTTGGC GGTTCCACCACCACCTCACGCCCTGCCACCG
Cre04.g214097 GGAGGCGGAGGTATGACGCGGTTGGCTG GGTTCCACCACCACCTCAGGCGGAGTGCGTG Cre04.g214100 GGAGGCGGAGGTATGGCCTCGCCTGCGGCG GGTTCCACCACCACCCGCCTGCCCAGCGCCAGC
Cre04.g214150 GGAGGCGGAGGTATGGCCATCAAGATGAACCTC GGTTCCACCACCACCTTAGGCCTGGGCCTCG Cre04.g214209 GGAGGCGGAGGTATGAAGAAAACGCAAATCATCAGC GGTTCCACCACCACCTCATGCACTCATGTGCCC
Cre04.g214250 GGAGGCGGAGGTATGTCGGGCCGAGGCC GGTTCCACCACCACCCTACATGAAGTACAGCACGTTGG Cre04.g214321 GGAGGCGGAGGTATGGACGCCGCGAGTG GGTTCCACCACCACCTGCCTCGTGTGCTCGT
Cre04.g214351 GGAGGCGGAGGTATGCAGCTCGGGCCGC GGTTCCACCACCACCGTGCTGCTCCTGCCCCT Cre04.g214433 GGAGGCGGAGGTATGGCCGCACAGTCGC GGTTCCACCACCACCCTACCTGGGCCCGCGC
Cre04.g214500 GGAGGCGGAGGTATGAACTCGCTTCTGAGGGC GGTTCCACCACCACCCTTCTTGCCGCCGCGC Cre04.g214501 GGAGGCGGAGGTATGAACATGCAGCTAGGAATGC GGTTCCACCACCACCTTACGGGCGGCGGGAA
Cre04.g214502 GGAGGCGGAGGTATGTCGCTGGCCGGCA GGTTCCACCACCACCCAGCGGGGTCTCGTAGC Cre04.g214503 GGAGGCGGAGGTATGTCTGACGGAGAGGCTG GGTTCCACCACCACCACGGCTCTTCAGGTACTCC
Cre04.g214504 GGAGGCGGAGGTATGTGGGAGGTCATCACATTG GGTTCCACCACCACCCTAAGCCTCGGCCGGC Cre04.g214504 GGAGGCGGAGGTATGTGGGTGGCATGGGG GGTTCCACCACCACCCACCCGCACCCCACCA
Cre04.g214505 GGAGGCGGAGGTATGGAAACGCCGCTGAAT GGTTCCACCACCACCGCTAGCTGTGGCCGGG Cre04.g214550 GGAGGCGGAGGTATGGCGCTAAGCCGCCG GGTTCCACCACCACCGCCCCTGCTCACGGCG
Cre04.g214600 GGAGGCGGAGGTATGTCACAGCCCAAATTACAATAC GGTTCCACCACCACCTCAATAGAAGGGGTCCGTCA Cre04.g214612 GGAGGCGGAGGTATGGGCAAGCTCACAGC GGTTCCACCACCACCGAACCCCGCAGTGATGC
Cre04.g214700 GGAGGCGGAGGTATGGCCGCTCACGCGC GGTTCCACCACCACCGTCCTCACACGCCCCCG Cre04.g214750 GGAGGCGGAGGTATGCCGACACACAAGGCA GGTTCCACCACCACCGTAGTTCATCATAGACACGCGG
Cre04.g214769 GGAGGCGGAGGTATGCACAGGGCACGAGT GGTTCCACCACCACCCAGGTCGCTGCTGAACTC Cre04.g214800 GGAGGCGGAGGTATGCCGACACGCAAGCCG GGTTCCACCACCACCCTGCTTCTCCATTAGACGGCC
Cre04.g214801 GGAGGCGGAGGTATGTGCCACTCTGATGGAGC GGTTCCACCACCACCTAGCTCCACCTCCATCGCC Cre04.g214900 GGAGGCGGAGGTATGCACGCACCGCTTGC GGTTCCACCACCACCAAGCCCGGCCGCCATC
Cre04.g215000 GGAGGCGGAGGTATGGCGGAGGACATACTGAAG GGTTCCACCACCACCAGCCATCACGCCAACAGG Cre04.g215050 GGAGGCGGAGGTATGATGCTGGCTTCGCG GGTTCCACCACCACCTTACGAGGAGCCGGCG
Cre04.g215100 GGAGGCGGAGGTATGTATGGCTCGAGCTCGG GGTTCCACCACCACCCTACTCCGCATTCAAGTAGGAA Cre04.g215150 GGAGGCGGAGGTATGCTGCTCCAATCGGGG GGTTCCACCACCACCACGGCAGTACGGCGGGTC
Cre04.g215200 GGAGGCGGAGGTATGGCCTCACCGCGGA GGTTCCACCACCACCGGCCAACACAGCTGCAG Cre04.g215350 GGAGGCGGAGGTATGGTCGGGGGCGGCATTTTG GGTTCCACCACCACCTGAATCGGGCGTTGTGGTG
Cre04.g215350 GGAGGCGGAGGTATGGTCGGGGGCGGCA GGTTCCACCACCACCTGAATCGGGCGTTGTGGTG Cre04.g215400 GGAGGCGGAGGTATGCAGTCCAAGTTGAACCACG GGTTCCACCACCACCCATGAGGATCTCGCGTACGG
Cre04.g215450 GGAGGCGGAGGTATGTTTTCGCTCAGCACGAC GGTTCCACCACCACCAACCCGCTGCTTCTTGCTC Cre04.g215550 GGAGGCGGAGGTATGACGAGGCTCCACGC GGTTCCACCACCACCCAGCGTCACCATCAACTCC
Cre04.g215600 GGAGGCGGAGGTATGACATCGAATTCAGGCTCTC GGTTCCACCACCACCTCATTTGCGGCGCCAC Cre04.g215700 GGAGGCGGAGGTATGCCTTGCGCGCGCA GGTTCCACCACCACCAGTCTCCACGAGCTTGAGGG
Cre04.g215702 GGAGGCGGAGGTATGGGGCAGCTTGAGCG GGTTCCACCACCACCCCACTGCCCGGCGTTG Cre04.g215750 GGAGGCGGAGGTATGGCTGCAGTTGCACCG GGTTCCACCACCACCAGCCGCCTTGCGTGCCTTG
Cre04.g215800 GGAGGCGGAGGTATGAATAACGATCCGGGGGC GGTTCCACCACCACCAGCGTCCTCTTCCTCCTC Cre04.g215850 GGAGGCGGAGGTATGCTGCGCCCTGACGCTTC GGTTCCACCACCACCCTGCGGCTGGTTGAACGA
Cre04.g215950 GGAGGCGGAGGTATGTCTAATATATACAACCTTGAGCCG GGTTCCACCACCACCCATGTTGGCTCTCCCCGC Cre04.g215952 GGAGGCGGAGGTATGATTAGTTCGCCCGAGCC GGTTCCACCACCACCTCACGGCGAGGGAGGC
Cre04.g216000 GGAGGCGGAGGTATGTCCGAGCCTGACACC GGTTCCACCACCACCATCCTCGTCTGCGCCG Cre04.g216050 GGAGGCGGAGGTATGACACTTCGTCAAAAGCGT GGTTCCACCACCACCAACATCGGCCGTGTAACG
Cre04.g216100 GGAGGCGGAGGTATGCTTCTGGTACAGCGTAGTG GGTTCCACCACCACCCTTGCCCCAGCCCACGAA Cre04.g216102 GGAGGCGGAGGTATGAGCGCACAGCCACAGC GGTTCCACCACCACCTCGCGGTGTGCCGGGA
Cre04.g216150 GGAGGCGGAGGTATGTCCTGGGGCGGGC GGTTCCACCACCACCCTTGATGGGCACGCCCA Cre04.g216200 GGAGGCGGAGGTATGAACGAGGCGCTGGACT GGTTCCACCACCACCCTAGGCGCGAGGCCGC
Cre04.g216203 GGAGGCGGAGGTATGGACCTCAAGCAGCAGG GGTTCCACCACCACCGGAGGTGAAGAAGCCGC Cre04.g216204 GGAGGCGGAGGTATGAACGAGGCGCTGGACT GGTTCCACCACCACCCTAGGCGCGAGGCCGC
Cre04.g216250 GGAGGCGGAGGTATGGACCTCAAGCAGCAGG GGTTCCACCACCACCGGAGGTGAAGAAGCCGC Cre04.g216350 GGAGGCGGAGGTATGGGCCTGGGAACATGGA GGTTCCACCACCACCCTGCGTCTGAAAGATGTTCTGC
Cre04.g216500 GGAGGCGGAGGTATGGCGACCTCACGACC GGTTCCACCACCACCGGGTGCAGGTCTGCAGG Cre04.g216550 GGAGGCGGAGGTATGCCGGCTCCCGAAG GGTTCCACCACCACCATACAGGACTTGCAGCTCCA
Cre04.g216650 GGAGGCGGAGGTATGATGGGTCCATCAGCAAAC GGTTCCACCACCACCTTAGCGCCCTGCTCCC Cre04.g216700 GGAGGCGGAGGTATGGCTCCTCGCCGCG GGTTCCACCACCACCGTGGAAGATCTTGCCGGCC
Cre04.g216737 GGAGGCGGAGGTATGTGGGGAAGCAGAATTGAC GGTTCCACCACCACCATGGCCGTCACCAGACT Cre04.g216774 GGAGGCGGAGGTATGGAAGGCGGCCACCG GGTTCCACCACCACCTCAGCGCTCCTGCCGC
Cre04.g216811 GGAGGCGGAGGTATGGCGCCCGGAGGTG GGTTCCACCACCACCCTGCCCCCGGATGCAG Cre04.g216826 GGAGGCGGAGGTATGGATGGTGTCGCACAAC GGTTCCACCACCACCGGTGCACCTAAAGCAAACCA
Cre04.g216840 GGAGGCGGAGGTATGCTATGCTCGCCAGCA GGTTCCACCACCACCTGAAATTGCTGGCGGTGG Cre04.g216850 GGAGGCGGAGGTATGCGTGAGGTCATCTCCATC GGTTCCACCACCACCGTACTCCTCACCCTCGCCC
Cre04.g216902 GGAGGCGGAGGTATGGCTGCAAAACTCAGAAAGT GGTTCCACCACCACCGTCGTTGTAGGAGAATGCGGT Cre04.g216950 GGAGGCGGAGGTATGCAAGTTGCCCACCGG GGTTCCACCACCACCGCCCCAGCGCACGATG
Cre04.g216976 GGAGGCGGAGGTATGCTGCAGCCGCAGC GGTTCCACCACCACCTCAGGGTCCGGGCCCA Cre04.g217050 GGAGGCGGAGGTATGGCCGCAGAGGGCG GGTTCCACCACCACCAACGCACAGCAGCGACA
Cre04.g217100 GGAGGCGGAGGTATGGCGTCAACTCTGAAATGC GGTTCCACCACCACCGCCCACGAAGCCTAACC Cre04.g217150 GGAGGCGGAGGTATGTCGCCAAGGGACAGC GGTTCCACCACCACCCTAGCCGCCGCCCAGG
Cre04.g217200 GGAGGCGGAGGTATGGCTATCAACCCCCCTCA GGTTCCACCACCACCCACGCACAGCAGCGCC Cre04.g217220 GGAGGCGGAGGTATGACTGCTTCACGGCGC GGTTCCACCACCACCGTGCGTGACAGCGCGC
Cre04.g217240 GGAGGCGGAGGTATGCGTCGCCACAAGTAC GGTTCCACCACCACCCTGTTGCCCAGCCTGC Cre04.g217300 GGAGGCGGAGGTATGGTTCAGAAGACTAGCACCC GGTTCCACCACCACCTCAGCACAGGTCGCTAACC
Cre04.g217350 GGAGGCGGAGGTATGAAAACGGAGCCTGAAGAGC GGTTCCACCACCACCCCCAATCCTGAGCACCATGC Cre04.g217350 GGAGGCGGAGGTATGAAAACGGAGCCTGAAGAG GGTTCCACCACCACCCCCAATCCTGAGCACCATG
Cre04.g217400 GGAGGCGGAGGTATGGAAGAAGCATCCTGCTC GGTTCCACCACCACCCCTCACCTTCTTGTCCTCCC Cre04.g217450 GGAGGCGGAGGTATGCGGAAATCCGGGTCG GGTTCCACCACCACCCTTCCCCTCCTCCATCTCC
Cre04.g217500 GGAGGCGGAGGTATGTATCCATTGACTCAGCGCC GGTTCCACCACCACCTCACTCCACGCCCGCC Cre04.g217550 GGAGGCGGAGGTATGTCTAAGTTCTGGGGCCGC GGTTCCACCACCACCCTACGGCCGCTGGCCG
Cre04.g217650 GGAGGCGGAGGTATGATACGTCTGCCAACGGGC GGTTCCACCACCACCCTTGCCCCTGGCGGCG Cre04.g217700 GGAGGCGGAGGTATGGCCGACTGGTCCACG GGTTCCACCACCACCCCGCTCGCCTGGCCAC
Cre04.g217750 GGAGGCGGAGGTATGTCAAGCGACGATGACGAT GGTTCCACCACCACCCGCCTCCTCCTCGCCCTC Cre04.g217800 GGAGGCGGAGGTATGAAGGCGACGGGTCTGC GGTTCCACCACCACCCCCAGGCTGGCCCCCT
Cre04.g217900 GGAGGCGGAGGTATGACGATTCCTGAGCCGC GGTTCCACCACCACCCTCCTCCGCGGTGGGC Cre04.g217903 GGAGGCGGAGGTATGCACATATTTACATGGCGCA GGTTCCACCACCACCCTCGTCGTCGATGAGGTTGAG
Cre04.g217904 GGAGGCGGAGGTATGGCTTTCCTAGTTGCTGC GGTTCCACCACCACCCAGCCCTCGTGGCAGC Cre04.g217905 GGAGGCGGAGGTATGTCGCGGTTGGTGGA GGTTCCACCACCACCACATGCTCCCTCGTCCC
Cre04.g217906 GGAGGCGGAGGTATGGGCACGAAGGCGG GGTTCCACCACCACCTCATACGTGATCCAGCTCAATC Cre04.g217907 GGAGGCGGAGGTATGCCGAAGCAGGCGG GGTTCCACCACCACCCCTGCGACGGCTGGTG
Cre04.g217910 GGAGGCGGAGGTATGTCACTAACAATGCACCGA GGTTCCACCACCACCCGCCTTGGTTCCCTCGG Cre04.g217911 GGAGGCGGAGGTATGGAGGAACGAGAGAAGCT GGTTCCACCACCACCCCACCAGCGCAGTTTGC
Cre04.g217912 GGAGGCGGAGGTATGTACCGGTATAGACCAGAGC GGTTCCACCACCACCTCACTTCACCGCAGCCC Cre04.g217913 GGAGGCGGAGGTATGGAACGTGACGAAGCCATC GGTTCCACCACCACCCATCGACTCCCGCAATGCA
Cre04.g217914 GGAGGCGGAGGTATGGCGACTTCGACGCTA GGTTCCACCACCACCTGCCAGCTCCCCCTCC Cre04.g217915 GGAGGCGGAGGTATGGAAAAGAAAGAATCCACGGC GGTTCCACCACCACCCACAACGTCCGAGCCCAG
Cre04.g217916 GGAGGCGGAGGTATGGAGTACCGGAGACTCGG GGTTCCACCACCACCCTTGGCCTGCTCGGCCTC Cre04.g217917 GGAGGCGGAGGTATGGGAAAAGGCGAGATTCC GGTTCCACCACCACCCTAAGCCACGCCCGCC
Cre04.g217918 GGAGGCGGAGGTATGCATGCGTCAATTGCTAGTC GGTTCCACCACCACCGTATTGGAACTGTGGCTCTTCA Cre04.g217919 GGAGGCGGAGGTATGCCCCACCACGCGC GGTTCCACCACCACCAAACCCAAACAGCCAACGCG
Cre04.g217920 GGAGGCGGAGGTATGGCCAGCGAAAACACTG GGTTCCACCACCACCCTTCTCCTCTGTGCGCCG Cre04.g217922 GGAGGCGGAGGTATGGGCTTCACTCTGGGC GGTTCCACCACCACCCTGCGGCCCCACAAAGCG
Cre04.g217922 GGAGGCGGAGGTATGGGCTTCACTCTGGGC GGTTCCACCACCACCCTGCGGCCCCACAAAG Cre04.g217923 GGAGGCGGAGGTATGGATTGCGACCTGCTGG GGTTCCACCACCACCCCAGATGAAGCGCCGCGC
Cre04.g217924 GGAGGCGGAGGTATGTCCGATTCGCAGCCG GGTTCCACCACCACCCAGCGTGCGGGTGAACAG Cre04.g217925 GGAGGCGGAGGTATGTATGCTAATGCTAAGGAAGCC GGTTCCACCACCACCTCAGCCCATTTTCCAGCTG
Cre04.g217926 GGAGGCGGAGGTATGGGCGCTTCAGCAG GGTTCCACCACCACCTTATACAGATACATGTATCGTGGC Cre04.g217927 GGAGGCGGAGGTATGCCAACTGGGCATGGT GGTTCCACCACCACCCTGCGGCCCCGCAAAG
Cre04.g217928 GGAGGCGGAGGTATGGATTGCGACCTGCTGTC GGTTCCACCACCACCCCAGATGAAGCGCCGCGC Cre04.g217929 GGAGGCGGAGGTATGCCGCAGCTAAACAGGC GGTTCCACCACCACCCTGCTCCAGCGGCAGCGTC
Cre04.g217930 GGAGGCGGAGGTATGACTGGGCAAGGCGA GGTTCCACCACCACCCTACGTGCGCGGTACG Cre04.g217931 GGAGGCGGAGGTATGCTGGCGAAATTCTTGTCTG GGTTCCACCACCACCTGCATCCAGCTCCTCGTTG
Cre04.g217932 GGAGGCGGAGGTATGGCCTCTCTGTGCATGC GGTTCCACCACCACCCTTGCCGCCAACGCCG Cre04.g217933 GGAGGCGGAGGTATGCCTCCGCGCCGTG GGTTCCACCACCACCCAGCGTGTAGGTGACGGTC
Cre04.g217934 GGAGGCGGAGGTATGCACATCAGCTATAACGAAA GGTTCCACCACCACCTCATTGGTCACCGTCCAC Cre04.g217936 GGAGGCGGAGGTATGCGGCGGCAAGAGC GGTTCCACCACCACCATGGCCTCCTGGATCCGC
Cre04.g217937 GGAGGCGGAGGTATGCAGCAGAAGAAAGATCCCG GGTTCCACCACCACCCTACTGCGGCCCCGCA Cre04.g217938 GGAGGCGGAGGTATGGCGGGTCAGAGGG GGTTCCACCACCACCACTACTTCTTGCTCGCCCC
Cre04.g217939 GGAGGCGGAGGTATGGAGCGCGTCAGCAA GGTTCCACCACCACCTCACCGCCGCCTGCTG Cre04.g217940 GGAGGCGGAGGTATGCGGCGGCAAGGGCAG GGTTCCACCACCACCCCAGATGAAGCGCCGCGC
Cre04.g217941 GGAGGCGGAGGTATGCTGACGGATCTAGGGC GGTTCCACCACCACCTGCCTTTGAGAGGACGTACA Cre04.g217942 GGAGGCGGAGGTATGCAAGCCCTGCGTG GGTTCCACCACCACCCGCGCTCGTGTCCATG
Cre04.g217943 GGAGGCGGAGGTATGGATTATTGCGACCTGCAGC GGTTCCACCACCACCCCAGATGAACCGCCGCGC Cre04.g217943 GGAGGCGGAGGTATGGATTATTGCGACCTGCA GGTTCCACCACCACCCCAGATGAACCGCCGC
Cre04.g217944 GGAGGCGGAGGTATGCTGACGGATCTAGGGC GGTTCCACCACCACCTGCCTTGGTGAGGACGTA Cre04.g217945 GGAGGCGGAGGTATGCAAGCCCTGCGTGCACAAA GGTTCCACCACCACCTTTGCCCGGCAGCCGTTT
Cre04.g217946 GGAGGCGGAGGTATGCTGGCTACAAGGCCG GGTTCCACCACCACCCTGGCTGGGGTAGTGCC Cre04.g217947 GGAGGCGGAGGTATGAAGGAGGACTGCAATGC GGTTCCACCACCACCCTAGGGCAGGTCGCGC
Cre04.g217948 GGAGGCGGAGGTATGTTGTGTGGACTCTGCGG GGTTCCACCACCACCCTTTCCTCCCTGATGTTGATGGA Cre04.g217949 GGAGGCGGAGGTATGGCTTCAAAGATGGTCTTCA GGTTCCACCACCACCCTACCAGGCCATGACCATCT
Cre04.g217950 GGAGGCGGAGGTATGGGGTTTCGCGCAGA GGTTCCACCACCACCCACCTCATTGCTGCTGCC Cre04.g217951 GGAGGCGGAGGTATGCCTTCCAAGCGCCCTC GGTTCCACCACCACCGCAGCTGCAGCCACACAG
Cre04.g217952 GGAGGCGGAGGTATGGAGCGCAATTACGCG GGTTCCACCACCACCCTACCGGCGCACGTGC Cre04.g217955 GGAGGCGGAGGTATGCGATCAACAGCTGCC GGTTCCACCACCACCTCAGTGCGCGTTGGCG
Cre04.g217956 GGAGGCGGAGGTATGAATGCAAGTGCCTGGG GGTTCCACCACCACCCTCGAAACGGAACCGCC Cre04.g217957 GGAGGCGGAGGTATGCCCAGTAACGATCCAAC GGTTCCACCACCACCCTGGGCATGCCAGTGATG
Cre04.g217959 GGAGGCGGAGGTATGGAGCTGAAACCGGATGTA GGTTCCACCACCACCTCAGTGCGCGTTGGCG Cre04.g217960 GGAGGCGGAGGTATGAATGCAAGTGCCTGGG GGTTCCACCACCACCCTCGAAACGGAACCGCC
Cre04.g217961 GGAGGCGGAGGTATGCTGCGAGCAAACACG GGTTCCACCACCACCATCGGAAGGGTAGGGCCT Cre04.g217962 GGAGGCGGAGGTATGGCGCTGCACGGCCAC GGTTCCACCACCACCCTTGCGGCCACCCGCCTTG
Cre04.g217963 GGAGGCGGAGGTATGGAGTCCGCGCCGC GGTTCCACCACCACCGGCGTAATTACGCGCCGC Cre04.g217964 GGAGGCGGAGGTATGGGCAGTCCTTTTAGCG GGTTCCACCACCACCCACTGGCTTCGTCGCC
Cre04.g217965 GGAGGCGGAGGTATGTACAGCAGCACCAGC GGTTCCACCACCACCGGCGTAATTACGCGCCG Cre04.g217966 GGAGGCGGAGGTATGCTGTGGGTGCCCT GGTTCCACCACCACCTCTGACGTTAGCCACGGA
Cre04.g217967 GGAGGCGGAGGTATGGACCCCAAGATCATGCG GGTTCCACCACCACCCTCATCGTCATCGGCATCC Cre04.g217968 GGAGGCGGAGGTATGCGCTGTGAGGAAGAAC GGTTCCACCACCACCTCAGTCAAGGCCGCGG
Cre04.g217969 GGAGGCGGAGGTATGGTCGCCCGTGTCTGC GGTTCCACCACCACCCTTGCCCCTGGCGGCG Cre04.g217970 GGAGGCGGAGGTATGGAGCCGTCTAGCTCG GGTTCCACCACCACCGCACTTCCCACCACTGC
Cre04.g217971 GGAGGCGGAGGTATGGGTGGCACTCCAAAGA GGTTCCACCACCACCCTTTCCACAACAGTCAGGTGG Cre04.g217972 GGAGGCGGAGGTATGCGCCTGGACGTGG GGTTCCACCACCACCAAGAGCTGCCAGCCCC
Cre04.g217973 GGAGGCGGAGGTATGGCGTACATTAGCTCCAGG GGTTCCACCACCACCACCTGATTGCGATGCCATAG Cre04.g217974 GGAGGCGGAGGTATGGCCAAAGGCACGGC GGTTCCACCACCACCGCGTCGGTCAGCATCG
Cre04.g217975 GGAGGCGGAGGTATGGACAATGTCGCCCTCAA GGTTCCACCACCACCGGCGTCGCCCTCCTCC Cre04.g217976 GGAGGCGGAGGTATGCTGTGCCTCGTCGG GGTTCCACCACCACCTGGCCGGCACCACAGG
Cre04.g217977 GGAGGCGGAGGTATGCTACATGAGCTTGGTCG GGTTCCACCACCACCGCTGTCAGGGGATGCATG Cre04.g217978 GGAGGCGGAGGTATGCAGTTGCTGGGTGATC GGTTCCACCACCACCGCCGCCTTGAGCTGAG
Cre04.g217979 GGAGGCGGAGGTATGGCCCCGGACTGGC GGTTCCACCACCACCGGGCACGTGCGCTAGTA Cre04.g217980 GGAGGCGGAGGTATGAGTCGGGTTCGGTGC GGTTCCACCACCACCCTGCTGCTCCGGCAGC
Cre04.g217981 GGAGGCGGAGGTATGGCGTACATTAGCTCCAGG GGTTCCACCACCACCTTGCCCTGTGGGCTTGA Cre04.g217982 GGAGGCGGAGGTATGGCTAAAGGCACGGC GGTTCCACCACCACCGTCAGCATCGGTTTCGATTG
Cre04.g217984 GGAGGCGGAGGTATGGTGGGGGGAAGCAC GGTTCCACCACCACCTTATGAGCCCCCGCCG Cre04.g217985 GGAGGCGGAGGTATGGTTCTCGCCGGCG GGTTCCACCACCACCGCCCTCAACCGTCTCACT
Cre04.g217986 GGAGGCGGAGGTATGGCGGTTACAGCAACAG GGTTCCACCACCACCAAAAAAAAAAGCGTGGTGGGC Cre04.g217988 GGAGGCGGAGGTATGCAATCAGTAGGGGCGC GGTTCCACCACCACCGGCGGCTCTCTCCTCG
Cre04.g217989 GGAGGCGGAGGTATGCAGTCTGTCCGCATCG GGTTCCACCACCACCCACGTACTTGGTGTTTATGCC Cre04.g217990 GGAGGCGGAGGTATGCTCACCCGGGCGC GGTTCCACCACCACCGGGGGCCTGCACAGGT
Cre04.g217991 GGAGGCGGAGGTATGACGACCCTGGTCAAGT GGTTCCACCACCACCGATGCCGCCGCACTCA Cre04.g218000 GGAGGCGGAGGTATGCGCGTTTTGGGATTCC GGTTCCACCACCACCCTCACTCTCGCTGCCGC
Cre04.g218100 GGAGGCGGAGGTATGGCCGACAAGCTTATTACTAG GGTTCCACCACCACCCTACTCGCCGTTGGGCT Cre04.g218150 GGAGGCGGAGGTATGGCACTTGCGTCGTCG GGTTCCACCACCACCCTTCTTGTTGAGGAAGCCGAAC
Cre04.g218200 GGAGGCGGAGGTATGGGCGAGACGCTATCAG GGTTCCACCACCACCGCAGTCAGCCTGGCGC Cre04.g218250 GGAGGCGGAGGTATGGGCCTCTTGTCGCTGATC GGTTCCACCACCACCCTTGACCTGCTTCATCATCCAC
Cre04.g218300 GGAGGCGGAGGTATGGCGGGCGGTAAGC GGTTCCACCACCACCGCAGAACATGTAGGTGCTGC Cre04.g218350 GGAGGCGGAGGTATGGACGCGCCCATCG GGTTCCACCACCACCCTGCGCTGCTGCGTCG
Cre04.g218400 GGAGGCGGAGGTATGGCATGGGACTCTTACAGC GGTTCCACCACCACCCTACTTGGTCCGGGCCC Cre04.g218450 GGAGGCGGAGGTATGGGCCGGAAGCTACTG GGTTCCACCACCACCTGTCTTCGCAACCGTGG
Cre04.g218500 GGAGGCGGAGGTATGCTGGCTTTAGCTTGCGTA GGTTCCACCACCACCGGTCGAGCTGGCGGCG Cre04.g218526 GGAGGCGGAGGTATGCTGAGCGACAGCGC GGTTCCACCACCACCCCGCTTGCCATTGAGCG
Cre04.g218550 GGAGGCGGAGGTATGGTGTGGGTCCAGCG GGTTCCACCACCACCGGGTAGTCCGGCAGCC Cre04.g218600 GGAGGCGGAGGTATGGCGCAACAATCCAACG GGTTCCACCACCACCTCAGATCAACGAGAAGTTGGTT
Cre04.g218650 GGAGGCGGAGGTATGGTTGCTGAAGGGGTGACAT GGTTCCACCACCACCGAAGCCGCCCAGGTTGAA Cre04.g218700 GGAGGCGGAGGTATGCGTGCTTGCAGCCTC GGTTCCACCACCACCGGGGGCCCCTGAGCCAGAAC
Cre04.g218750 GGAGGCGGAGGTATGGCAGCAGTTAATAACGGTG GGTTCCACCACCACCCATGATTGTGCAGCACGCTG Cre04.g218800 GGAGGCGGAGGTATGAGCACCAACGACGAAG GGTTCCACCACCACCCTACAGCGACGCCGCC
Cre04.g218850 GGAGGCGGAGGTATGGTGAAGGCCGCAGC GGTTCCACCACCACCCAAGAAGAAGCGGCGGC Cre04.g218950 GGAGGCGGAGGTATGGGCGCTGCGTGCT GGTTCCACCACCACCCTGTACTTGGGACGTCGGC
Cre04.g219100 GGAGGCGGAGGTATGCAACAACACGCGCT GGTTCCACCACCACCCAGTTCTCCAGCAGCGG Cre04.g219200 GGAGGCGGAGGTATGCTTACCGGGCTCAAGG GGTTCCACCACCACCCTCTGCCGCCGCTTCGATC
Cre04.g219250 GGAGGCGGAGGTATGGAGGAGCCGGGCG GGTTCCACCACCACCCAGCTCGAACTGGTCGCC Cre04.g219300 GGAGGCGGAGGTATGGATTTCCCCGAGTCCTCG GGTTCCACCACCACCCTCGCGCAGCAGCTGC
Cre04.g219350 GGAGGCGGAGGTATGCCTGTCAGCCCAGC GGTTCCACCACCACCGTGCTCCTTGCCTGCC Cre04.g219400 GGAGGCGGAGGTATGCTGACGGTGCTGAAATGC GGTTCCACCACCACCTCGCGTCAGTCGCGCC
Cre04.g219450 GGAGGCGGAGGTATGAAGTTGTTCCGCTCGC GGTTCCACCACCACCCGTGCGGTACTGCCCC Cre04.g219550 GGAGGCGGAGGTATGCCCGAGGGTGGGC GGTTCCACCACCACCTTTCCGCCGCCGCTTG
Cre04.g219576 GGAGGCGGAGGTATGACGCCCATTGTGATGG GGTTCCACCACCACCAAAGGGCTGGCAGGTCG Cre04.g219600 GGAGGCGGAGGTATGGTTGTTCACTATTTCCTCAA GGTTCCACCACCACCCTAGGCCTTGCGCCAC
Cre04.g219650 GGAGGCGGAGGTATGAGGGGCCGCATGA GGTTCCACCACCACCTGTCATCAATGCTGCTGCA Cre04.g219700 GGAGGCGGAGGTATGTCGCTCTTCAAAGCTCGC GGTTCCACCACCACCGTACCCGGCACCGCCG
Cre04.g219787 GGAGGCGGAGGTATGGCGCTGAGGCGCGCGTC GGTTCCACCACCACCCACGCCGCCCGTCGCCAG Cre04.g219796 GGAGGCGGAGGTATGCACACCAATGACATAGCG GGTTCCACCACCACCGTCAGGCGTGGGACTGG
Cre04.g219800 GGAGGCGGAGGTATGCTGCAGCGGCAGG GGTTCCACCACCACCGCCACATCCAGCTAGGCG Cre04.g219851 GGAGGCGGAGGTATGCTGCAGCGGCAGC GGTTCCACCACCACCCTGCGACAACAGGCGC
Cre04.g219900 GGAGGCGGAGGTATGCGCTCGGTGCCGG GGTTCCACCACCACCCGCAATGGGCTGGTCTTTGA Cre04.g219925 GGAGGCGGAGGTATGGAATTGGCAGACACAACC GGTTCCACCACCACCTTAAGCCCACCTGCACGC
Cre04.g219950 GGAGGCGGAGGTATGGACGCACTCAGTGCA GGTTCCACCACCACCGCAGATGCTGAGCTCCAG Cre04.g220076 GGAGGCGGAGGTATGGTGTTATGTGCTGAAAAGC GGTTCCACCACCACCTCACAAACTCAAAACCCAGCT
Cre04.g220150 GGAGGCGGAGGTATGGCCAGCCTGGCTAC GGTTCCACCACCACCCCACTCCTGCTGGTTGAAA Cre04.g220250 GGAGGCGGAGGTATGGCAGCGAACGAAGG GGTTCCACCACCACCAAACACAAACGTCAGCGACT
Cre04.g220300 GGAGGCGGAGGTATGGAGACGGTGCAGCTG GGTTCCACCACCACCGGACCAGGCAGCCCGG Cre04.g220350 GGAGGCGGAGGTATGGCTCGGCTATTGGACCTC GGTTCCACCACCACCGGAGGCGGCGTGCTCATC
Cre04.g220387 GGAGGCGGAGGTATGCTGCAATCGATGTTGCG GGTTCCACCACCACCTTCAACCTGCTGCTGATGCC Cre04.g220424 GGAGGCGGAGGTATGCTTGCTGCCTCGC GGTTCCACCACCACCCGAAGAGCGTGTAGGGACC
Cre04.g220461 GGAGGCGGAGGTATGCCCACCCAGGAGG GGTTCCACCACCACCGTGCTCGGTCAGAAGCTC Cre04.g220500 GGAGGCGGAGGTATGATGGACCGAAAACGATGG GGTTCCACCACCACCGCCGTCCGTCAGCTCG
Cre04.g220576 GGAGGCGGAGGTATGATAATTGACTGTTTTCCAAGC GGTTCCACCACCACCTCACCCCGCAAGTTTTGT Cre04.g220600 GGAGGCGGAGGTATGCAGCTTCCGATAGCTTCTG GGTTCCACCACCACCGTACTCGAGGTCCTGCTCCAG
Cre04.g220633 GGAGGCGGAGGTATGGGGCTCGCATTTGC GGTTCCACCACCACCGCTGGGCGGCCAGAAG Cre04.g220700 GGAGGCGGAGGTATGCTGGCACAGCGACAA GGTTCCACCACCACCGTTTCCGCGCGCCAGCAT
Cre04.g220750 GGAGGCGGAGGTATGGTGGACGGTTTACGACG GGTTCCACCACCACCGCACCACCGAGTAGCCGAG Cre04.g220787 GGAGGCGGAGGTATGGACCCATCCCCCACC GGTTCCACCACCACCCCCCTCGCGGACCACG
Cre04.g220800 GGAGGCGGAGGTATGACAACATCACAGGGCG GGTTCCACCACCACCCACATACTGCAGCGCCTC Cre04.g220825 GGAGGCGGAGGTATGGACTCTGTAACTAGGCCA GGTTCCACCACCACCTTAAGAAGCGTGGCGCC
Cre04.g220850 GGAGGCGGAGGTATGTCTGCGGGTGGCCTT GGTTCCACCACCACCCAGCCAGTTGAGGCGGTG Cre04.g220900 GGAGGCGGAGGTATGACGGTTTCACGAGCCATAT GGTTCCACCACCACCCGGGATGTCTGACCCCTTG
Cre04.g220950 GGAGGCGGAGGTATGGAGTACCTGGAGAAGGAG GGTTCCACCACCACCCTGCCCGAAGCCCACC Cre04.g221000 GGAGGCGGAGGTATGTCTTCCTTCCTCAGTGAGG GGTTCCACCACCACCCTACAGCCGAGCGCGA
Cre04.g221050 GGAGGCGGAGGTATGGCCAGCGACTATGGG GGTTCCACCACCACCGCGCTTGGTGGGCGTG Cre04.g221100 GGAGGCGGAGGTATGCCCGCGAGCTCCG GGTTCCACCACCACCTCAGTTCTCGTCTTCTCGCATT
Cre04.g221150 GGAGGCGGAGGTATGGCACTACCACGAGAGC GGTTCCACCACCACCGATGTCGGACCCTCGCT Cre04.g221250 GGAGGCGGAGGTATGCTTTCTCTCCGAGCCAAC GGTTCCACCACCACCTCACCGGCGCGCGAAG
Cre04.g221301 GGAGGCGGAGGTATGTACATCGCACCCAGCG GGTTCCACCACCACCCTGTACCCATGGTATCGAGCC Cre04.g221350 GGAGGCGGAGGTATGAAGTTCCCGACCCTGC GGTTCCACCACCACCCTGCTTCCACTCCACGAAG
Cre04.g221400 GGAGGCGGAGGTATGCCTGTCATCGAAATTATTGTG GGTTCCACCACCACCTTACAAGCCGCCCAGGC Cre04.g221450 GGAGGCGGAGGTATGAGGAGCCACACAACTGC GGTTCCACCACCACCGCGGCGACCGAAGAAAAG
Cre04.g221500 GGAGGCGGAGGTATGCCTGCACGAAAAGCA GGTTCCACCACCACCCGCCATCTTGACGCCC Cre04.g221550 GGAGGCGGAGGTATGCAGCAACGCCTTCTG GGTTCCACCACCACCCCCGAGGGTGACGGGG
Cre04.g221600 GGAGGCGGAGGTATGCTGGATACTAGCACTGAGG GGTTCCACCACCACCTCAGATCCTAACGAAGAGGCC Cre04.g221650 GGAGGCGGAGGTATGCCCCTTCCCGGCGCGTC GGTTCCACCACCACCCGCTGCCGCCTTGGCCTTG
Cre04.g221700 GGAGGCGGAGGTATGCGGTCCCAGCTGCTC GGTTCCACCACCACCGTACTGGCCGACGTAGATGATG Cre04.g221770 GGAGGCGGAGGTATGGCCGCGGCGTTGA GGTTCCACCACCACCAGGGCGGAGACAGGTGT
Cre04.g221850 GGAGGCGGAGGTATGGCTGACACGGAGGC GGTTCCACCACCACCTGACCGCGGCTTCAGG Cre04.g221900 GGAGGCGGAGGTATGCTGCTCAGGAGCGCT GGTTCCACCACCACCCTACACCGGCGCCGCC
Cre04.g221950 GGAGGCGGAGGTATGCGGTGGTGCGACTCG GGTTCCACCACCACCCACCCTCGTGGCGAGGCG Cre04.g221950 GGAGGCGGAGGTATGCGGTGGTGCGACT GGTTCCACCACCACCCACCCTCGTGGCGAGG
Cre04.g222050 GGAGGCGGAGGTATGCAGTCTAGCACGCGC GGTTCCACCACCACCCCCGCCAGCATCAGCT Cre04.g222150 GGAGGCGGAGGTATGCAGCGGTGGCCCG GGTTCCACCACCACCCTCATTGTCGTCGCCGTCA
Cre04.g222200 GGAGGCGGAGGTATGCGAGTCGACTGGGA GGTTCCACCACCACCAGCCTCCAGCTCCATAGC Cre04.g222250 GGAGGCGGAGGTATGGCTCTCTTGAGCACTATTC GGTTCCACCACCACCTCAGACGTCACCTCTTCCA
Cre04.g222300 GGAGGCGGAGGTATGGCTTCTGCACCCGGT GGTTCCACCACCACCCTACCGCCTGCCGCCG Cre04.g222350 GGAGGCGGAGGTATGCTTCCCGACACTTTTGC GGTTCCACCACCACCGCGCGTAATAAAGCCAATGT
Cre04.g222450 GGAGGCGGAGGTATGCCCAGGGCGTCCA GGTTCCACCACCACCTTATGAGCCGCCCAGCC Cre04.g222500 GGAGGCGGAGGTATGCAGCGCGCCTCGC GGTTCCACCACCACCGTACGCTCTCTCCTCCAGCG
Cre04.g222600 GGAGGCGGAGGTATGCCGGGGAGTGACAT GGTTCCACCACCACCCCCATAGTACGATGCGCC Cre04.g222650 GGAGGCGGAGGTATGCAGACAGCGCCATTG GGTTCCACCACCACCAACAACGGCAGGTTTGCG
Cre04.g222700 GGAGGCGGAGGTATGTCTGCCGACGCCGACGTTA GGTTCCACCACCACCGCACTCCTCCTCGGAGTCG Cre04.g222700 GGAGGCGGAGGTATGTCTGCCGACGCCG GGTTCCACCACCACCGCACTCCTCCTCGGAGTC
Cre04.g222750 GGAGGCGGAGGTATGGCATCCGACGCTATGAC GGTTCCACCACCACCCTGAGCGGTGGCGGGG Cre04.g222800 GGAGGCGGAGGTATGCCGCGCACTCCAT GGTTCCACCACCACCTTACTTCTTCTTGCCCCAAAAGA
Cre04.g222850 GGAGGCGGAGGTATGTCCACACCGCCGA GGTTCCACCACCACCCGCTTGCTTAGCGTGTGC Cre04.g222950 GGAGGCGGAGGTATGGAGGACCCGAAGGTC GGTTCCACCACCACCCGCCTTGCGCATCTTCT
Cre04.g223050 GGAGGCGGAGGTATGGCGCGTACTGGCGCTCTAC GGTTCCACCACCACCCTCGTAGCGGGCCAGCTTGATG Cre04.g223100 GGAGGCGGAGGTATGGCGCGTACTGGCGCTCTAC GGTTCCACCACCACCGTGATAGCGGGCCAGCTTGAT
Cre04.g223150 GGAGGCGGAGGTATGTGCCCATACGGCATACC GGTTCCACCACCACCCTCACTCGTTCCTGGTACGCTT Cre04.g223150 GGAGGCGGAGGTATGTGCCCATACGGCATAC GGTTCCACCACCACCCTCACTCGTTCCTGGTACGC
Cre04.g223200 GGAGGCGGAGGTATGAGCGCGCCCTCGCCGTCTG GGTTCCACCACCACCGCCCTGTCGCGCGACGCATG Cre04.g223225 GGAGGCGGAGGTATGAGGACACAGGTATGGGG GGTTCCACCACCACCACACGCGTTAGCCAGTG
Cre04.g223250 GGAGGCGGAGGTATGCCGCGCGCTTCCTTC GGTTCCACCACCACCATCCTGCCCATGCTCACG Cre04.g223300 GGAGGCGGAGGTATGTCATCCGACGCTATGAC GGTTCCACCACCACCTTACTGCGCGGCGGTG
Cre04.g223350 GGAGGCGGAGGTATGCTGTTAGGCGGCCAG GGTTCCACCACCACCAGCCCGCGCGTCTCTG Cre04.g223400 GGAGGCGGAGGTATGCTGCTCCAACCTGGAC GGTTCCACCACCACCCATGCGCACCAGCTGTCC
Cre04.g223400 GGAGGCGGAGGTATGCTGCTCCAACCTGGA GGTTCCACCACCACCCATGCGCACCAGCTGT Cre04.g223540 GGAGGCGGAGGTATGGGTTTTACAGGCAGGCA GGTTCCACCACCACCCTATGGCGGCCGCTGC
Cre04.g223550 GGAGGCGGAGGTATGGCCGCTGTGGCAG GGTTCCACCACCACCCCTAGCAGAGCGCACGC Cre04.g223650 GGAGGCGGAGGTATGTCCGCCGGGCGAG GGTTCCACCACCACCCTACTTGATGCGAATCCGGAATG
Cre04.g223700 GGAGGCGGAGGTATGCGGACAGCGGGCG GGTTCCACCACCACCCTCGTCTCCCTCGTACCCC Cre04.g223750 GGAGGCGGAGGTATGATAACCACACGCAAAGCG GGTTCCACCACCACCAGAGGCGGTATGCCGCGC
Cre04.g223800 GGAGGCGGAGGTATGTCAACCGCCGTGCAC GGTTCCACCACCACCGCTGGAGCCGCCGTCC Cre04.g223850 GGAGGCGGAGGTATGGCCACCAACGAGGACT GGTTCCACCACCACCGATGCAGTACAGCTTCTCCTCG
Cre04.g223876 GGAGGCGGAGGTATGCGCGTTTTTATGCGG GGTTCCACCACCACCTGAGACAATTCTACCTGCACC Cre04.g223900 GGAGGCGGAGGTATGGAGCGTCGCAAGGA GGTTCCACCACCACCCTACGCCACACCGCCG
Cre04.g224002 GGAGGCGGAGGTATGTACTTCATAAAGGCTCCACCA GGTTCCACCACCACCCGTGTCTCTCCGGAACACC Cre04.g224100 GGAGGCGGAGGTATGACCATACCCGTGTGGCT GGTTCCACCACCACCCAGCCGCTCGTGGCCG
Cre04.g224150 GGAGGCGGAGGTATGTCTTCTAACGCCATCTCAT GGTTCCACCACCACCCATTGGCGGCTGGCACAG Cre04.g224200 GGAGGCGGAGGTATGGCAGGCAGGCTCTCG GGTTCCACCACCACCAACGGCGGCGCCGGAATTG
Cre04.g224250 GGAGGCGGAGGTATGGTCGGCCCTTCTGAACC GGTTCCACCACCACCCCGGACGTCTGCGCGC Cre04.g224300 GGAGGCGGAGGTATGACGGTGGCGCAGATG GGTTCCACCACCACCCGTCGCCGTGGCCATGGG
Cre04.g224350 GGAGGCGGAGGTATGGCCATGAACGCTTTGTT GGTTCCACCACCACCCGTCGCCGTGGCCATG Cre04.g224400 GGAGGCGGAGGTATGGTCAGCATGGGGGGG GGTTCCACCACCACCGCGCTTGAGGTGGTTCCAGTA
Cre04.g224400 GGAGGCGGAGGTATGGTCAGCATGGGGGG GGTTCCACCACCACCGCGCTTGAGGTGGTTCC Cre04.g224450 GGAGGCGGAGGTATGCGGGAATGGCTCCC GGTTCCACCACCACCCACGCCGCCACCTGTA
Cre04.g224500 GGAGGCGGAGGTATGTCATCGGCCCAGAACAC GGTTCCACCACCACCGCGCTTAAGGTGGTTCCAGTA Cre04.g224500 GGAGGCGGAGGTATGTCATCGGCCCAGAACA GGTTCCACCACCACCGCGCTTAAGGTGGTTCCA
Cre04.g224600 GGAGGCGGAGGTATGGCTGACACAGAGACCG GGTTCCACCACCACCCAGGCGCAGCGTAGCC Cre04.g224650 GGAGGCGGAGGTATGGAGGCCTCTCGGCCATC GGTTCCACCACCACCCTGCCCCTGCTCCGCCGG
Cre04.g224667 GGAGGCGGAGGTATGCCCGTGTGTGAGCG GGTTCCACCACCACCCCAGTGATGCGTCTGCG Cre04.g224683 GGAGGCGGAGGTATGCACACCACATTCACAATCA GGTTCCACCACCACCGCACTTCGACTTGTGCTTCTC



174 APPENDIX A. APPENDIX

Cre04.g224700 GGAGGCGGAGGTATGTCAAGACGGCGAGACG GGTTCCACCACCACCCCTGAAGGGCGCAGGC Cre04.g224750 GGAGGCGGAGGTATGCCGCTGATTTACAGCTC GGTTCCACCACCACCCTTGAGGCAGTTGCCGC
Cre04.g224800 GGAGGCGGAGGTATGCCGCTAGTATATGTAAGCGT GGTTCCACCACCACCCTTGAGGCAGTTGCCGCC Cre04.g224826 GGAGGCGGAGGTATGCCTCGCCTGCCTG GGTTCCACCACCACCGCCCCCCAGACTGCAA
Cre04.g224850 GGAGGCGGAGGTATGGCTACGAAAGACAAAGTCT GGTTCCACCACCACCATCCTCGTGGAACAACTGCG Cre04.g224867 GGAGGCGGAGGTATGAGCACTGCAAGTGCTGC GGTTCCACCACCACCCTTCTTCTCCCAGTACCAGTAGC
Cre04.g224883 GGAGGCGGAGGTATGCTATCGCAAGAGATAATGCA GGTTCCACCACCACCTCACACCACAAGATCCAAATCC Cre04.g224899 GGAGGCGGAGGTATGTGGGCCCCCCACC GGTTCCACCACCACCTGAGGGCTCCCAGTCGC
Cre04.g224915 GGAGGCGGAGGTATGGACACTAACGGTAGCGG GGTTCCACCACCACCCCGCATAGTGCAGTCTCTG Cre04.g224931 GGAGGCGGAGGTATGGAGCCGTCTAGCTCG GGTTCCACCACCACCGCACTTCCCACCACTGC
Cre04.g224947 GGAGGCGGAGGTATGGTCGCCCGTGTCTGC GGTTCCACCACCACCCTTGCCCCTGGCGGCC Cre04.g225050 GGAGGCGGAGGTATGACGTCCCTACACGCAC GGTTCCACCACCACCGTCGCGCACCTGCACG
Cre04.g225150 GGAGGCGGAGGTATGTTTCCAGCTCCCGAGC GGTTCCACCACCACCCCACCTTGAATCTTTTGGCAGC Cre04.g225150 GGAGGCGGAGGTATGTTTCCAGCTCCCGAGC GGTTCCACCACCACCCCACCTTGAATCTTTTGGCAG
Cre04.g225176 GGAGGCGGAGGTATGTGGGGACTGCAGCT GGTTCCACCACCACCGGAAGCTGGCAGCAGGG Cre04.g225200 GGAGGCGGAGGTATGCTGGGCCGCAGGA GGTTCCACCACCACCGAAGGCTTTGCTCTTGGCG
Cre04.g225250 GGAGGCGGAGGTATGTCTGCAACAGCAGAGC GGTTCCACCACCACCCTCTGCCGCATACAGCTG Cre04.g225301 GGAGGCGGAGGTATGGAGAATGGCGGAGACA GGTTCCACCACCACCGTAGTTGGAGCCTATGGCCC
Cre04.g225350 GGAGGCGGAGGTATGGCGGATCATATGTCCTCG GGTTCCACCACCACCCGCCCGGTCTGAGAGCAG Cre04.g225350 GGAGGCGGAGGTATGGCGGATCATATGTCCTCG GGTTCCACCACCACCCGCCCGGTCTGAGAGC
Cre04.g225400 GGAGGCGGAGGTATGATGCTGCTTCAAAGCCG GGTTCCACCACCACCCTGGTCCCGCTCCTTGG Cre04.g225450 GGAGGCGGAGGTATGATCAAGAACCCTCGCGC GGTTCCACCACCACCCTTGCGCCGGTGCTCC
Cre04.g225500 GGAGGCGGAGGTATGGGCAGCGACAAGCA GGTTCCACCACCACCTCGCTCCGGGCTGTTG Cre04.g225600 GGAGGCGGAGGTATGGCATCGCTACGGTCAGTAA GGTTCCACCACCACCCTTCCCGATGAAGTCCCGCATC
Cre04.g225650 GGAGGCGGAGGTATGGCCAAGCGCGTGCTCATTG GGTTCCACCACCACCCTCCAGGGTTCCGTCCAGG Cre04.g225700 GGAGGCGGAGGTATGGCAGCCAATACAGACCC GGTTCCACCACCACCTCATCGCCCGCCCGTC
Cre04.g225750 GGAGGCGGAGGTATGCTTCATCGTGCTCACG GGTTCCACCACCACCCTCGATGTAGGGCTGCCA Cre04.g225776 GGAGGCGGAGGTATGAGTAAACCGCTCAGCG GGTTCCACCACCACCGAGCTGCTGTAGGGGGAT
Cre04.g225850 GGAGGCGGAGGTATGCCGCTTGTTTATTCGTGC GGTTCCACCACCACCCTTGAGGCAGTTGCCGCC Cre04.g225900 GGAGGCGGAGGTATGCCGCTAATTTACGCTTTTGT GGTTCCACCACCACCCTTGGTGCAGTTCTTGCCAC
Cre04.g225950 GGAGGCGGAGGTATGAAGCTTAAGTTGAAGGTGGG GGTTCCACCACCACCTCACGGGTACATCGCCTG Cre04.g226001 GGAGGCGGAGGTATGCTGCACGGCGCTC GGTTCCACCACCACCGCACTTGGCCCAATGCA
Cre04.g226050 GGAGGCGGAGGTATGAACTCAACGCACCCCTAC GGTTCCACCACCACCCAAACCCTTCTTGCCGCCCTTC Cre04.g226100 GGAGGCGGAGGTATGTTCTGGAAGAATCTGACTGC GGTTCCACCACCACCTCACCAGGCCCCAAGTG
Cre04.g226114 GGAGGCGGAGGTATGGGGGAGGGAGGCG GGTTCCACCACCACCACCCACAGGCCCCTGG Cre04.g226126 GGAGGCGGAGGTATGGCGGAGCAGAGGG GGTTCCACCACCACCCTCCGCCATCGCAGCA
Cre04.g226138 GGAGGCGGAGGTATGGTCACCCTGCAGC GGTTCCACCACCACCCTACAGGAATGAAAATGAGGGTA Cre04.g226150 GGAGGCGGAGGTATGGCCAGTGGTCCACCC GGTTCCACCACCACCCTCCAGGTTGGGCGCGGG
Cre04.g226176 GGAGGCGGAGGTATGGCCAGTACGGCCA GGTTCCACCACCACCGCAGTCCTTGCCGTGG Cre04.g226226 GGAGGCGGAGGTATGCAGGGGCAAGTGCA GGTTCCACCACCACCTCAGCCTGCGCGCTTG
Cre04.g226250 GGAGGCGGAGGTATGGACCAGGAGGCCCA GGTTCCACCACCACCGCCACTGCCGCACTGG Cre04.g226350 GGAGGCGGAGGTATGGCACCGAAGCGGC GGTTCCACCACCACCGCCCCACGCCCTGCTA
Cre04.g226400 GGAGGCGGAGGTATGGATAACTCACCTGCAGTG GGTTCCACCACCACCTCACTGCCCGCCCTGT Cre04.g226450 GGAGGCGGAGGTATGGACCTCCTAGCGAGCTAT GGTTCCACCACCACCGTCCCAGTACTTGATTAGGCCA
Cre04.g226500 GGAGGCGGAGGTATGGAACACGTCGCAATCG GGTTCCACCACCACCGCTGAGTATGCCGGTGAAG Cre04.g226550 GGAGGCGGAGGTATGATATTGGTCGATGATATGGACT GGTTCCACCACCACCTGCCTGCCCTTGGAACGC
Cre04.g226600 GGAGGCGGAGGTATGTCACCAAGGCCCTCGC GGTTCCACCACCACCTTACGCGCGGCCGGTT Cre04.g226700 GGAGGCGGAGGTATGAGAAGCTGGAGAACACCG GGTTCCACCACCACCCGCAGCCTCGTCAGGG
Cre04.g226750 GGAGGCGGAGGTATGTCCGCGGCAATGGCTAT GGTTCCACCACCACCGAAGAGCTTGATCTGGTCCAGG Cre04.g226800 GGAGGCGGAGGTATGCCCATGGCATGGAACG GGTTCCACCACCACCAGGCCAGCCCCACACG
Cre04.g226811 GGAGGCGGAGGTATGGAAGGGAAGGAAGCGTGC GGTTCCACCACCACCCGCCGCCAGCTCCGAG Cre04.g226850 GGAGGCGGAGGTATGGCGCGTAGCTATGTGC GGTTCCACCACCACCAGCCGCATTGGCGAAGCC
Cre04.g226900 GGAGGCGGAGGTATGAAGCCAAACATGCCGC GGTTCCACCACCACCAGAAGAAGCGGAGATGTCGC Cre04.g226950 GGAGGCGGAGGTATGGAGGAGGAAATTGCAGAC GGTTCCACCACCACCCAACGGCTTCAGGTGGC
Cre04.g227050 GGAGGCGGAGGTATGTTCTATTGCCATGCGGC GGTTCCACCACCACCGGTTGCATGCGGCGGT Cre04.g227200 GGAGGCGGAGGTATGCTGGGCTCCAGACA GGTTCCACCACCACCCCACAGCCGCATATCGG
Cre04.g227251 GGAGGCGGAGGTATGGGCTACACGAGTGGC GGTTCCACCACCACCAGTGACCTCAACATCCTCGC Cre04.g227301 GGAGGCGGAGGTATGGGAAAGTGTCATTCAAGCG GGTTCCACCACCACCTTATTGTGGGCGTTGCACG
Cre04.g227350 GGAGGCGGAGGTATGGCGGCAGAAAGAAAGC GGTTCCACCACCACCTCACCCCTGCAGCCCC Cre04.g227400 GGAGGCGGAGGTATGGGGCCCACTCCAAGC GGTTCCACCACCACCCAGCTCATGCGTCAGCGC
Cre04.g227450 GGAGGCGGAGGTATGAGTGTGAAAGCGCATTCG GGTTCCACCACCACCTGCCGGCTGCCCTGAC Cre04.g227526 GGAGGCGGAGGTATGCGTCGTTGCTTGCG GGTTCCACCACCACCCACCGCCTCTGGCGAC
Cre04.g227568 GGAGGCGGAGGTATGTCACGGACTGCAGCTG GGTTCCACCACCACCCGCAGCCGTGTTGGGC Cre04.g227600 GGAGGCGGAGGTATGGGTCTCATCGCAACAGG GGTTCCACCACCACCGTCGCAGGGCTGGCCCAG
Cre04.g227700 GGAGGCGGAGGTATGCGCGATTTAGCGCTGC GGTTCCACCACCACCTTGCCGGCTAGCCGCC Cre04.g227750 GGAGGCGGAGGTATGGAGCTTACGGAGCTTCA GGTTCCACCACCACCCTGCGTGTCATCACCGAA
Cre04.g227800 GGAGGCGGAGGTATGGCTCGGCTTCTTACAC GGTTCCACCACCACCGCAGACACGCCAGCAC Cre04.g227850 GGAGGCGGAGGTATGCACGACGAGACGTCA GGTTCCACCACCACCCTACCGCCTCCCCCAC
Cre04.g227950 GGAGGCGGAGGTATGGCTCGCGGCTATGG GGTTCCACCACCACCCTGTAAGCGCCGCAGAG Cre04.g228050 GGAGGCGGAGGTATGGCGCCGCTCGGTATC GGTTCCACCACCACCCCACCCACGCATCGTGGC
Cre04.g228100 GGAGGCGGAGGTATGTGGCGCTACTCGCAGT GGTTCCACCACCACCCCCGTCACGCAGCCGC Cre04.g228150 GGAGGCGGAGGTATGGTTTCACCCACGACGG GGTTCCACCACCACCATGCTCCAGCAGTACATCATCT
Cre04.g228208 GGAGGCGGAGGTATGACAACAGCTTCACTGGC GGTTCCACCACCACCCGTCATGCGAGCCCTG Cre04.g228250 GGAGGCGGAGGTATGAATACAAGACCTCCCAGGTGG GGTTCCACCACCACCTCAGCCCGGCCCCACC
Cre04.g228300 GGAGGCGGAGGTATGCTGAACGTGAGCGAC GGTTCCACCACCACCGCTGGCCGCAGCTGTT Cre04.g228350 GGAGGCGGAGGTATGGCTTGCGCTTTGCTAGC GGTTCCACCACCACCTCACACCGCGCCCAGC
Cre04.g228400 GGAGGCGGAGGTATGGACACCAGCATTCCATTT GGTTCCACCACCACCCGCTTCAGTAGTCGCCAC Cre04.g228450 GGAGGCGGAGGTATGTTGCGGCAAACGCT GGTTCCACCACCACCGTCGTCGAAGTTGAGCTTTCG
Cre04.g228500 GGAGGCGGAGGTATGATAGAGCCCACCGGCA GGTTCCACCACCACCTCACAACGCCGGCCCG Cre04.g228600 GGAGGCGGAGGTATGCAGCACCTCGCGCAC GGTTCCACCACCACCTTCGTCCTCGTCATAGCTGTAC
Cre04.g228625 GGAGGCGGAGGTATGGGTGAACGATGTGGACT GGTTCCACCACCACCTCACACAAGCTTGCAAACATAAG Cre04.g228675 GGAGGCGGAGGTATGTCGACGCCGGCAG GGTTCCACCACCACCCGAAGAAGCTGGCCCG
Cre04.g228700 GGAGGCGGAGGTATGAAGGCATTCCTGGCGC GGTTCCACCACCACCATCCGTCAGCCGCGCC Cre04.g228750 GGAGGCGGAGGTATGGATTTGCAGCGCGC GGTTCCACCACCACCAAGCCCGCCGTCCGAC
Cre04.g228800 GGAGGCGGAGGTATGGCAGCCGCAGCTGCG GGTTCCACCACCACCGGTGTCGGCGCGCGAGGG Cre04.g228800 GGAGGCGGAGGTATGGCAGCCGCAGCTGC GGTTCCACCACCACCGGTGTCGGCGCGCGAG
Cre04.g228900 GGAGGCGGAGGTATGTCGGTAGAGGTCGGCATAA GGTTCCACCACCACCCTGCCGCGCGTCAGGTGG Cre04.g228925 GGAGGCGGAGGTATGCTCGCTTCCTCGCT GGTTCCACCACCACCGTGACTGCTGCTGCTGG
Cre04.g228950 GGAGGCGGAGGTATGGTCAACTTCCGCAAATCC GGTTCCACCACCACCCCCTGTCCTGTTGACCCA Cre04.g229000 GGAGGCGGAGGTATGGCGCAAGACTGGAGCC GGTTCCACCACCACCCGGCTCGGGCAGCAGC
Cre04.g229026 GGAGGCGGAGGTATGGATACGCCGCTTGCG GGTTCCACCACCACCGCGCCTCCGCGCAGTT Cre04.g229050 GGAGGCGGAGGTATGGTGACCATTCGCGAAGC GGTTCCACCACCACCTGTCAGCCGCCGCAGC
Cre04.g229100 GGAGGCGGAGGTATGGCGCAAGACTGGAGC GGTTCCACCACCACCAGCAAACTGCTGCAAACCAAC Cre04.g229163 GGAGGCGGAGGTATGCCGATTTCCAGTTTGCA GGTTCCACCACCACCGTCGCCGTCCAACAGC
Cre04.g229226 GGAGGCGGAGGTATGGACGCCAACGTCAAG GGTTCCACCACCACCCTGCCGTTTGGCTGAAGC Cre04.g229250 GGAGGCGGAGGTATGCTTTCGCTCCTCGGC GGTTCCACCACCACCTTAGTAATCAAATGTGCCCTGCA
Cre04.g229300 GGAGGCGGAGGTATGCAGGTCACCATGAAGAGC GGTTCCACCACCACCGCGGCTGTAGGCCTCGGG Cre04.g229350 GGAGGCGGAGGTATGTTGCGAAACGTTGAAGGC GGTTCCACCACCACCGTCCGCATTCGGCAGCAC
Cre04.g229374 GGAGGCGGAGGTATGGAGGCTGGGGTGCGC GGTTCCACCACCACCAGCCTCCAGCTCCATAGCTT Cre04.g229398 GGAGGCGGAGGTATGGGTTGTGCCCGACC GGTTCCACCACCACCCGTGATGCAGCACTGCC
Cre04.g229422 GGAGGCGGAGGTATGCCCCTGACGCTTCG GGTTCCACCACCACCTACCCGTGTGAGCCAGC Cre04.g229450 GGAGGCGGAGGTATGGATTCCCCCAAACAATTGC GGTTCCACCACCACCTCACTCATTGGTGTCGCCA
Cre04.g229494 GGAGGCGGAGGTATGACATCTGATGGAGCGACT GGTTCCACCACCACCGTCCCACTGCAGCAGC Cre04.g229536 GGAGGCGGAGGTATGCAGCTTATGAAGCTGTTCT GGTTCCACCACCACCCTACATCAATCCAGCACAGCT
Cre04.g229550 GGAGGCGGAGGTATGAGCAGCAGGGATGTGC GGTTCCACCACCACCCTGCTTGAACGGCTGCT Cre04.g229650 GGAGGCGGAGGTATGCATGCACGCGACG GGTTCCACCACCACCCTACGTGGTGCGCCGC
Cre04.g229700 GGAGGCGGAGGTATGGCGGGCGACTTTGCT GGTTCCACCACCACCCGCCGCCACCTTGGCTGG Cre04.g229750 GGAGGCGGAGGTATGCCCCTGACGCTTCG GGTTCCACCACCACCCGTGATGCAGAACTGCCA
Cre04.g229776 GGAGGCGGAGGTATGGCTGTGCCGGCTC GGTTCCACCACCACCGTTCAGGCCGAAGTGGTT Cre04.g229800 GGAGGCGGAGGTATGCCGCTGCTGATGTTG GGTTCCACCACCACCCGCCTTCTCCTTCTCCTCC
Cre04.g229850 GGAGGCGGAGGTATGACGCTCACCCGTGG GGTTCCACCACCACCCACGATGTTCATGCGGAAGT Cre04.g229948 GGAGGCGGAGGTATGCTGGCGCGGAACA GGTTCCACCACCACCCCCCCTCGCCATGTCC
Cre04.g230046 GGAGGCGGAGGTATGCAAACGGAATTACAGCTGTCA GGTTCCACCACCACCTCACGCACCCGCCCCA Cre04.g230144 GGAGGCGGAGGTATGGAGGACTTCGTGCAGC GGTTCCACCACCACCCGACACCAGCGCCTCG
Cre04.g230242 GGAGGCGGAGGTATGGACGGGAGCCCGC GGTTCCACCACCACCATGGCTCGGCGACGCC Cre04.g230340 GGAGGCGGAGGTATGGACGACAACCTGAAACGC GGTTCCACCACCACCGTGCTGGTGCGGCTGC
Cre04.g230438 GGAGGCGGAGGTATGCCGAGCGTTCCAAAGG GGTTCCACCACCACCGCAAATGACGCAGCTGCAG Cre04.g230536 GGAGGCGGAGGTATGCCGCACAGCGGCG GGTTCCACCACCACCCCCCGAAGTGGTGGTTGTGG
Cre04.g230634 GGAGGCGGAGGTATGACACCGCAAGCTGC GGTTCCACCACCACCGATGCGTGAGTGTGTGCG Cre04.g230732 GGAGGCGGAGGTATGCTTTCACATGGGAGACG GGTTCCACCACCACCCTATGCCACCTGTGCGG
Cre04.g230830 GGAGGCGGAGGTATGCCCAAATCGCAGTGGG GGTTCCACCACCACCCGACTCCGCCACCGCC Cre04.g230928 GGAGGCGGAGGTATGGTATTTGAGCCATCGCACG GGTTCCACCACCACCTTTAACGCCGCCGCCGCC
Cre04.g231026 GGAGGCGGAGGTATGCTTATGCGAAAGCTGGCT GGTTCCACCACCACCCCTCGCGGCACCCACC Cre04.g231124 GGAGGCGGAGGTATGGACGGCGCCTTCC GGTTCCACCACCACCGATCTGGCCCTGCATCGT
Cre04.g231222 GGAGGCGGAGGTATGGCGCAGTCTCAGCTTG GGTTCCACCACCACCGATGGTCATGCCGGAGGG Cre04.g231320 GGAGGCGGAGGTATGCAGGGGAGCGCACT GGTTCCACCACCACCGGCGCAGCCGCTACCG
Cre04.g231418 GGAGGCGGAGGTATGGCTAATAAACGACGAGAGG GGTTCCACCACCACCTCACCACACCAGCGGC Cre04.g231516 GGAGGCGGAGGTATGGCTCAGGCGATGTCA GGTTCCACCACCACCTTAGATCCCGGGCGGC
Cre04.g231614 GGAGGCGGAGGTATGGGGGCCTTATGTTCTTCA GGTTCCACCACCACCCTACGTGGCTGGCGCC Cre04.g231712 GGAGGCGGAGGTATGCATCAGTCCAAGCCCG GGTTCCACCACCACCGATAGGCTGCCGCTGC
Cre04.g231810 GGAGGCGGAGGTATGTTCATCGCACACGGC GGTTCCACCACCACCCAGGTGCGCTGTCAGC Cre04.g232006 GGAGGCGGAGGTATGCCGAACCGCATGCC GGTTCCACCACCACCGATCCCCCGCCCCCGT
Cre04.g232104 GGAGGCGGAGGTATGGCCTTCGCTCTGTCCTTC GGTTCCACCACCACCCGCGGAGGGGGTGAACTT Cre04.g232202 GGAGGCGGAGGTATGCCGCGGGCTCGAT GGTTCCACCACCACCCGCGTCTCCTCCTGCC
Cre04.g232202 GGAGGCGGAGGTATGCCGCGGGCTCGAT GGTTCCACCACCACCCGGCAGGGGCGGACTG Cre04.g232303 GGAGGCGGAGGTATGTGGGTGAAGGTCAGAGA GGTTCCACCACCACCTGTGTCCCAGGCTCCCA
Cre04.g232402 GGAGGCGGAGGTATGCAGCGGCAAAACCC GGTTCCACCACCACCTTTGCCCATAGGCGGCG Cre04.g232602 GGAGGCGGAGGTATGCCGCTTCAAGATGTGAAGT GGTTCCACCACCACCCGCCACATCCATGCGGTGAAG
Cre04.g232702 GGAGGCGGAGGTATGGATGCACCCTACCGATG GGTTCCACCACCACCCCCCTGTCGGTCCTGCAG Cre04.g232802 GGAGGCGGAGGTATGACAGCAACAGTGGCGG GGTTCCACCACCACCCGTTCCCCGAGGTGCGGTC
Cre04.g232902 GGAGGCGGAGGTATGTTGGTTGATGATGCATTGAA GGTTCCACCACCACCCTAGCTCTTGGCTCCCAAAAG Cre04.g233003 GGAGGCGGAGGTATGCGCTTCGAAGCTAGC GGTTCCACCACCACCGTCGAGCAGTGGGTCACC
Cre04.g233102 GGAGGCGGAGGTATGGGCTGCTGCCAGAGT GGTTCCACCACCACCGCGTGACGCCGCGACA Cre04.g233202 GGAGGCGGAGGTATGTGGAGACGGTCAAAGC GGTTCCACCACCACCGTACCTGGGCCCTCCC
Cre04.g233302 GGAGGCGGAGGTATGGAGGAAGACGCGGT GGTTCCACCACCACCTCAAGCAAGCCCCGCC Cre05.g230600 GGAGGCGGAGGTATGTACAATGGAGACCATCAGG GGTTCCACCACCACCTTACATGTCACCGCCGGT
Cre05.g230650 GGAGGCGGAGGTATGGTGCTGCTTGTCGGG GGTTCCACCACCACCTCAGGCTCCACCGGCG Cre05.g230700 GGAGGCGGAGGTATGGCACAAAAACCGCCG GGTTCCACCACCACCTCAGGGCTCCAGCGGC
Cre05.g230803 GGAGGCGGAGGTATGCCCCAGGTTCACTGG GGTTCCACCACCACCCCACATGCCGCGCTCC Cre05.g230804 GGAGGCGGAGGTATGGAGGGAGGCGTGCA GGTTCCACCACCACCTCACTCCTCGCCGCCG
Cre05.g230850 GGAGGCGGAGGTATGGCCAAGAAGAAGTCGGGT GGTTCCACCACCACCCCGGCGCTTCACGGCC Cre05.g230900 GGAGGCGGAGGTATGGCGTCTCGGGCGCCACAAG GGTTCCACCACCACCCCGGCCACCCGACAGCAG
Cre05.g230950 GGAGGCGGAGGTATGAGCTCATCTTCCCGCG GGTTCCACCACCACCCTACTGCACGCGGCGA Cre05.g230971 GGAGGCGGAGGTATGTTCCTTTATCGGCATGATGC GGTTCCACCACCACCTCACTCCGAAGCGTGATGG
Cre05.g231000 GGAGGCGGAGGTATGGATGTCGTGAACGTCGC GGTTCCACCACCACCTCACCACCGGCCGCTG Cre05.g231002 GGAGGCGGAGGTATGGGCATAGTTCGGGCA GGTTCCACCACCACCATTTGCCAGGATTGACAGCA
Cre05.g231050 GGAGGCGGAGGTATGGAGACCGGCACGAG GGTTCCACCACCACCCCGCTGCACCTCACCG Cre05.g231100 GGAGGCGGAGGTATGGCTTCGAATAACCTGTGG GGTTCCACCACCACCCTACGCCAGCCTGCGG
Cre05.g232000 GGAGGCGGAGGTATGCTGGGGTGCTCGCGG GGTTCCACCACCACCGATCTTGAAAGGCCGCCGGAAG Cre05.g232002 GGAGGCGGAGGTATGGAGCGGCAAGACTGTG GGTTCCACCACCACCCACCTCGAACCCGGCGGC
Cre05.g232003 GGAGGCGGAGGTATGTTGCTGCAAAGCGCG GGTTCCACCACCACCCTGTATGTCGGGCAGCCG Cre05.g232004 GGAGGCGGAGGTATGGAAATCGATTCGGAACCC GGTTCCACCACCACCCCTGGGCATGAAGTCCGC
Cre05.g232100 GGAGGCGGAGGTATGTTATCTCACTTCAACGGCA GGTTCCACCACCACCCTACTGTCCCTGCTGCGC Cre05.g232150 GGAGGCGGAGGTATGGCATCGGCGTTGTTAGCTT GGTTCCACCACCACCGTCGAAGCCGCGGTGCAC
Cre05.g232200 GGAGGCGGAGGTATGAGGACGAGTATTCCCTGTC GGTTCCACCACCACCGAACAGCGAGATGTCGCG Cre05.g232304 GGAGGCGGAGGTATGCACGCACGACCGC GGTTCCACCACCACCGCGGCTGCGGCTTCCA
Cre05.g232305 GGAGGCGGAGGTATGATCCTTATCTCCCTCCATGG GGTTCCACCACCACCTCAGAAGCTGCGGCGT Cre05.g232350 GGAGGCGGAGGTATGTGGGACGGCTACAAGCG GGTTCCACCACCACCCTTGCCCCTGGCGGCG
Cre05.g232400 GGAGGCGGAGGTATGGTCGCCCGTGTCT GGTTCCACCACCACCCTTTGTCCAGTCGGCCTG Cre05.g232450 GGAGGCGGAGGTATGACTGTGCCGAGCGT GGTTCCACCACCACCCCCCGAACCCCCACCC
Cre05.g232454 GGAGGCGGAGGTATGGGCTTCGCAGTATTCTCG GGTTCCACCACCACCCACCGCATCGCGTGCA Cre05.g232455 GGAGGCGGAGGTATGGCGGCCATTGATTGC GGTTCCACCACCACCCACGGGCGCATCAGGC
Cre05.g232456 GGAGGCGGAGGTATGCTGGGCCCCAACG GGTTCCACCACCACCGCCAAAGAGCCGCTGG Cre05.g232550 GGAGGCGGAGGTATGCGCTTGCATGCGACA GGTTCCACCACCACCCAAGTGGGCGGTGTTGTTGATA
Cre05.g232600 GGAGGCGGAGGTATGACCACTCTAGCCAACGC GGTTCCACCACCACCGGCGCAGTCTGGATCCTG Cre05.g232750 GGAGGCGGAGGTATGGCACGTAGCACGTATG GGTTCCACCACCACCCTGCCCCTCCAGCTGC
Cre05.g232751 GGAGGCGGAGGTATGGTCCTTGCCAGCGG GGTTCCACCACCACCGGCCGCCTTGGCCTTG Cre05.g232752 GGAGGCGGAGGTATGGCTTCGGGCAGCA GGTTCCACCACCACCCTTCCCCTCACTTGGCCC
Cre05.g232800 GGAGGCGGAGGTATGTGCGACGCCCCCG GGTTCCACCACCACCCCGGTCTCTGAACGGGC Cre05.g232850 GGAGGCGGAGGTATGGGCGCATCAGGCTCCAAG GGTTCCACCACCACCCACCTTGAACCCCTCCACC
Cre05.g232900 GGAGGCGGAGGTATGCAGTCCACGGAGGAG GGTTCCACCACCACCCTGCAGCTGTAGCAGCTC Cre05.g232950 GGAGGCGGAGGTATGTCGGGAGCCTTCGC GGTTCCACCACCACCCCTCTTGAACTTCCGCGG
Cre05.g233050 GGAGGCGGAGGTATGTCTGACGTTAAGGCTGC GGTTCCACCACCACCCCACTCAATGCCAGCAGC Cre05.g233051 GGAGGCGGAGGTATGCAGATGCGAGCGGT GGTTCCACCACCACCAAGTCCAGCCCCCGAG
Cre05.g233100 GGAGGCGGAGGTATGGACATAAGCGTCAGCATT GGTTCCACCACCACCCGCCTTCCAACCACCG Cre05.g233300 GGAGGCGGAGGTATGGTGCTCTACTTAATCGGGC GGTTCCACCACCACCTCACCTCCCTGCCCCC
Cre05.g233304 GGAGGCGGAGGTATGGCGTGCGGCCGAC GGTTCCACCACCACCCTCGGCCTCCTCCTGTCG Cre05.g233305 GGAGGCGGAGGTATGGCCTCTCTGTTTGCCAA GGTTCCACCACCACCCCGCGACACCAATCGCAG
Cre05.g233350 GGAGGCGGAGGTATGGACAGGGCTGTTATACCAG GGTTCCACCACCACCGTACAGCTCCTCCGCGGG Cre05.g233400 GGAGGCGGAGGTATGAGCGCACAAGAAATTCAAG GGTTCCACCACCACCCTACCGCTCACCCGGC
Cre05.g233402 GGAGGCGGAGGTATGCCCTACTTGGCAGCG GGTTCCACCACCACCGCGACGAGCTTGCGAG Cre05.g233450 GGAGGCGGAGGTATGGCGGAGACGCCCC GGTTCCACCACCACCCTACTGCCAGGGCCGC
Cre05.g233502 GGAGGCGGAGGTATGTATGACGGGTTTTGGTGC GGTTCCACCACCACCCTAGCGGACCGCCATGC Cre05.g233551 GGAGGCGGAGGTATGAGCAGACCGCCCG GGTTCCACCACCACCTTTGCGGCTCTTCGGGG
Cre05.g233602 GGAGGCGGAGGTATGTATTTAGAAGCTGCGTGGG GGTTCCACCACCACCCTAGCGGACCGCCATGC Cre05.g233650 GGAGGCGGAGGTATGTCTGAGACTGGGAGCC GGTTCCACCACCACCCACGTTAGTGCCTCCAGC
Cre05.g233702 GGAGGCGGAGGTATGTATTTAGAAGCTGCGTGGG GGTTCCACCACCACCCTAGCGGACCGCCATGC Cre05.g233751 GGAGGCGGAGGTATGCCATTTGTCTCGGCC GGTTCCACCACCACCCCTCTGAAAGCAACAGGACA
Cre05.g233800 GGAGGCGGAGGTATGACGACTGAGCTGGAGCAG GGTTCCACCACCACCCTCCTCATCGGCAGACGC Cre05.g233802 GGAGGCGGAGGTATGTATGACGGGTTTTGGTGC GGTTCCACCACCACCCTAGCGGACCGCCATGC
Cre05.g233850 GGAGGCGGAGGTATGGCTCAAAGCTTCCAGTCG GGTTCCACCACCACCTCACGGCCGCAGCTGG Cre05.g233900 GGAGGCGGAGGTATGCAGGTCGCTTTTAAGTCAT GGTTCCACCACCACCGAACCGGATGGCGGTCAC
Cre05.g233902 GGAGGCGGAGGTATGTATTTAGAAGCTGCGTGGG GGTTCCACCACCACCCTAGCGGACCGCCATGC Cre05.g233950 GGAGGCGGAGGTATGATGCTCACCGCTAAGAC GGTTCCACCACCACCCTCCGAGCCAGAGATCTTCT
Cre05.g234050 GGAGGCGGAGGTATGCCGGCGGCTCGTT GGTTCCACCACCACCCTCGTCCGCAGGCTCC Cre05.g234100 GGAGGCGGAGGTATGGCATCATCGTCGTCGC GGTTCCACCACCACCCTTGCGCTGCTCCACCAG
Cre05.g234150 GGAGGCGGAGGTATGGCCGATACGCTTGC GGTTCCACCACCACCGCCCCACAGGTTCAGCA Cre05.g234200 GGAGGCGGAGGTATGCCAGCTTACGTACCTCCT GGTTCCACCACCACCCTGCGGCTCGCCCTGG
Cre05.g234250 GGAGGCGGAGGTATGGAGGCAAGCTCTTCCG GGTTCCACCACCACCATCCTCTCCCTTCGCCTTCG Cre05.g234300 GGAGGCGGAGGTATGGCATCTAGCATGGAGGAG GGTTCCACCACCACCGATGAGCACGCCCATGGAC
Cre05.g234350 GGAGGCGGAGGTATGCTGGAGCGAATTTCCTC GGTTCCACCACCACCTGTGTTAGCGATTGACGACTT Cre05.g234400 GGAGGCGGAGGTATGGCGTGCTGCCAGG GGTTCCACCACCACCACATTTTGAGCTGATGCGATG
Cre05.g234500 GGAGGCGGAGGTATGGCTCCGCGTCGGC GGTTCCACCACCACCTCAGTAGAAATCGTTGTACGCGT Cre05.g234550 GGAGGCGGAGGTATGGCCCTGATGATGAAGTCG GGTTCCACCACCACCGTAGACGTAGCCCTTCTCGTAC
Cre05.g234576 GGAGGCGGAGGTATGTCTGCCCTGGACTTTGG GGTTCCACCACCACCTCACGGCGAGGGAGGC Cre05.g234636 GGAGGCGGAGGTATGAGCGCGGTGGACG GGTTCCACCACCACCCTCCCCTCCGCCCCTC
Cre05.g234637 GGAGGCGGAGGTATGGTGCGCATCAGCG GGTTCCACCACCACCGTAGAAGAAGCCCAGCACC Cre05.g234638 GGAGGCGGAGGTATGATGCTCTCTAGCAAGAACC GGTTCCACCACCACCTTACGAGCTGCCGACCA
Cre05.g234639 GGAGGCGGAGGTATGCCGCCCAAGCAGAAGAAT GGTTCCACCACCACCCCGCACGGGCACAATGTC Cre05.g234640 GGAGGCGGAGGTATGGCACATTTCAACAGCGT GGTTCCACCACCACCTCCGCCTCCCTTCTTGATC
Cre05.g234641 GGAGGCGGAGGTATGCTGCGACAAGGAGGT GGTTCCACCACCACCCTTGAGCTCCTCCACGCC Cre05.g234643 GGAGGCGGAGGTATGCCTCGAACTGCGGA GGTTCCACCACCACCGCGCTGCTCACCTAAGC
Cre05.g234644 GGAGGCGGAGGTATGGTGCCTGATGCCCTTG GGTTCCACCACCACCCTGCTCCTCTGGCTGCAG Cre05.g234646 GGAGGCGGAGGTATGGATAGTGAAATACTTCCAGAC GGTTCCACCACCACCTTAAGCAGGCAGCGACG
Cre05.g234648 GGAGGCGGAGGTATGGCGAAGCATCACCCA GGTTCCACCACCACCCCGCTTCTTGAACCCGTAC Cre05.g234649 GGAGGCGGAGGTATGTTGCACCTGCGCC GGTTCCACCACCACCTAAGGCACCCATTGCCAC
Cre05.g234651 GGAGGCGGAGGTATGGCGACTAGCCGCGTC GGTTCCACCACCACCGTTCTCAGGCTCGTCGCC Cre05.g234652 GGAGGCGGAGGTATGGCACCGAAGGCGGAC GGTTCCACCACCACCCTTCGCCTCGGCGGCGAC
Cre05.g234653 GGAGGCGGAGGTATGGCGGACTGGAAAGAAC GGTTCCACCACCACCGCGACGACGTTGCCTG Cre05.g234654 GGAGGCGGAGGTATGGGGCAGTACCCCTCAA GGTTCCACCACCACCCCGCCTGCCGACCAGG
Cre05.g234655 GGAGGCGGAGGTATGACAACAGAGCTTGATCTGAC GGTTCCACCACCACCCTAGAGGAAGTTGGAGTCGAGT Cre05.g234656 GGAGGCGGAGGTATGGCAGCACTGAAAGACC GGTTCCACCACCACCGGCCCCAGTCGGGTAG
Cre05.g234657 GGAGGCGGAGGTATGACCGGTGCCGCAG GGTTCCACCACCACCCACGTGCACCACCCGG Cre05.g234658 GGAGGCGGAGGTATGGGGTCCTGCTTCGTCT GGTTCCACCACCACCCTGAAATGGGAAGGGCATGGG
Cre05.g234659 GGAGGCGGAGGTATGGCAACAGAGGGCTCG GGTTCCACCACCACCGTCCCGGATGCCTGTCC Cre05.g234660 GGAGGCGGAGGTATGCTCCCGGACCCGG GGTTCCACCACCACCCTACTGCAGCGGCACCG
Cre05.g234661 GGAGGCGGAGGTATGGAGATTACTCCTGAGCTTA GGTTCCACCACCACCGCATGGCTTAAACTCCTCGGT Cre05.g234662 GGAGGCGGAGGTATGGCCGGCGACTTTGAC GGTTCCACCACCACCGCTGACTCCCATTTTCTTTTTCA
Cre05.g234663 GGAGGCGGAGGTATGGAGTTGCGCAAGAGGC GGTTCCACCACCACCCTGAAGGGCAGGCAGCCC Cre05.g234663 GGAGGCGGAGGTATGGAGTTGCGCAAGAGG GGTTCCACCACCACCCTGAAGGGCAGGCAGCC
Cre05.g234664 GGAGGCGGAGGTATGGCGAGCACTGCCACAA GGTTCCACCACCACCGGGTCCGCCCACCACCCTC Cre05.g234665 GGAGGCGGAGGTATGAGCGAAAACGCGCGG GGTTCCACCACCACCCGCCAGCATGAACCCGGC
Cre05.g234665 GGAGGCGGAGGTATGAGCGAAAACGCGCG GGTTCCACCACCACCCGCCAGCATGAACCCG Cre05.g234666 GGAGGCGGAGGTATGTCAAACGAACCCGTGCC GGTTCCACCACCACCCCGCAGCGCCCGGATG
Cre05.g234667 GGAGGCGGAGGTATGAACGCGGCTGGCC GGTTCCACCACCACCCGCCAGCATGAACCCG Cre05.g234750 GGAGGCGGAGGTATGTTGCAAGCACGCCAAGT GGTTCCACCACCACCCTTGGGCGCCTCCGCC
Cre05.g234801 GGAGGCGGAGGTATGCCGGCACACCAACGG GGTTCCACCACCACCCGATGAGGAAAAGGCCGTTG Cre05.g234892 GGAGGCGGAGGTATGCTCCAGCTTAGCCGC GGTTCCACCACCACCCTAAGCGGGCTCCAGCC
Cre05.g234934 GGAGGCGGAGGTATGCGGCGGTACTTGGC GGTTCCACCACCACCGGCAGCAGGGGGGCAG Cre05.g234976 GGAGGCGGAGGTATGCCCAAGGATACAGTGGA GGTTCCACCACCACCTGGACGGCACCACAGG
Cre05.g235018 GGAGGCGGAGGTATGCAGCTGCGTTTCACTG GGTTCCACCACCACCGGGGGCCTGCACAGGT Cre05.g235060 GGAGGCGGAGGTATGCTCACCCGGGCGC GGTTCCACCACCACCGCCGCCTGGAGCTGTG
Cre05.g235144 GGAGGCGGAGGTATGGCGGACCTCCATCTC GGTTCCACCACCACCTTCCATGTAGGCAGTCTGCA Cre05.g235186 GGAGGCGGAGGTATGCACGGAATTTCTCTTGGC GGTTCCACCACCACCCTCAGCCTCAACTGCGG
Cre05.g235228 GGAGGCGGAGGTATGCTACATGAGCTTGGTCG GGTTCCACCACCACCCACAAAGCGCTTCTCGAGC Cre05.g235355 GGAGGCGGAGGTATGCAGAGGCGCAGGC GGTTCCACCACCACCCGGGAACGCGTCACTTG
Cre05.g235450 GGAGGCGGAGGTATGGTGTTCTCGTGCTTTGGTT GGTTCCACCACCACCACCTGACCTGCGTGAAAATGAG Cre05.g235500 GGAGGCGGAGGTATGCTGGCCAGTATGCGA GGTTCCACCACCACCAATGCGTTCACGATCCTTGA
Cre05.g235550 GGAGGCGGAGGTATGAAGCTTTCAGCCTTCGG GGTTCCACCACCACCCGGCTCCAGAACCTGGG Cre05.g235600 GGAGGCGGAGGTATGGCCCCCGTGTGCTTC GGTTCCACCACCACCCAAGAGGAGTAGCAGCACGAC
Cre05.g235650 GGAGGCGGAGGTATGCGGTTTAAAGCCATTCTGG GGTTCCACCACCACCCTACGCCACCGCCCTC Cre05.g235700 GGAGGCGGAGGTATGCAGAACATGAAGCAGTTGA GGTTCCACCACCACCCTAGGGCAGGTTCGCGA
Cre05.g235750 GGAGGCGGAGGTATGAAGCAGAGGCCAATCAG GGTTCCACCACCACCGGCGCTCGCCACTAAC Cre05.g235800 GGAGGCGGAGGTATGGCCTTCGCATATGGAGG GGTTCCACCACCACCCGACGCGCCCATCTCCAG
Cre05.g235850 GGAGGCGGAGGTATGACGTCGACAGTATCAAAGC GGTTCCACCACCACCTTACAAGAGGAGTAGCAGCACG Cre05.g235950 GGAGGCGGAGGTATGCCTGCTCCAGCCT GGTTCCACCACCACCCAGCAGCAGTGCTCCCA
Cre05.g236000 GGAGGCGGAGGTATGCTTCCAGGCTGGTGG GGTTCCACCACCACCATTTAACTGCGGTGGCTGC Cre05.g236150 GGAGGCGGAGGTATGCCCACGACAGCAAACG GGTTCCACCACCACCGTCCTTGAGGTGCGGGTAG
Cre05.g236183 GGAGGCGGAGGTATGGCGGTGCCATGGC GGTTCCACCACCACCTCATCCGGCCACGGGC Cre05.g236250 GGAGGCGGAGGTATGGGCTGTGGCGCAT GGTTCCACCACCACCCAACTCCACCAGCTCCCA
Cre05.g236350 GGAGGCGGAGGTATGGCGCATCGACAGC GGTTCCACCACCACCACAAAGCGTGATGTATGTCGG Cre05.g236375 GGAGGCGGAGGTATGCCCAGCTGCTGGG GGTTCCACCACCACCCTATGCGCGGTGCAGC
Cre05.g236450 GGAGGCGGAGGTATGCGGCTCTGGCCCA GGTTCCACCACCACCTTATCGGCTGCCGCCG Cre05.g236500 GGAGGCGGAGGTATGGCGCGCTCGACCCAG GGTTCCACCACCACCCCCATCATTTTCCTCCACTGCT
Cre05.g236501 GGAGGCGGAGGTATGGCTTTGCCTGAATGCG GGTTCCACCACCACCCCACATACCGCCACCCA Cre05.g236525 GGAGGCGGAGGTATGGCACCATCCCGGAC GGTTCCACCACCACCGGTTGTGGCTGCTGCTG
Cre05.g236550 GGAGGCGGAGGTATGATGGCTCATCGACAGC GGTTCCACCACCACCACAAAGCGTGATGTATGTCGG Cre05.g236626 GGAGGCGGAGGTATGCTCATTGCATTCACACGC GGTTCCACCACCACCCCGGTCCAGGACTGAAAAG
Cre05.g236650 GGAGGCGGAGGTATGGCGACATTGTCCCAGAC GGTTCCACCACCACCCTGCCGCCGCTCCTCC Cre05.g236700 GGAGGCGGAGGTATGACCGATGTGCGACCA GGTTCCACCACCACCCATGCCTGAAACGAGGCT
Cre05.g236750 GGAGGCGGAGGTATGGCGAAGCCGGCAG GGTTCCACCACCACCCTTCTTCGGCCTGACTCCC Cre05.g236802 GGAGGCGGAGGTATGCTGCGGAGCTCGC GGTTCCACCACCACCCTGCGCCGACGGTGGT
Cre05.g236850 GGAGGCGGAGGTATGCGGCGGTCTCGCG GGTTCCACCACCACCCGGTAGAGGTTGTGCCGGC Cre05.g236926 GGAGGCGGAGGTATGGCCTGCACGCAGG GGTTCCACCACCACCCTACTGCTGCGCCGGC
Cre05.g236950 GGAGGCGGAGGTATGCAGACTCGCTCCGA GGTTCCACCACCACCTCAGTCAATTACAATCTCGACCTT Cre05.g237000 GGAGGCGGAGGTATGCGCAGCGCTTTGTGC GGTTCCACCACCACCTGCGTCCACTCGCGTGAG
Cre05.g237050 GGAGGCGGAGGTATGCAGTGTTTAGGACGCGCAA GGTTCCACCACCACCACGGTCAAACTTCTGGCAGTAC Cre05.g237100 GGAGGCGGAGGTATGGCTTCTGTCGAGGACCTTA GGTTCCACCACCACCCTGGTGCGTCTTTGCCTGG
Cre05.g237150 GGAGGCGGAGGTATGGTATTCAAGAAGTTTCGACAG GGTTCCACCACCACCCTAGCGTGAGCGGCCC Cre05.g237200 GGAGGCGGAGGTATGTCCGCGGCCGCTGCC GGTTCCACCACCACCCGGGTGCAGGGGCACCCCTG
Cre05.g237250 GGAGGCGGAGGTATGAGCGCAGGAAGCCA GGTTCCACCACCACCGCTGAACCGAACCGCC Cre05.g237283 GGAGGCGGAGGTATGGCGGAGTTGGCCAGTC GGTTCCACCACCACCCGGGTGCAGGGGCACCCC
Cre05.g237350 GGAGGCGGAGGTATGGGGCCCGTTGAACA GGTTCCACCACCACCGAAGTCGTCATCGCTGTCG Cre05.g237400 GGAGGCGGAGGTATGAGCTCACAAATGCTGAACC GGTTCCACCACCACCTTACGCCCGGAGCTGG
Cre05.g237450 GGAGGCGGAGGTATGGCCCTGACTCTTCACC GGTTCCACCACCACCGTCGCGCATCTGGGGA Cre05.g237500 GGAGGCGGAGGTATGTCCATGCTGCTCCAGT GGTTCCACCACCACCCACCACGAAGACGGGC
Cre05.g237550 GGAGGCGGAGGTATGGCCCTTACAATTGCTCGC GGTTCCACCACCACCTCAGCAGGGCCGCAGC Cre05.g237600 GGAGGCGGAGGTATGCTGAGGAAGATTGCGCC GGTTCCACCACCACCATTGTAGCCGTCCGACCTCA
Cre05.g237600 GGAGGCGGAGGTATGCTGAGGAAGATTGCGC GGTTCCACCACCACCATTGTAGCCGTCCGACCT Cre05.g237650 GGAGGCGGAGGTATGAACTCTCAGCTGTCGGC GGTTCCACCACCACCTTTGCCCTTGGGGAAGGGT
Cre05.g237700 GGAGGCGGAGGTATGTACCTGATGTACTACGACGAC GGTTCCACCACCACCAAGCTCCGGAGGGGGCTTC Cre05.g237750 GGAGGCGGAGGTATGGCTCTTCTACAAGAGGCA GGTTCCACCACCACCTCACGCCGTTGTGCCG
Cre05.g237800 GGAGGCGGAGGTATGGATGCCGGCGAGCCG GGTTCCACCACCACCTGCCTCCTCAATCTCCCCG Cre05.g237800 GGAGGCGGAGGTATGGCTCTTCTACAAGAGGCA GGTTCCACCACCACCTCACGCCGTTGTGCCG
Cre05.g237800 GGAGGCGGAGGTATGGATGCCGGCGAGC GGTTCCACCACCACCTGCCTCCTCAATCTCCCC Cre05.g237850 GGAGGCGGAGGTATGGCCCTTACAATTGCTCGC GGTTCCACCACCACCGCAGGGTCGCAGCCGC
Cre05.g237870 GGAGGCGGAGGTATGGCCATGTCGCTGGT GGTTCCACCACCACCGCTTGCTCGCCCAGCA Cre05.g237890 GGAGGCGGAGGTATGGCCGGCTGGTGTC GGTTCCACCACCACCCACCACGAAGACGGGC
Cre05.g237910 GGAGGCGGAGGTATGGCCGAAGGCACGG GGTTCCACCACCACCGCCCCCACCCAGATGC Cre05.g237930 GGAGGCGGAGGTATGCGCCATGGCGAGA GGTTCCACCACCACCCCTACGTACGCCTGCTTG
Cre05.g238000 GGAGGCGGAGGTATGTCAAATAATAACACGCCAGC GGTTCCACCACCACCCTAAGCCGCTGCGCCT Cre05.g238052 GGAGGCGGAGGTATGCCAAGCCGGGAAGG GGTTCCACCACCACCCCACGACACATACGGTACG
Cre05.g238100 GGAGGCGGAGGTATGGCCCGAAAGGTGGTCATTC GGTTCCACCACCACCGGACGGAGGCGCCAGCTG Cre05.g238100 GGAGGCGGAGGTATGGCCCGAAAGGTGGTCA GGTTCCACCACCACCGGACGGAGGCGCCAGC
Cre05.g238140 GGAGGCGGAGGTATGGCCACCCTGCGAC GGTTCCACCACCACCCGAGGATGGACTAGACAACCC Cre05.g238150 GGAGGCGGAGGTATGTCACCAGCTAGCAGCT GGTTCCACCACCACCCAGCTCATCGCTGCCG
Cre05.g238200 GGAGGCGGAGGTATGGCCTTCGCTCTGTCC GGTTCCACCACCACCGATCTTGCCCTCCAGCATG Cre05.g238250 GGAGGCGGAGGTATGGACGTGGATGGCCTG GGTTCCACCACCACCGCACACCGGCTCCTGCTTC
Cre05.g238260 GGAGGCGGAGGTATGGGCTGGGAGTTTACTGA GGTTCCACCACCACCCCTGTCCCTGGTCCCTG Cre05.g238270 GGAGGCGGAGGTATGGGCTGGGAGTTTACTGA GGTTCCACCACCACCGCCCTGCAGCCTCATG
Cre05.g238280 GGAGGCGGAGGTATGGCGTATGCGGCAA GGTTCCACCACCACCCTACTTGAGGTTTTGCATGATCT Cre05.g238290 GGAGGCGGAGGTATGAGGACACAAGCTGCGAAC GGTTCCACCACCACCCAGCTGCGTCGCGGGG
Cre05.g238301 GGAGGCGGAGGTATGCCGCGGTCCAGTC GGTTCCACCACCACCGTGAATGAACACGCTGTCGC Cre05.g238311 GGAGGCGGAGGTATGGCCCCGACGTTCT GGTTCCACCACCACCGTTGACCCGCATGCTCTC
Cre05.g238322 GGAGGCGGAGGTATGCAGACCTCCACGCAG GGTTCCACCACCACCCTTCCGCTTGAACGGCGG Cre05.g238332 GGAGGCGGAGGTATGGCCGTCATGATGCGC GGTTCCACCACCACCGATCTCAGCAGGCGACATCAT
Cre05.g238343 GGAGGCGGAGGTATGTTAGCTCAAATAGCTTCCCA GGTTCCACCACCACCTTAGTTGCGGCTCCTGCT Cre05.g238353 GGAGGCGGAGGTATGGAGAGGCTGTCTGCA GGTTCCACCACCACCCGTACGCCGACTGCAG
Cre05.g238364 GGAGGCGGAGGTATGGCGCCAAAGGAGCC GGTTCCACCACCACCTGCAGTGGCCACAGCA Cre05.g238400 GGAGGCGGAGGTATGAATTGGGACTCGTGCC GGTTCCACCACCACCGCAGCAGTAGCCGTAAGC
Cre05.g238450 GGAGGCGGAGGTATGGATCGCTTCTCCTTTGGAG GGTTCCACCACCACCAGGGTGCGATGGACCCAC Cre05.g238500 GGAGGCGGAGGTATGCACGAATTCGGGTCTG GGTTCCACCACCACCCACCAGCACCGCTTCAG
Cre05.g238550 GGAGGCGGAGGTATGCGGGGCGATCGGG GGTTCCACCACCACCCCGTGCCAAGCTGCCA Cre05.g238600 GGAGGCGGAGGTATGCGACGCACTGCCG GGTTCCACCACCACCCTGGGCAGGGAAGGTAGG
Cre05.g238650 GGAGGCGGAGGTATGTCCATTTCAGCTGGTCAC GGTTCCACCACCACCCTCTGCCGGGAAGGTGG Cre05.g238687 GGAGGCGGAGGTATGAGGAGCCTGGGGC GGTTCCACCACCACCACGACGACGGTTGTAACCG
Cre05.g238761 GGAGGCGGAGGTATGGGCATGATTGCAGCTG GGTTCCACCACCACCGCCCGTTCGCCCTTCG Cre05.g238800 GGAGGCGGAGGTATGATGCCAAAGCTGGGG GGTTCCACCACCACCCTATGGCGCGGTCGCT
Cre05.g238850 GGAGGCGGAGGTATGCTCGCATCGCTATCTCG GGTTCCACCACCACCCGACCGCCAGTCCCGC Cre05.g238900 GGAGGCGGAGGTATGGACGCCTTTGCGCT GGTTCCACCACCACCCTCGGCACCACCCCGG
Cre05.g238935 GGAGGCGGAGGTATGGCAGCAGCCGCGC GGTTCCACCACCACCCACTTGCATGTACGGCGGC Cre05.g238950 GGAGGCGGAGGTATGGAGCCAAGCCAAGCA GGTTCCACCACCACCCGACTCACCCTCGCCG
Cre05.g239000 GGAGGCGGAGGTATGCCCGCGACGTCTC GGTTCCACCACCACCCACAAATACCGCCGCGC Cre05.g239050 GGAGGCGGAGGTATGGCGCTAAAGCTTCTCC GGTTCCACCACCACCTCATCCCTGCTGGCGC
Cre05.g239067 GGAGGCGGAGGTATGTGGGCAAGCGCTTT GGTTCCACCACCACCCCTGACCGCAGCAGCA Cre05.g239083 GGAGGCGGAGGTATGGCGCTAAAGCTTCTCC GGTTCCACCACCACCCCGTCCACGCCTGTTTC
Cre05.g239151 GGAGGCGGAGGTATGCGGGCTGCCGTGT GGTTCCACCACCACCCGGCACCACCTGAATCCA Cre05.g239200 GGAGGCGGAGGTATGGCAGCCAAGGGAAAGCA GGTTCCACCACCACCGCCCCACGTGAGCGCG
Cre05.g239250 GGAGGCGGAGGTATGTCGCACGAGTCTGGC GGTTCCACCACCACCGATGGCGTTGACAATGCG Cre05.g239300 GGAGGCGGAGGTATGGCTGAACAGCCGCTG GGTTCCACCACCACCGGGGACGTTGCTCACGCC



A.2. LISTS 175

Cre05.g239400 GGAGGCGGAGGTATGGACTTACTACTGGACACGG GGTTCCACCACCACCTTAGCAGGGGCGCGTG Cre05.g239450 GGAGGCGGAGGTATGGCGCCCAATTCGC GGTTCCACCACCACCCATCAGCTGCTCCTCCGC
Cre05.g239500 GGAGGCGGAGGTATGGGTGCCGCAGACC GGTTCCACCACCACCGCCGCAGAAGCCCTTC Cre05.g239550 GGAGGCGGAGGTATGTCTGCGGCCACTGA GGTTCCACCACCACCTTCACACTCTTCCGCATCTC
Cre05.g239650 GGAGGCGGAGGTATGTCGACGGAGCCAGGC GGTTCCACCACCACCCGCGCTGAGCACGCCCTTTG Cre05.g239652 GGAGGCGGAGGTATGGAATCGCCGTTGGAGTG GGTTCCACCACCACCCAGCCCCATCGGCCGG
Cre05.g239700 GGAGGCGGAGGTATGGCAACTGACATAACAATGC GGTTCCACCACCACCTCAATCAAACACCAGCTGTCC Cre05.g239750 GGAGGCGGAGGTATGCTTGCTACAGTAACGCTGT GGTTCCACCACCACCTGCCAGCCATGTGCGGTA
Cre05.g239800 GGAGGCGGAGGTATGAGGTCATCAAAGCTGGGC GGTTCCACCACCACCGCTGCTGCTGGTGCTGCC Cre05.g239850 GGAGGCGGAGGTATGGCGACGAGCTCAGTTG GGTTCCACCACCACCAAGCGCATACACCGGCAC
Cre05.g239900 GGAGGCGGAGGTATGTGCACTACAAACTGTAGTCTG GGTTCCACCACCACCGGACGACGTCCACTCGCG Cre05.g239950 GGAGGCGGAGGTATGCTGCAGCCGCGTG GGTTCCACCACCACCCTCCTGTAGCGGCCCTG
Cre05.g239978 GGAGGCGGAGGTATGAACCGGCGCGAAAC GGTTCCACCACCACCCGCCCTCGGCCAGAAC Cre05.g240000 GGAGGCGGAGGTATGGTCAATTGGAATAGTATTGGTCAC GGTTCCACCACCACCGTATCGCCCACTGACAGCG
Cre05.g240150 GGAGGCGGAGGTATGGCCACTGCTCGGCAA GGTTCCACCACCACCCCGGGCGTAGTCCAGTGTGTAC Cre05.g240200 GGAGGCGGAGGTATGTCCGGAACGAGCGC GGTTCCACCACCACCGCCACATACGGCGGCC
Cre05.g240225 GGAGGCGGAGGTATGCCCTCCGGACTCG GGTTCCACCACCACCGCTGGTCGGTGGGGAA Cre05.g240251 GGAGGCGGAGGTATGTCTTTCCGCTCAGCCG GGTTCCACCACCACCCTAATCGTCCTGGAAGTCTAGGTA
Cre05.g240300 GGAGGCGGAGGTATGATGCTTTCGCACAAGAGT GGTTCCACCACCACCCAAGCCCTGCGCGAAG Cre05.g240350 GGAGGCGGAGGTATGGTCATTGACCCGACGC GGTTCCACCACCACCGCTGCCCAGCAGCTGC
Cre05.g240400 GGAGGCGGAGGTATGATGACATGGGGCGGC GGTTCCACCACCACCTTTGTACGCCACCGCCGC Cre05.g240450 GGAGGCGGAGGTATGGCTTCTAATGAGCAACAACC GGTTCCACCACCACCTCATTTCGGTGTGTCCTCG
Cre05.g240500 GGAGGCGGAGGTATGGAGGAATGCCCCGTTTG GGTTCCACCACCACCGGGCGCTCCGTAGCGCTC Cre05.g240533 GGAGGCGGAGGTATGTCTGGCGAGCGCGCAAG GGTTCCACCACCACCGGCGGTGGCCCCACCTCG
Cre05.g240550 GGAGGCGGAGGTATGACTTTCAGCTGCTCCG GGTTCCACCACCACCTTACAGCGCGTTGCCG Cre05.g240650 GGAGGCGGAGGTATGGCGCCGAAACAGCGC GGTTCCACCACCACCGCCCTTAAGCGCGGCGTG
Cre05.g240700 GGAGGCGGAGGTATGCATAGCAGACAGCGC GGTTCCACCACCACCAAGCAACGTCCGGCGC Cre05.g240800 GGAGGCGGAGGTATGTCAAACGCCCTGCG GGTTCCACCACCACCCGCCTCCAGCTCCTCA
Cre05.g240850 GGAGGCGGAGGTATGCAGCTGTTCGCTCGTTC GGTTCCACCACCACCGTGGTACAGCTGGGCGCC Cre05.g240900 GGAGGCGGAGGTATGGCGCGGTGTCAGG GGTTCCACCACCACCCTGGTAGCCAGTCGGATACA
Cre05.g240950 GGAGGCGGAGGTATGCAGTCCGCCGCTGA GGTTCCACCACCACCCTGGCGGGGCCAGGGT Cre05.g241000 GGAGGCGGAGGTATGATGCTGTCTCGCAACAC GGTTCCACCACCACCCTGCTTGTCCACCACCAG
Cre05.g241050 GGAGGCGGAGGTATGGAATGGAATCTGCGGATAG GGTTCCACCACCACCCTACCGTTTCGACATGGCC Cre05.g241100 GGAGGCGGAGGTATGGGGGCTTGTGGGCGAG GGTTCCACCACCACCCTTGGGCATAAACTCCTCCACC
Cre05.g241202 GGAGGCGGAGGTATGTCCTTCTTGGACCCCGAC GGTTCCACCACCACCCCGCCGACGAGCCAGC Cre05.g241250 GGAGGCGGAGGTATGACGTCGCTCACTGCC GGTTCCACCACCACCTCCGCTCACAAAGTCTGACAC
Cre05.g241250 GGAGGCGGAGGTATGACGTCGCTCACTGCC GGTTCCACCACCACCTCCGCTCACAAAGTCTGACA Cre05.g241300 GGAGGCGGAGGTATGGCGGCTTTCGTGC GGTTCCACCACCACCTGACATGGGCTCGTCCTC
Cre05.g241350 GGAGGCGGAGGTATGCGCCCAGCGTCAGCG GGTTCCACCACCACCCACGTTGGTGGCCGAGCCAGAG Cre05.g241350 GGAGGCGGAGGTATGCGCCCAGCGTCAG GGTTCCACCACCACCCACGTTGGTGGCCGAG
Cre05.g241400 GGAGGCGGAGGTATGACCTACTCGGCTCGCATTC GGTTCCACCACCACCAGTCGTGAAGCTGAAGCCG Cre05.g241400 GGAGGCGGAGGTATGACCTACTCGGCTCGC GGTTCCACCACCACCAGTCGTGAAGCTGAAGCCG
Cre05.g241450 GGAGGCGGAGGTATGCAGACGACCGTGGGG GGTTCCACCACCACCCTTGGTGCCGGCAGTGGC Cre05.g241500 GGAGGCGGAGGTATGTGCCCCGTGGGTG GGTTCCACCACCACCCCTGGGGCACCGGGTC
Cre05.g241550 GGAGGCGGAGGTATGGTGCCCAAGCTTCGTGG GGTTCCACCACCACCTGGCGTTGTCGCGGCG Cre05.g241600 GGAGGCGGAGGTATGTGGCTGACGAAATTAAGAGC GGTTCCACCACCACCTTAGACAGGGAGGGCCAGG
Cre05.g241629 GGAGGCGGAGGTATGCCCTTCGACACTTCTCT GGTTCCACCACCACCTAAGGGCACGTATGCCATCC Cre05.g241630 GGAGGCGGAGGTATGAGCGCCACCGCTG GGTTCCACCACCACCTGTCCGGGCGATGAGG
Cre05.g241631 GGAGGCGGAGGTATGATAGCTCGCGTTCTTGGC GGTTCCACCACCACCATCGACAATGCCCTTCGGC Cre05.g241633 GGAGGCGGAGGTATGCTCGCGGCCTCCG GGTTCCACCACCACCCAGCCGCCTCAGCAGC
Cre05.g241634 GGAGGCGGAGGTATGGACAGCCACGACCC GGTTCCACCACCACCCTTGCCCGTCGCCTCC Cre05.g241635 GGAGGCGGAGGTATGCTGCCGATGCCCTAC GGTTCCACCACCACCTACCATCCGCAGGTACTCGTC
Cre05.g241635 GGAGGCGGAGGTATGCTGCCGATGCCCTA GGTTCCACCACCACCTACCATCCGCAGGTACTCG Cre05.g241636 GGAGGCGGAGGTATGGACGCTGTTGTTGGTGG GGTTCCACCACCACCCTAAGCGGCGGGCGGC
Cre05.g241637 GGAGGCGGAGGTATGGATGACTCTATGGACTACCC GGTTCCACCACCACCTCACAAGCCCAGCACATC Cre05.g241638 GGAGGCGGAGGTATGCATTTGACGCTGCCAC GGTTCCACCACCACCCTCGTCGTCGTCCTCCTCA
Cre05.g241639 GGAGGCGGAGGTATGCAATCTCAGCAGCTGC GGTTCCACCACCACCGAACAGCCCGAACAGCC Cre05.g241640 GGAGGCGGAGGTATGGCCACGGGCACAC GGTTCCACCACCACCGCCGTAGTACTCATCCAGCT
Cre05.g241641 GGAGGCGGAGGTATGGACCCGGCATTCGGAC GGTTCCACCACCACCACGGCGGCAACGCCAC Cre05.g241642 GGAGGCGGAGGTATGGAATCCCGGACCTGTC GGTTCCACCACCACCGGTTACTTTCATCGCCTTGCG
Cre05.g241643 GGAGGCGGAGGTATGGGCGTCTTAAAGCCG GGTTCCACCACCACCAGTCCTGCTTTCTGCTGTTC Cre05.g241644 GGAGGCGGAGGTATGGGCCGACAAGGGCC GGTTCCACCACCACCCTACGTGCGGCCCCGG
Cre05.g241645 GGAGGCGGAGGTATGCAGCGCGCAGCAG GGTTCCACCACCACCCTACTTCCACGCGGCGC Cre05.g241646 GGAGGCGGAGGTATGGACGTGGTGGGAGC GGTTCCACCACCACCCTACTTCCACGCGGCG
Cre05.g241647 GGAGGCGGAGGTATGCCCGCCTTGGACT GGTTCCACCACCACCCTACTCGTCACTGTCATAGACATC Cre05.g241648 GGAGGCGGAGGTATGGGCAAACGAGGGCG GGTTCCACCACCACCTTCCAGGGGTTGGGGGT
Cre05.g241649 GGAGGCGGAGGTATGCCCGCCTTGGACT GGTTCCACCACCACCCTACTCGTCACTGTCATAGACATC Cre05.g241650 GGAGGCGGAGGTATGAGCCTATTCTGCCGGC GGTTCCACCACCACCGGCAGTAGAGAAGCGCTTCAG
Cre05.g241651 GGAGGCGGAGGTATGCGCTTATTGTGCACCG GGTTCCACCACCACCCGTGAACTGCCATGAACCC Cre05.g241652 GGAGGCGGAGGTATGGGCGCTTCAGCAGCG GGTTCCACCACCACCCCTGCAAGCAATGTCGTACCA
Cre05.g241653 GGAGGCGGAGGTATGGCCCGACAGAAAAGTAAA GGTTCCACCACCACCCTACTTCTTCAACATCTCAGGGAT Cre05.g241654 GGAGGCGGAGGTATGAACAGAACGCGCAACC GGTTCCACCACCACCCCTGCCGTGCCTCCTG
Cre05.g241655 GGAGGCGGAGGTATGTCGATGTGCATCGCG GGTTCCACCACCACCGCCGTACGATACGTAGCG Cre05.g241750 GGAGGCGGAGGTATGTTGGCAAGCCTTGCGC GGTTCCACCACCACCGGGCAGCGGCTCCTGG
Cre05.g241751 GGAGGCGGAGGTATGATAGGGCGTGCCAGA GGTTCCACCACCACCCACACCATGGCGGAACAA Cre05.g241850 GGAGGCGGAGGTATGAAGCGTCTAGCAGGGATCG GGTTCCACCACCACCTCATGCCGCAGCGCCG
Cre05.g241900 GGAGGCGGAGGTATGTCTTTGTGTTCGGCAGG GGTTCCACCACCACCATCCTCATTGAACTGTGCGTC Cre05.g241950 GGAGGCGGAGGTATGCCCGTCGTCAGCTTC GGTTCCACCACCACCCGCCAGGTCCACTGCGAAG
Cre05.g242000 GGAGGCGGAGGTATGAAGTCTCTCTGCCATGAGC GGTTCCACCACCACCCTAGTAGCCGCCCTTGGC Cre05.g242050 GGAGGCGGAGGTATGCTGGCACCATGGCG GGTTCCACCACCACCACGTAGTTCGGCAGACAGT
Cre05.g242100 GGAGGCGGAGGTATGCGCCCACGGTTACTA GGTTCCACCACCACCAGACCTCCCACGCTTCTT Cre05.g242178 GGAGGCGGAGGTATGACATTCATTGGCAAGCTAGTA GGTTCCACCACCACCCTACTGGTGGTGCTGTTGC
Cre05.g242179 GGAGGCGGAGGTATGCCGCTGTTGGAGCT GGTTCCACCACCACCTCAAGACCGTGCGGCG Cre05.g242180 GGAGGCGGAGGTATGTCGTCCTTGTTGTCCTG GGTTCCACCACCACCGTTGCGGGCTACACAGG
Cre05.g242300 GGAGGCGGAGGTATGTCAGCAGCATTTCCAGT GGTTCCACCACCACCTTACGCGTCGTCCGCG Cre05.g242301 GGAGGCGGAGGTATGGACGTGGACCGGG GGTTCCACCACCACCTTACGAAGGAAGAACACGAAGAA
Cre05.g242350 GGAGGCGGAGGTATGGCGGACGACGGGTTT GGTTCCACCACCACCTTCCGCCTTCTTGGCGGC Cre05.g242350 GGAGGCGGAGGTATGGCGGACGACGGGT GGTTCCACCACCACCTTCCGCCTTCTTGGCGG
Cre05.g242400 GGAGGCGGAGGTATGCTGGCCTCCAAGCCC GGTTCCACCACCACCAGCCAGGAAGCCCAGCTT Cre05.g242500 GGAGGCGGAGGTATGGCGGCAGTGGACAG GGTTCCACCACCACCCTCGTCCGCCTCGGCC
Cre05.g242501 GGAGGCGGAGGTATGGCCAAGTCATGCAACA GGTTCCACCACCACCTCCAAGCGTAGCTCCGC Cre05.g242502 GGAGGCGGAGGTATGTGGGCTGCTGTGCT GGTTCCACCACCACCTCAGCTCCAGGCCGCG
Cre05.g242550 GGAGGCGGAGGTATGGCCGCGGATGTGG GGTTCCACCACCACCCTCGTCCTCCTCCTCCG Cre05.g242600 GGAGGCGGAGGTATGGCCCCCGCCCCAGCTTTC GGTTCCACCACCACCGTAGCTCGCACGGTTGCGTTTG
Cre05.g242602 GGAGGCGGAGGTATGGCGCCATCCTTCTCAAC GGTTCCACCACCACCCTACGCCCCGCCTCGC Cre05.g242700 GGAGGCGGAGGTATGTTTGGCACTTTTGTCCCG GGTTCCACCACCACCTGTACCCTTAATGCTCCGCT
Cre05.g242750 GGAGGCGGAGGTATGTCGGTTTCCATAGGAACG GGTTCCACCACCACCCGCCTGGATCTTTGCAGG Cre05.g242850 GGAGGCGGAGGTATGGCATCTAATAACACGGTGT GGTTCCACCACCACCCTATGACTGCTTGTCGTGAGC
Cre05.g242856 GGAGGCGGAGGTATGCAAGCCACGGCTCTG GGTTCCACCACCACCGAGGACTTGGATGGAGCCG Cre05.g242857 GGAGGCGGAGGTATGGGCGCAGGAAGCT GGTTCCACCACCACCCTACCCCAGCCCCAGC
Cre05.g242859 GGAGGCGGAGGTATGGTGGAAGAGTCGGTGA GGTTCCACCACCACCGTCCGCGTCGTCTGAGA Cre05.g242860 GGAGGCGGAGGTATGGCTTGGGTTCTGCCA GGTTCCACCACCACCTACCCTTGGCGCTGCA
Cre05.g242950 GGAGGCGGAGGTATGTCTGGTGCCGAGACG GGTTCCACCACCACCTACCTCGGTCCGGTACGC Cre05.g243000 GGAGGCGGAGGTATGGACTCCCAAGGCGTGAAA GGTTCCACCACCACCGTTTTTCAGCAGGAAGTTGAAGA
Cre05.g243050 GGAGGCGGAGGTATGGCGCTGCCTTTGCGTC GGTTCCACCACCACCGTTCTTGGGCGGCTGGTG Cre05.g243151 GGAGGCGGAGGTATGGGTGGAGGAGCGTCAA GGTTCCACCACCACCGGACGCCTCGAGCGCC
Cre05.g243351 GGAGGCGGAGGTATGCCGACAGCTATAGAAGACG GGTTCCACCACCACCTTACTTCATGCACAGCACCA Cre05.g243354 GGAGGCGGAGGTATGAACCGTGTCGCCAAC GGTTCCACCACCACCCCACATTCCGCTGCAAGG
Cre05.g243358 GGAGGCGGAGGTATGCCGCCAGCCTGGA GGTTCCACCACCACCGTGCCTGCGGCCTCCT Cre05.g243450 GGAGGCGGAGGTATGCTATTGCCGCTACTCTTG GGTTCCACCACCACCCTATTGCGGTCGCGCC
Cre05.g243451 GGAGGCGGAGGTATGATTCTTCAGCACACGCA GGTTCCACCACCACCCAGCTTCAGCTTGCCCTC Cre05.g243452 GGAGGCGGAGGTATGAGCCGCTCGAGAGC GGTTCCACCACCACCCTGCCGCTGCTGCTGG
Cre05.g243453 GGAGGCGGAGGTATGGCCGAAAGAGCATCG GGTTCCACCACCACCCCACGCGGTCCTGAAC Cre05.g243454 GGAGGCGGAGGTATGTTTAGTTCTCATGGAAGTGGT GGTTCCACCACCACCCTATGGATTCCGAATGGTGCG
Cre05.g243455 GGAGGCGGAGGTATGGAGACCCGGGACAGT GGTTCCACCACCACCCTCCATGGCCCAGAACGC Cre05.g243472 GGAGGCGGAGGTATGATGGCTCGACTCTCGG GGTTCCACCACCACCCTCTTCCCACGGTGAAACTC
Cre05.g243550 GGAGGCGGAGGTATGAGAACCATTCGCGAAACC GGTTCCACCACCACCAGCGCCGGAGTCTGAC Cre05.g243600 GGAGGCGGAGGTATGGGGTACGGCACCACC GGTTCCACCACCACCCACCGCACTGCTGTACACG
Cre05.g243601 GGAGGCGGAGGTATGCTACATGAGCTCGGTCG GGTTCCACCACCACCCGAACCAGTGCAGCCG Cre05.g243650 GGAGGCGGAGGTATGAAAACCATTCGCGAAACCC GGTTCCACCACCACCAGCGCCGGAGTCTGACATT
Cre05.g243700 GGAGGCGGAGGTATGAAGTCAAGGGCGCTG GGTTCCACCACCACCGTCCTCATGCTGCTGCTC Cre05.g243800 GGAGGCGGAGGTATGGCGTCTATTACCTGCAGC GGTTCCACCACCACCGCGGTTGCGGGTCAGCAG
Cre05.g243802 GGAGGCGGAGGTATGTCCATGGACAGCGCT GGTTCCACCACCACCCTGGACTTGTGCCTCCAC Cre05.g243803 GGAGGCGGAGGTATGCACCTGCCACGTCC GGTTCCACCACCACCGGAGCCGGCCGTACAC
Cre05.g243850 GGAGGCGGAGGTATGAAGGACCTGCAGGCC GGTTCCACCACCACCCCAGGGGCAGCATCTTTG Cre05.g243900 GGAGGCGGAGGTATGAGTCCCTGGGGCAC GGTTCCACCACCACCGTCGGCAAGGCCACCC
Cre05.g243950 GGAGGCGGAGGTATGTCTAACCGCGACAAGC GGTTCCACCACCACCTGGCTTTAAGCCTCCTGCT Cre05.g244000 GGAGGCGGAGGTATGGCGCCACCAAGCG GGTTCCACCACCACCCAGGCCGGAGCTGTACG
Cre05.g244050 GGAGGCGGAGGTATGCCTTTGCGAGGAAGAGA GGTTCCACCACCACCCTGGCGGCGAGTGGGT Cre05.g244052 GGAGGCGGAGGTATGGCGACGAGGGCAG GGTTCCACCACCACCTCACGGCCCCCAGAGC
Cre05.g244150 GGAGGCGGAGGTATGGAAAGTGGTTCAAAAGAAGA GGTTCCACCACCACCCCTAGGTGGACCTCCACAGAG Cre05.g244200 GGAGGCGGAGGTATGGCGGCCGATGCAG GGTTCCACCACCACCCCGCTTTCGGGTGTTGC
Cre05.g244236 GGAGGCGGAGGTATGAGCAACTTTCTAGCATGCA GGTTCCACCACCACCCCCGCACACGAACTTGCG Cre05.g244250 GGAGGCGGAGGTATGGACTGGGATGACAGCA GGTTCCACCACCACCATCCGCCAGCGACAGC
Cre05.g244350 GGAGGCGGAGGTATGCGCGGTGCCAATGT GGTTCCACCACCACCTCAGGCTTCGCCGGCG Cre05.g244400 GGAGGCGGAGGTATGGCGGTGCAGCTCGGG GGTTCCACCACCACCCTTGGTCGCTGCCAGCATTTC
Cre05.g244450 GGAGGCGGAGGTATGGATGCAGTCAACCAGC GGTTCCACCACCACCCGCCCTCCTTCTTTCCCC Cre05.g244550 GGAGGCGGAGGTATGGCCGACTGGTCCACA GGTTCCACCACCACCCGACGGCGATCCGGCG
Cre05.g244650 GGAGGCGGAGGTATGGGCTGGGAGGCCG GGTTCCACCACCACCGCCCTGCACCGGCTCC Cre05.g244700 GGAGGCGGAGGTATGGAAACGGAGGAGCTGTTG GGTTCCACCACCACCACCGTACGGCGTGTTGTG
Cre05.g244750 GGAGGCGGAGGTATGACGAGGCCGCCGC GGTTCCACCACCACCCAGCTCCACGCCCTCG Cre05.g244800 GGAGGCGGAGGTATGCGCGCGTTGCACA GGTTCCACCACCACCTCAAGCCGCCGCGGTG
Cre05.g244850 GGAGGCGGAGGTATGGCTATTTCAGGCTCGTTACA GGTTCCACCACCACCCCCGAAGAGCTCCCACGA Cre05.g244900 GGAGGCGGAGGTATGGTGCTGGGCACCTTCA GGTTCCACCACCACCGCTGCCCTGCAGGGCG
Cre05.g244901 GGAGGCGGAGGTATGCCTAAAGTCGTTGGTTTCC GGTTCCACCACCACCGTGGTGGTCCTCCTTTGGC Cre05.g244950 GGAGGCGGAGGTATGAAGTCCACGATGATCTCGC GGTTCCACCACCACCGTCGTCCTTGGTGAGCTCCTT
Cre05.g245100 GGAGGCGGAGGTATGAACAACAAGGATGTGGATCG GGTTCCACCACCACCTCACTGCTGCGTGCCT Cre05.g245150 GGAGGCGGAGGTATGGGCAAGAACATGCCTG GGTTCCACCACCACCCCGCCTCGTTGGCGTC
Cre05.g245158 GGAGGCGGAGGTCCACACCCGCGCCTGC GGTTCCACCACCACCCTTCCACACCACGTTGCCG Cre05.g245350 GGAGGCGGAGGTATGTGGCGAAATGCGCTG GGTTCCACCACCACCTGTGCGACCACGTCTCCG
Cre05.g245351 GGAGGCGGAGGTATGCTCGACAACACCACAC GGTTCCACCACCACCGTTGCTGCTGCTGCCG Cre05.g245450 GGAGGCGGAGGTATGGCGCGCAGGCTAGCTC GGTTCCACCACCACCCAGCTTGAACCCAGAGTGCAG
Cre05.g245451 GGAGGCGGAGGTATGCATCTGCGCTTCGTGA GGTTCCACCACCACCCCGCCTGCTGCGGAACAG Cre05.g245700 GGAGGCGGAGGTATGGGCTGCGGCGCAT GGTTCCACCACCACCCCGCACGTTTACGTCGGC
Cre05.g245701 GGAGGCGGAGGTATGGACTTTGCGGAAAGCTG GGTTCCACCACCACCCACGCCCGCAGTGGTG Cre05.g245800 GGAGGCGGAGGTATGGTGGTAGACGTGGCG GGTTCCACCACCACCCTGCATGTACATCAGCGTGC
Cre05.g245900 GGAGGCGGAGGTATGAGCTTGGGCTTCCGC GGTTCCACCACCACCCTTGACGGGGTAGACCCA Cre05.g245950 GGAGGCGGAGGTATGGAGCGCGTGATCGGG GGTTCCACCACCACCCATGAACGCCGCGATCTCCTTG
Cre05.g246000 GGAGGCGGAGGTATGACTGGTGCTGCGC GGTTCCACCACCACCCTCCAGCGTGTGGTCCT Cre05.g246050 GGAGGCGGAGGTATGGCGAAGAAAGAGAAGATTACA GGTTCCACCACCACCAATCACCAGCGCTGCCAC
Cre05.g246100 GGAGGCGGAGGTATGCTGCTAATCGGCTATTCC GGTTCCACCACCACCGCTGGTGGTGCCTCTCA Cre05.g246150 GGAGGCGGAGGTATGGGGCGCTTTGTTGG GGTTCCACCACCACCTGGCTTGGGGACTGCA
Cre05.g246200 GGAGGCGGAGGTATGGCTCATTGGGCTGCTT GGTTCCACCACCACCGCTACTGCCGAATGCGCT Cre05.g246300 GGAGGCGGAGGTATGGCTCCCGCAGCTG GGTTCCACCACCACCTCAAGCCCCGCCACCG
Cre05.g246376 GGAGGCGGAGGTATGCTGCTTGGTAGAGCGC GGTTCCACCACCACCACCTGCGCGCTGGCTT Cre05.g246377 GGAGGCGGAGGTATGCATTGCCAAGCAGCA GGTTCCACCACCACCCTGCCGCCGCTTCTCC
Cre05.g246400 GGAGGCGGAGGTATGGGCGGCGAGGTGTGG GGTTCCACCACCACCCGGTTGCAGCTGGGGCTG Cre05.g246550 GGAGGCGGAGGTATGGCCCTAGTCGCAGTCC GGTTCCACCACCACCCTACTGCCGCCGCCGC
Cre05.g246551 GGAGGCGGAGGTATGGCGCGGGGGTCAG GGTTCCACCACCACCTCGCGACACACCTATGCG Cre05.g246552 GGAGGCGGAGGTATGCCCGCTCTGGGCT GGTTCCACCACCACCAAACGCACTCCTCAACCCA
Cre05.g246553 GGAGGCGGAGGTATGACGGCCACCGAGG GGTTCCACCACCACCGGCCACACTGGCCATG Cre05.g246600 GGAGGCGGAGGTATGTTTGGGAAGTTCCGCTG GGTTCCACCACCACCTTACTTCCTTGACGAGGGAAAAA
Cre05.g246650 GGAGGCGGAGGTATGCCTCGGCGTTCTCT GGTTCCACCACCACCCTCATCGTCGCTGTCGC Cre05.g246752 GGAGGCGGAGGTATGTCGAACTCGTGCTCG GGTTCCACCACCACCCGCGGGGGCCTTAAAC
Cre05.g246800 GGAGGCGGAGGTATGCTGGCCCAAACACACA GGTTCCACCACCACCGAACAGCGACTGTGTCCGC Cre05.g246850 GGAGGCGGAGGTATGGGCCTCATCACCGG GGTTCCACCACCACCGAATATGATTGCCAGCAGCAG
Cre05.g246900 GGAGGCGGAGGTATGCCGACGAGCGGCG GGTTCCACCACCACCGGCCTTGTTGACGATGATGGT Cre05.g246950 GGAGGCGGAGGTATGCCGAGCCTCAACCT GGTTCCACCACCACCGATGCCCATGGGCATGC
Cre05.g247050 GGAGGCGGAGGTATGGGGTTGCCCGCACTC GGTTCCACCACCACCGCTGCCGTGGCACGCCTC Cre05.g247100 GGAGGCGGAGGTATGGCGGGGCTTGGCG GGTTCCACCACCACCCTACCGCAGCCCCAGCC
Cre05.g247150 GGAGGCGGAGGTATGCTTGGCCTCTGCCCC GGTTCCACCACCACCCAATGCGGCCACGCGC Cre05.g247200 GGAGGCGGAGGTATGGGGCGCTACACCTGG GGTTCCACCACCACCCCCCACGCCATGGCCC
Cre05.g247350 GGAGGCGGAGGTATGGCAGTGGTGGTATGCA GGTTCCACCACCACCGTGCACCCTGCTGCCT Cre05.g247400 GGAGGCGGAGGTATGCAAGCACTTCTCGTCCC GGTTCCACCACCACCGTGCGCTGGCGGCTTC
Cre05.g247450 GGAGGCGGAGGTATGCCGCTATCGCTCCA GGTTCCACCACCACCGTCGCTGGTGCTGGCG Cre05.g247500 GGAGGCGGAGGTATGGCAACGAATGCCGCC GGTTCCACCACCACCTCAGCTGCGCCGAGGC
Cre05.g247550 GGAGGCGGAGGTATGCCGGGCGAGGGAGCAG GGTTCCACCACCACCCAGCTTGCTCTGCGCCGC Cre05.g247600 GGAGGCGGAGGTATGTCGGTGCCTGTGCCG GGTTCCACCACCACCGAACATGGTGCCTTCGGGC
Cre05.g247650 GGAGGCGGAGGTATGCCAGGCTCCGGCT GGTTCCACCACCACCGGCCGCTCGTACGGCA Cre05.g247700 GGAGGCGGAGGTATGGACAGAGGGAGGCTG GGTTCCACCACCACCCGCCAGGTGCGCCTTT
Cre05.g247850 GGAGGCGGAGGTATGTCGTCAACAACATCCAGA GGTTCCACCACCACCGAACTCCACGTCTGGGAAC Cre05.g247851 GGAGGCGGAGGTATGCAGGCCAAGTTTCTTGC GGTTCCACCACCACCCTGGGGAGCAATGCGCTCAATG
Cre05.g247900 GGAGGCGGAGGTATGGGTCTGGACAGTTTGCCG GGTTCCACCACCACCCGCCGCCCACTCCAGC Cre05.g247950 GGAGGCGGAGGTATGGCGCTCTCCAACTCT GGTTCCACCACCACCCTTCTTCGCACCGGCC
Cre05.g248000 GGAGGCGGAGGTATGAAGCTAACAAAGAGGTGCT GGTTCCACCACCACCTCACAGGCGACCCAGC Cre05.g248100 GGAGGCGGAGGTATGTCTAACCCGCTGGCACTA GGTTCCACCACCACCGCTGAGCAGCTCCTTGAGC
Cre05.g248150 GGAGGCGGAGGTATGGCGGCATCCACTTCG GGTTCCACCACCACCGGCGGTGAGGCCATGCTT Cre05.g248200 GGAGGCGGAGGTATGTTCGCTACCGTTCAGC GGTTCCACCACCACCCCAGCGGCCCGATAGG
Cre05.g248250 GGAGGCGGAGGTATGCAAGTAAACGTGCGCC GGTTCCACCACCACCCTTCTCCACCACAAACTCCTC Cre05.g248300 GGAGGCGGAGGTATGGGGGGACCTGGAGC GGTTCCACCACCACCCTATTGCCGGCGGCCG
Cre05.g248400 GGAGGCGGAGGTATGTCGTCGCGGAATGTC GGTTCCACCACCACCGGCGATCTCGGTCACCT Cre05.g248401 GGAGGCGGAGGTATGGCCCGCGGGTCTT GGTTCCACCACCACCTCAGCAGTCGCCGTGC
Cre05.g248450 GGAGGCGGAGGTATGTCGTCGCGGAATGTCG GGTTCCACCACCACCGGCAATCTCGGTCACCTTGC Cre05.g248500 GGAGGCGGAGGTATGCTTTCGACCATCGGCC GGTTCCACCACCACCCTTTGCGTGCTTCTGAATGAGG
Cre05.g248550 GGAGGCGGAGGTATGGCTGGCGCAGCAG GGTTCCACCACCACCCAGCACGCGAGTGTTGTA Cre05.g248600 GGAGGCGGAGGTATGCTCGCATCTACAATCCGC GGTTCCACCACCACCCTGCGCCAGCTTTGCCTCAAAG
Cre05.g248650 GGAGGCGGAGGTATGTCGCGCATCGGCC GGTTCCACCACCACCGCTCCCGTACCCGCCA Cre05.g248700 GGAGGCGGAGGTATGGCTGGCGAGGAGG GGTTCCACCACCACCGGCGTGCCTTGCAGTT
Cre06.g246958 GGAGGCGGAGGTATGCCACATCGCTTCACAGG GGTTCCACCACCACCCAGGCGGGAGATGGCCCAAAG Cre06.g248750 GGAGGCGGAGGTATGGGGCAAGCGCTAGCC GGTTCCACCACCACCGTACCTCCGCACCAACATAAAA
Cre06.g248800 GGAGGCGGAGGTATGGTGAAGAAGAAGGTTGGAG GGTTCCACCACCACCTCATTCCTGCATTTTGCTGGA Cre06.g248850 GGAGGCGGAGGTATGGAAGACGAAGCTAGGAAGC GGTTCCACCACCACCATCGTCCTGCCGTTGGCC
Cre06.g248900 GGAGGCGGAGGTATGGACCACGCAGACCT GGTTCCACCACCACCCGTTGCCTCTTCTCCGGG Cre06.g248950 GGAGGCGGAGGTATGCTTGCGTTGCTCGGATT GGTTCCACCACCACCATGCAGCCTCAACGGCAC
Cre06.g249050 GGAGGCGGAGGTATGGGCCAGGAGGGCAAG GGTTCCACCACCACCGTCTTCCTTGCCGCGGTT Cre06.g249101 GGAGGCGGAGGTATGCTGCTGGGGCACA GGTTCCACCACCACCTCAGCCTGCGCGCTTG
Cre06.g249150 GGAGGCGGAGGTATGGCAAGCATTCGCATGAG GGTTCCACCACCACCCTGCTTGAGGAGCCGGAAG Cre06.g249200 GGAGGCGGAGGTATGTCATCCAATATCTACGGCG GGTTCCACCACCACCTCAGCCGATTATCAGCTCCC
Cre06.g249250 GGAGGCGGAGGTATGAGTGAGGCTGTGAACCC GGTTCCACCACCACCGATGAGCAGCTTCTCGATGG Cre06.g249300 GGAGGCGGAGGTATGGTTGCGTCCGCCG GGTTCCACCACCACCCGGGCACTTTCGGTTGAT
Cre06.g249350 GGAGGCGGAGGTATGTGCAATCTGCAGGCTCG GGTTCCACCACCACCCACGCCCTCCTCCTCCAC Cre06.g249350 GGAGGCGGAGGTATGTGCAATCTGCAGGCTC GGTTCCACCACCACCCACGCCCTCCTCCTCC
Cre06.g249400 GGAGGCGGAGGTATGTTGCGAGCGAGTAGTC GGTTCCACCACCACCTCATTCGGAATTTGACTCATCAGC Cre06.g249450 GGAGGCGGAGGTATGCCGAAGAGAACACCCA GGTTCCACCACCACCGTGTGCGGCCTCGGAC
Cre06.g249500 GGAGGCGGAGGTATGCTCGGGATCCAGGGCTT GGTTCCACCACCACCACCACATGCCTCCTGCAC Cre06.g249500 GGAGGCGGAGGTATGCTCGGGATCCAGGG GGTTCCACCACCACCACCACATGCCTCCTGCA
Cre06.g249550 GGAGGCGGAGGTATGTGGCTGCTTGCTGCG GGTTCCACCACCACCCCCTGCGATACCGCCCTC Cre06.g249555 GGAGGCGGAGGTATGCGGCTGCGAGGTGCC GGTTCCACCACCACCCTGCAACGGCTCCTCAGC
Cre06.g249600 GGAGGCGGAGGTATGCGCCTTGCGGACCTT GGTTCCACCACCACCCTCTGCGCTACCGCCCTC Cre06.g249650 GGAGGCGGAGGTATGGCTGGGCCGCTCCTG GGTTCCACCACCACCATTGCACACCAAGAACAGCGAT
Cre06.g249650 GGAGGCGGAGGTATGGCTGGGCCGCTCC GGTTCCACCACCACCATTGCACACCAAGAACAGCG Cre06.g249700 GGAGGCGGAGGTATGCAGCTGCAAATCCTTCA GGTTCCACCACCACCCGCCTTGTGCTCGCTC
Cre06.g249750 GGAGGCGGAGGTATGGCACCCGCTTCCA GGTTCCACCACCACCCTTGCGGCCCTTCTTGC Cre06.g249800 GGAGGCGGAGGTATGGAGGAAAAGGCGCCG GGTTCCACCACCACCGCTGCGCTGCGAGAAGAA
Cre06.g249850 GGAGGCGGAGGTATGTCATCCTTCGCGACAAA GGTTCCACCACCACCTAGCGCCACGCTGCTG Cre06.g249900 GGAGGCGGAGGTATGGCAAGCACCGCCAAAAA GGTTCCACCACCACCCGTCGCCGCACTGGCTGTC
Cre06.g249900 GGAGGCGGAGGTATGGCAAGCACCGCCAA GGTTCCACCACCACCCGTCGCCGCACTGGCT Cre06.g249950 GGAGGCGGAGGTATGTGCGGTGTGGGCACG GGTTCCACCACCACCGGGCACAAACACGCGCTG
Cre06.g250000 GGAGGCGGAGGTATGGCGGCTTTTCTGAAGC GGTTCCACCACCACCCCTCCCGTTCTTGGCCC Cre06.g250050 GGAGGCGGAGGTATGATTGCACTGCGGCC GGTTCCACCACCACCAACAGCGCCAAGAGCAG
Cre06.g250100 GGAGGCGGAGGTATGCCGGTTCAGCAGATGACTT GGTTCCACCACCACCCTTCTTGTCAGTGAACTCGGCG Cre06.g250150 GGAGGCGGAGGTATGGTGCTGGAGCACACG GGTTCCACCACCACCTCAGCCTGCGCGCTTG
Cre06.g250200 GGAGGCGGAGGTATGGCCGCCCTGGAGT GGTTCCACCACCACCCTCCAGCTTCTTCACGGTC Cre06.g250250 GGAGGCGGAGGTATGGTATATTGGCTGGTCTCCC GGTTCCACCACCACCCGCGCTGTAGTCGGTGCTTAAG
Cre06.g250276 GGAGGCGGAGGTATGCCGCGCATGGGCT GGTTCCACCACCACCTGGGGCACGCCGAGCT Cre06.g250300 GGAGGCGGAGGTATGTCCAGCGATTCGCG GGTTCCACCACCACCTACTGACAGGAACAGCGACA
Cre06.g250350 GGAGGCGGAGGTATGTTGCCCCAGGCGACC GGTTCCACCACCACCCCCGAAGTACACGCTCAGC Cre06.g250450 GGAGGCGGAGGTATGGTGGAGGTCGCGG GGTTCCACCACCACCCCGGCTGGTCATTTGGAG
Cre06.g250500 GGAGGCGGAGGTATGGCCGCGCGCACTGGG GGTTCCACCACCACCCGAGCCGCCGCCCCCGCC Cre06.g250550 GGAGGCGGAGGTATGGACTGGAATGAGGCATG GGTTCCACCACCACCCCGCGTCAGACCTCGC
Cre06.g250567 GGAGGCGGAGGTATGACATCCACCCACAGATGG GGTTCCACCACCACCTTACGGCCCCTGTGTGC Cre06.g250600 GGAGGCGGAGGTATGGTGGCCCCCGACG GGTTCCACCACCACCCCGTAGCACCTTGTACACCA
Cre06.g250650 GGAGGCGGAGGTATGGAATCGACCTTTCTACCAC GGTTCCACCACCACCCTACAGCTGGGCGGCG Cre06.g250700 GGAGGCGGAGGTATGATTGACCGCATTAAGTCAAAG GGTTCCACCACCACCTCAGGGCGGGATGACG
Cre06.g250750 GGAGGCGGAGGTATGGGCGCCAATAGCAGC GGTTCCACCACCACCCCCTGCCTTCTCGTAGAACAG Cre06.g250800 GGAGGCGGAGGTATGGAGACAATTATGTGCCCTC GGTTCCACCACCACCTTACGGCATGTCCGCTGG
Cre06.g250850 GGAGGCGGAGGTATGGCTGCCATCGAAAAGCC GGTTCCACCACCACCCTCGGCCTTACGCTTGCT Cre06.g250850 GGAGGCGGAGGTATGGCTGCCATCGAAAAGC GGTTCCACCACCACCCTCGGCCTTACGCTTGC
Cre06.g250950 GGAGGCGGAGGTATGGCCGAGCACTTGGC GGTTCCACCACCACCCCACCCACCACCGCCG Cre06.g250976 GGAGGCGGAGGTATGCGGCACGCGCTGA GGTTCCACCACCACCTGCTCGCCAGCAAAGACC
Cre06.g251050 GGAGGCGGAGGTATGTCGTCGGCCAAGGCCAAG GGTTCCACCACCACCCCGAGCCGCTACGTTCCC Cre06.g251100 GGAGGCGGAGGTATGGACAGCTTTAAAGGACAAGC GGTTCCACCACCACCCATTAGCACCAGCCCCACG
Cre06.g251150 GGAGGCGGAGGTATGTCGATTGCTGCACTCC GGTTCCACCACCACCGTCCAGGTCCACGATGCC Cre06.g251200 GGAGGCGGAGGTATGGATGATGACGCACCAAAGG GGTTCCACCACCACCCAGCTTGATGGGCATGGGCATG
Cre06.g251400 GGAGGCGGAGGTATGCTCCGAGCTCGGC GGTTCCACCACCACCCCTGTACCGCCTGTACTGC Cre06.g251450 GGAGGCGGAGGTATGCGCCTATTCGCAAACA GGTTCCACCACCACCCTACCGGGCGGTGTGG
Cre06.g251500 GGAGGCGGAGGTATGGCCAACTACGCCAAGC GGTTCCACCACCACCCGCCTTGACGCCGGCTCC Cre06.g251550 GGAGGCGGAGGTATGGCCACTGGGTTCTCA GGTTCCACCACCACCCACCTGTGTCACCAGCG
Cre06.g251600 GGAGGCGGAGGTATGCAGAATATCGGAGCCGC GGTTCCACCACCACCCTCGTCGTCCTCGTCCTCC Cre06.g251650 GGAGGCGGAGGTATGAAGTTTACGCACCAGCTGA GGTTCCACCACCACCGAAGCCCACCGCCAGCAT
Cre06.g251683 GGAGGCGGAGGTATGCTGCTTGGTAGAACGCG GGTTCCACCACCACCCTGCTGCGTGCGGCCTA Cre06.g251716 GGAGGCGGAGGTATGCGCCGAAGTGCCA GGTTCCACCACCACCATCCAGCGGCCGTGAT
Cre06.g251800 GGAGGCGGAGGTATGAGCACGCAGCCATG GGTTCCACCACCACCCTACGCCGCTGCCAGT Cre06.g251850 GGAGGCGGAGGTATGACGGCAAAAGATGTGCT GGTTCCACCACCACCATCCTGGCTCACTGCGG
Cre06.g251900 GGAGGCGGAGGTATGTACGTGCTGGCCGA GGTTCCACCACCACCTCAAGCCGACGCACCG Cre06.g251951 GGAGGCGGAGGTATGTCACAGGCACTTGCTG GGTTCCACCACCACCCTAGCGGAAACCCGGCG
Cre06.g252000 GGAGGCGGAGGTATGTCAATACAACTCTCTGAAGATGG GGTTCCACCACCACCGGCGGTGTCTGCACTGGG Cre06.g252050 GGAGGCGGAGGTATGGCTGAAGCGCAGGA GGTTCCACCACCACCGGGCATCAGGTGCTTGC
Cre06.g252100 GGAGGCGGAGGTATGGGGAAGGATACGAAAGGG GGTTCCACCACCACCCCAGAGTGCCTGGCAGT Cre06.g252200 GGAGGCGGAGGTATGGCGCAGCCTCCTCGG GGTTCCACCACCACCGTCGTCGTCGTACATCTGCTC
Cre06.g252250 GGAGGCGGAGGTATGCCTCGGGCTACGACG GGTTCCACCACCACCCCGCGTCAGGCCTCGC Cre06.g252300 GGAGGCGGAGGTATGCAAAGCATTGCACATCGC GGTTCCACCACCACCGTAAGGAGCCATGTTAATGGGC
Cre06.g252350 GGAGGCGGAGGTATGCTCGGCGGCGCTG GGTTCCACCACCACCGCCCTGCCTTTTGACGCG Cre06.g252401 GGAGGCGGAGGTATGGCCAGCGCATTCGAG GGTTCCACCACCACCATTCCGGTTGGCCTCGTTG
Cre06.g252450 GGAGGCGGAGGTATGGGGCACCTGGGGG GGTTCCACCACCACCGATGCGCTTCACAATCTGC Cre06.g252550 GGAGGCGGAGGTATGCAGTTGCCCGGGGTTCTAC GGTTCCACCACCACCGCTGCTGGTGGCGCTCAG
Cre06.g252576 GGAGGCGGAGGTATGCGCAGGATGGGGC GGTTCCACCACCACCGAAGGGCCCCGCCCAG Cre06.g252600 GGAGGCGGAGGTATGAACCCGCGTGGCG GGTTCCACCACCACCTACTCCAACCTCGGCATCC
Cre06.g252650 GGAGGCGGAGGTATGTTGGCGGCGCAGAAG GGTTCCACCACCACCGGCAGTTTTGATCATGCCCTG Cre06.g252700 GGAGGCGGAGGTATGTCATTCATCGCGGCTCG GGTTCCACCACCACCAAACCCGGGTGGTGGCGG
Cre06.g252743 GGAGGCGGAGGTATGATTTGCGGCCCCG GGTTCCACCACCACCCTAGTGCCATACTATCAAACGCT Cre06.g252750 GGAGGCGGAGGTATGTATCGTTTTCAGGTGTACTT GGTTCCACCACCACCCTATGGCTTGTGTCTGAGC
Cre06.g252800 GGAGGCGGAGGTATGACATTTTACGTCCCCAAGGT GGTTCCACCACCACCGTTTCCACCCTGAAACCCCAG Cre06.g252850 GGAGGCGGAGGTATGTCAGAGCGGCCGC GGTTCCACCACCACCGTACCGGTCCTGTTGACCT
Cre06.g252871 GGAGGCGGAGGTATGCAGCTGAGCGACCGG GGTTCCACCACCACCTCCTGCCGCAGGGCAGAG Cre06.g252871 GGAGGCGGAGGTATGCAGCTGAGCGACCG GGTTCCACCACCACCTCCTGCCGCAGGGCAG
Cre06.g252892 GGAGGCGGAGGTATGCGGTGGTGGAGCATG GGTTCCACCACCACCAGTCAGGTGAAGCCGCCC Cre06.g252913 GGAGGCGGAGGTATGGACTTGCCCCCGCC GGTTCCACCACCACCCACGCGGCCCTCCCCT
Cre06.g253000 GGAGGCGGAGGTATGAGGACTTCGCTGTGGG GGTTCCACCACCACCCCTCCGCAGGCCCCTC Cre06.g253051 GGAGGCGGAGGTATGGACCCAGGCAAACCATGG GGTTCCACCACCACCGGACGCGACGGCGTGG
Cre06.g253102 GGAGGCGGAGGTATGAACCCTAGCCCCAGC GGTTCCACCACCACCGTGAATGCGAATGCAGGACG Cre06.g253150 GGAGGCGGAGGTATGCTGGACGTCTTCCGC GGTTCCACCACCACCGCTATACGTGCGCTGCC
Cre06.g253300 GGAGGCGGAGGTATGGAGTGGACGACAATAGAATCG GGTTCCACCACCACCCTGCTTCGTACCATTGCCTCC Cre06.g253350 GGAGGCGGAGGTATGGCCCTTCGCGCATTC GGTTCCACCACCACCGTGCTTCTCGCATTCCTTGG
Cre06.g253404 GGAGGCGGAGGTATGCTTAAAGAGCAGATCAGCC GGTTCCACCACCACCCTATCCACGCAGCCCTCC Cre06.g253550 GGAGGCGGAGGTATGGTGCCCCGTCAGAC GGTTCCACCACCACCGACGAGATGACGGGTCATCT
Cre06.g253566 GGAGGCGGAGGTATGCTGCTTTATACACCCCG GGTTCCACCACCACCTTATATAATTGCCGCCACTAGTT Cre06.g253600 GGAGGCGGAGGTATGGCTGTTGCCTGCGC GGTTCCACCACCACCTCAGCGGGGTTGCCGG
Cre06.g253679 GGAGGCGGAGGTATGGCTGTTGCCTGCG GGTTCCACCACCACCGCCCACCTTGCTGGTAAC Cre06.g253750 GGAGGCGGAGGTATGGCTGTTGCCTGCGC GGTTCCACCACCACCTCAGCGGGGTTGCCGG
Cre06.g253753 GGAGGCGGAGGTATGGCCTGTAGCGCGG GGTTCCACCACCACCCTGCAACTCTCCAACTCCG Cre06.g253754 GGAGGCGGAGGTATGCTTAAAGAGCAGATCAGCC GGTTCCACCACCACCCTATCCACGCAGCCCTCC
Cre06.g253757 GGAGGCGGAGGTATGGCTGTTGCCTGCG GGTTCCACCACCACCGCCCACCTTGCTGGTAAC Cre06.g253758 GGAGGCGGAGGTATGTCCGAGTCCTACTACTATGC GGTTCCACCACCACCCTAGCCGGTGTCTTGCCC
Cre06.g253759 GGAGGCGGAGGTATGGTGTCCGGTAAGATTTGGC GGTTCCACCACCACCTCAGCGGGGTTGCCGG Cre06.g253789 GGAGGCGGAGGTATGGTGTCCGGTAAGATTTGG GGTTCCACCACCACCGCCCACCTTGCTGGTAAC
Cre06.g253800 GGAGGCGGAGGTATGGCTGTTGCCTGCGC GGTTCCACCACCACCTCAGCGGGGTTGCCGG Cre06.g253850 GGAGGCGGAGGTATGTCCTGGGCATTCGGC GGTTCCACCACCACCGACGAGATGACGGGTCATCT
Cre06.g253851 GGAGGCGGAGGTATGCTGCTTTATACACCCCGC GGTTCCACCACCACCTATAATTGCCGCCACTAGTTGC Cre06.g253852 GGAGGCGGAGGTATGGCGTGTAAGCTTCAGG GGTTCCACCACCACCTTATATAATTGCCGCCACTAGTT
Cre06.g253900 GGAGGCGGAGGTATGCGATGGAGCTTCTACC GGTTCCACCACCACCTTATATAATTGCCGCCACTAGTT Cre06.g253903 GGAGGCGGAGGTATGAAGGCGTGGAAGCATG GGTTCCACCACCACCGGTCGTCCATAGGCGCG
Cre06.g253975 GGAGGCGGAGGTATGTCCTGGGCATTCGGC GGTTCCACCACCACCGACGAGATGACGGGTCATCT Cre06.g254002 GGAGGCGGAGGTATGCTGCTTTATACACCCCG GGTTCCACCACCACCTTATATAATTGCCGCCACTAGTT
Cre06.g254077 GGAGGCGGAGGTATGGCTGTTGCCTGCGC GGTTCCACCACCACCTCAGCGGGGTTGCCGG Cre06.g254100 GGAGGCGGAGGTATGCCGCCGACACGCCTG GGTTCCACCACCACCGTTCTCACGCAGGCCGCGCTTA
Cre06.g254150 GGAGGCGGAGGTATGAACTACGTGTTTTCCAACCT GGTTCCACCACCACCATCAGAAGCCTCCTCCTCCTC Cre06.g254175 GGAGGCGGAGGTATGGCTGATGGGGCCTG GGTTCCACCACCACCGTCGTCCCCGACACAGC
Cre06.g254200 GGAGGCGGAGGTATGGCCACTTCATGCCTCC GGTTCCACCACCACCGGTGTTGACGACCGTGGC Cre06.g254213 GGAGGCGGAGGTATGGCTTCGCGATGCTTCTG GGTTCCACCACCACCGTCGGCCTGCGCCAGC
Cre06.g254224 GGAGGCGGAGGTATGATTGAGGATGCGGCG GGTTCCACCACCACCCTTACTGCCGGCGGGG Cre06.g254232 GGAGGCGGAGGTATGAAGTCCGAGTTTGCGTC GGTTCCACCACCACCCTTGGTCAGTCGCCTGGT
Cre06.g254240 GGAGGCGGAGGTATGGCTCTGCAACACTACCG GGTTCCACCACCACCCTTGCGTGTCTGCTGGT Cre06.g254250 GGAGGCGGAGGTATGCCCGTGCCCGGTC GGTTCCACCACCACCTCAGGGAAAGTTCAGCATTTTTCC
Cre06.g254275 GGAGGCGGAGGTATGACGCGCTTCCTGCTG GGTTCCACCACCACCCCCCGACACTTTCCAGACTG Cre06.g254300 GGAGGCGGAGGTATGATGAAGACTTCCACCATGAA GGTTCCACCACCACCTCACAGGAGCCACAGCA
Cre06.g254350 GGAGGCGGAGGTATGTCGCCAGGCGCAT GGTTCCACCACCACCCACGCGCATCTGCACC Cre06.g254400 GGAGGCGGAGGTATGGAGCGGCTGGCGG GGTTCCACCACCACCCACCTGCCACTTCTGGAAGA
Cre06.g254450 GGAGGCGGAGGTATGCTTGTGAAGATATTCTCCCAG GGTTCCACCACCACCCACCAGCATGTAGTCCATCTGG Cre06.g254500 GGAGGCGGAGGTATGGCGGCTCGGCTGGGAC GGTTCCACCACCACCCGGCGGTGAGTCCCACGG
Cre06.g254500 GGAGGCGGAGGTATGGCGGCTCGGCTGG GGTTCCACCACCACCCGGCGGTGAGTCCCAC Cre06.g254550 GGAGGCGGAGGTATGGATGTCCAGCAACCGA GGTTCCACCACCACCCAGCGGCTGAGCGAGTA
Cre06.g254600 GGAGGCGGAGGTATGCGCGCAAGGCTATT GGTTCCACCACCACCGTTGAGCTCGGGCAATGT Cre06.g254650 GGAGGCGGAGGTATGAAGGACGACGCGGCAG GGTTCCACCACCACCCCCCACCACGCCCATGCG
Cre06.g254850 GGAGGCGGAGGTATGCCGACCGGAGGAGGC GGTTCCACCACCACCTTGCCGCCGCTGCGTG Cre06.g255050 GGAGGCGGAGGTATGGGAGCCTCGGCTTCG GGTTCCACCACCACCGTACACGCCCAGCCACCG
Cre06.g255100 GGAGGCGGAGGTATGCTTGCGTGCTCAACTC GGTTCCACCACCACCCGCCTGCTGCTGCGTC Cre06.g255150 GGAGGCGGAGGTATGCGCGCCAGTGGGG GGTTCCACCACCACCATAAATGCTTGGGCTGTCGCT
Cre06.g255200 GGAGGCGGAGGTATGCCTCCCAGCCCGTTG GGTTCCACCACCACCGTGGATCTCATGGATCTTGCGC Cre06.g255250 GGAGGCGGAGGTATGGGCAAGTCCGACAAAG GGTTCCACCACCACCCGTCCGCTTGGCAATGG
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Cre06.g255300 GGAGGCGGAGGTATGATTCTCCAATCAGCAGTGC GGTTCCACCACCACCCCGGCCCTTAGAGCCCGA Cre06.g255350 GGAGGCGGAGGTATGCCGACGATTGATCTAAAGC GGTTCCACCACCACCGGCCATGACCTCGATACGG
Cre06.g255400 GGAGGCGGAGGTATGGCTGAAAAACGAGAGAGGT GGTTCCACCACCACCCTGCGTGAGCTCGCCTAG Cre06.g255450 GGAGGCGGAGGTATGTCAACCACGCACCCG GGTTCCACCACCACCATCCGCCCCGTACCGC
Cre06.g255500 GGAGGCGGAGGTATGTGGGGCCTCAAGGAC GGTTCCACCACCACCTCATCGCGCCTGCACG Cre06.g255550 GGAGGCGGAGGTATGCAGTTCTCCGCAGCG GGTTCCACCACCACCGCGCCAACGGAACGGCAA
Cre06.g255600 GGAGGCGGAGGTATGTTTGTGCTGCCTCCTC GGTTCCACCACCACCCATGTTCGGGGAGTCGC Cre06.g255626 GGAGGCGGAGGTATGGAGGACACGGGGTC GGTTCCACCACCACCGGCCATAGAGCGTGCTAC
Cre06.g255650 GGAGGCGGAGGTATGTTTGCGCGGGATGT GGTTCCACCACCACCCATGTTCGGGGAGTCGC Cre06.g255700 GGAGGCGGAGGTATGAAAGACTGTCGGGAGGTCA GGTTCCACCACCACCTTATCCGCGGGCGCGC
Cre06.g255750 GGAGGCGGAGGTATGTTTGCGCGGGATGT GGTTCCACCACCACCCATGTTCGGGGAATCGCG Cre06.g255800 GGAGGCGGAGGTATGACCTCGGGAAGCAGCA GGTTCCACCACCACCTTATCCGCGGGCGCGC
Cre06.g255850 GGAGGCGGAGGTATGTCCACCTCTAACACTCCG GGTTCCACCACCACCGCACGAGACATCCACATTCT Cre06.g255900 GGAGGCGGAGGTATGGACAACGCGCATGGC GGTTCCACCACCACCTGACGCTGCCGCCACC
Cre06.g255950 GGAGGCGGAGGTATGAAGCAGAAGAAAAAGCAGCG GGTTCCACCACCACCTGCCTGCTGGTAGTGGTG Cre06.g256000 GGAGGCGGAGGTATGAATCAGCCACCACCTCC GGTTCCACCACCACCGCGCTCCTTCTTGCCC
Cre06.g256050 GGAGGCGGAGGTATGGACACACGGGTACCGGAAA GGTTCCACCACCACCGCGCTTCGACACGCCCAC Cre06.g256100 GGAGGCGGAGGTATGCCGGCAAATGACAGC GGTTCCACCACCACCCGACCGCTGCTGCAAG
Cre06.g256150 GGAGGCGGAGGTATGGATTTAAGCTGGGAGTATTT GGTTCCACCACCACCTTACAGCCACCCGACCC Cre06.g256200 GGAGGCGGAGGTATGAGCGACGAAGCACCA GGTTCCACCACCACCCTACCGCCCAGCGCCT
Cre06.g256250 GGAGGCGGAGGTATGGCCCTCATGATGCAGA GGTTCCACCACCACCCAGGCCCTTCAGGCTGG Cre06.g256300 GGAGGCGGAGGTATGTTCTACCGCACTGCCAC GGTTCCACCACCACCCAGCTTGGCGGGCTGCTG
Cre06.g256350 GGAGGCGGAGGTATGGTGGCAAGGCGCG GGTTCCACCACCACCGTACAGCTTGAAAGCCGCC Cre06.g256400 GGAGGCGGAGGTATGCTGATAGCGTCGTGC GGTTCCACCACCACCGTCCTGGTACTGCCCCTT
Cre06.g256420 GGAGGCGGAGGTATGGTGTGGTGCGCTCAG GGTTCCACCACCACCCCGCCCTCGTGGCCTCAAG Cre06.g256420 GGAGGCGGAGGTATGGTGTGGTGCGCTCAG GGTTCCACCACCACCCCGCCCTCGTGGCCTC
Cre06.g256450 GGAGGCGGAGGTATGGCGCGGAACCTGGTG GGTTCCACCACCACCCGACGGCTTGGCCGACGG Cre06.g256500 GGAGGCGGAGGTATGGTATACTCAGCCATTCACCA GGTTCCACCACCACCCCTCCAGTCCACGCGGAC
Cre06.g256526 GGAGGCGGAGGTATGTGGTTCACAAACCCCG GGTTCCACCACCACCGCATCCATTTCTGGCTCTCC Cre06.g256550 GGAGGCGGAGGTATGGAATCTGGCGACAGGG GGTTCCACCACCACCAGCCTGCTGCAGCAAGG
Cre06.g256750 GGAGGCGGAGGTATGCGTCGCTTTGCGACG GGTTCCACCACCACCCTGAGCCGCAGACAGCTC Cre06.g256800 GGAGGCGGAGGTATGCTGCTCTCAAGGCAAG GGTTCCACCACCACCTGGTTCCTTCGTCGGTTCC
Cre06.g256850 GGAGGCGGAGGTATGCTGCTCTCGAGGCA GGTTCCACCACCACCCTCCTGCTTTGGTGTCTTTGG Cre06.g256900 GGAGGCGGAGGTATGCTGCTCTCGAGGCA GGTTCCACCACCACCTCGAAGCAGGATACACCGC
Cre06.g256950 GGAGGCGGAGGTATGTGGCAGGGGAGTATACC GGTTCCACCACCACCCTCCTGCTTTGGTGTCTTTGG Cre06.g257000 GGAGGCGGAGGTATGTCGTTCTTGGCTCCCAG GGTTCCACCACCACCCTACCGCCTGGCCGCC
Cre06.g257100 GGAGGCGGAGGTATGTCCGCAGCGCTTG GGTTCCACCACCACCCATGTCCACGATGCCCC Cre06.g257150 GGAGGCGGAGGTATGTCGAAGCGCACGAAG GGTTCCACCACCACCTGCCTCCACCTGCTCAC
Cre06.g257167 GGAGGCGGAGGTATGGTCTCTGCATGCTTGC GGTTCCACCACCACCGTGGACATGCTGGGGGC Cre06.g257200 GGAGGCGGAGGTATGGACCGGACCGGCG GGTTCCACCACCACCCGCGTCAGCACCGCAC
Cre06.g257250 GGAGGCGGAGGTATGCTCGTGCCGGCCT GGTTCCACCACCACCTCACACCGGCCCGTCG Cre06.g257300 GGAGGCGGAGGTATGCGACCAACAACATATGAAGA GGTTCCACCACCACCCTAATGCTTGCCACCGGG
Cre06.g257351 GGAGGCGGAGGTATGACAAACTGCACTGATCGT GGTTCCACCACCACCTTTCTGTTGTTGTTGGTGCTG Cre06.g257400 GGAGGCGGAGGTATGCCAGTAAATTTCATCTGTTGC GGTTCCACCACCACCCTAACGCAGCAACAGCACC
Cre06.g257450 GGAGGCGGAGGTATGGACCACTACCGCTCTC GGTTCCACCACCACCTTAGAGGGCGGCGGGA Cre06.g257500 GGAGGCGGAGGTATGGCGGAGGCTAACTCG GGTTCCACCACCACCTGCCCGATTCTTGTCGTCG
Cre06.g257550 GGAGGCGGAGGTATGATTGTCGCCCCCGCG GGTTCCACCACCACCCAAGCCTTCCAATCCAAGGGC Cre06.g257601 GGAGGCGGAGGTATGGCCGCTCTGCAGTCT GGTTCCACCACCACCCACGGCAGAGAAGTACTCCTTG
Cre06.g257650 GGAGGCGGAGGTATGAAGGGCGCCTTGCAC GGTTCCACCACCACCCAGCTCCGGTGCCGCG Cre06.g257750 GGAGGCGGAGGTATGCTCTCACTTTGTAAGCCTC GGTTCCACCACCACCTCACAGCCTGCGCTCC
Cre06.g257800 GGAGGCGGAGGTATGAGCCCGACACGTCAGAG GGTTCCACCACCACCGGCTGGCTCAGCTGCGGG Cre06.g257850 GGAGGCGGAGGTATGTTTTCTCTCTTTAAGTTTGGC GGTTCCACCACCACCTTACTGGGCAGGAGCCG
Cre06.g257900 GGAGGCGGAGGTATGTTTAGATTACGATTAGCAACG GGTTCCACCACCACCCTACAGAGCGACCGGTG Cre06.g257950 GGAGGCGGAGGTATGGCCCTTTCTGCTTCAG GGTTCCACCACCACCGAGCTTGCCGCTGGTG
Cre06.g258000 GGAGGCGGAGGTATGTATCCAGCCCATGGGGG GGTTCCACCACCACCGTCGGTGCGCCCCTGA Cre06.g258051 GGAGGCGGAGGTATGTCCCTTCTGGCCCCT GGTTCCACCACCACCTTGTTGCAGCCGCCGC
Cre06.g258100 GGAGGCGGAGGTATGGCGTATCAGACGGCTGC GGTTCCACCACCACCCTCCACGGCGACGCGC Cre06.g258150 GGAGGCGGAGGTATGGCGTGCCTCTTCGATC GGTTCCACCACCACCCTCGTCATCGTCGCTGTCC
Cre06.g258226 GGAGGCGGAGGTATGGCTATATCTGGAGCATCGC GGTTCCACCACCACCCTACTCCTTCCACACCGCC Cre06.g258250 GGAGGCGGAGGTATGGCCGCGAAGAGCT GGTTCCACCACCACCTCTTGACGTGGCTGTTGC
Cre06.g258300 GGAGGCGGAGGTATGCCGCATCAAAAGAAGACT GGTTCCACCACCACCCGTCAGGTATGTTATCCCCG Cre06.g258350 GGAGGCGGAGGTATGTGTGCGCACAAGACA GGTTCCACCACCACCCAAGCTGCGCGCCTCT
Cre06.g258400 GGAGGCGGAGGTATGGCGCTGCAGGTGT GGTTCCACCACCACCCTACCGCCCCCACCCC Cre06.g258450 GGAGGCGGAGGTATGAAGCTTCTGTGGTTCCTG GGTTCCACCACCACCTCCAACTGTCGCCTTGCG
Cre06.g258500 GGAGGCGGAGGTATGTATCAACTGAAGTTCACTTCA GGTTCCACCACCACCCTAGTTCACTGTCGCTGACC Cre06.g258566 GGAGGCGGAGGTATGCGAATGGACACGAACTAC GGTTCCACCACCACCATCCTCTGCTCTGCACTTCC
Cre06.g258583 GGAGGCGGAGGTATGCTCTTGCACGACGATATCT GGTTCCACCACCACCTCAGGGCCCTGCCCCA Cre06.g258600 GGAGGCGGAGGTATGCATCGCCAGGTTCTATTTA GGTTCCACCACCACCGTAACGGATGTGCAGGCG
Cre06.g258650 GGAGGCGGAGGTATGGAGCGTTTTGCGGC GGTTCCACCACCACCCGCTGGCGCCCACTTG Cre06.g258700 GGAGGCGGAGGTATGAACCCGTTCCAGCCG GGTTCCACCACCACCTTACGCCGCCATCGCC
Cre06.g258733 GGAGGCGGAGGTATGGAGGTGGGCAACGA GGTTCCACCACCACCCATGGACGAGGTGGCCA Cre06.g258800 GGAGGCGGAGGTATGGGTGCAGTGTTACACC GGTTCCACCACCACCGACGGGCAGCTTGTCG
Cre06.g258850 GGAGGCGGAGGTATGGAGGCTGAGGATGCT GGTTCCACCACCACCGATGTTCTCCACAACCAGCG Cre06.g258900 GGAGGCGGAGGTATGGCTGCACCAAAAGACA GGTTCCACCACCACCCGGCTTCTTAGTCGCCG
Cre06.g258950 GGAGGCGGAGGTATGCAGGCGCCTCGCG GGTTCCACCACCACCAGGCAGCTGCAGCTGCT Cre06.g259000 GGAGGCGGAGGTATGGCGGGAAATAGCACG GGTTCCACCACCACCGTCCAGGAACCAGTCTGCG
Cre06.g259050 GGAGGCGGAGGTATGCAGGCGTGGGCAC GGTTCCACCACCACCCGTGAGGAAGGTCACGC Cre06.g259100 GGAGGCGGAGGTATGTTGCGCTCTGCAAAGC GGTTCCACCACCACCGGGCGTCTTGAGAACGC
Cre06.g259150 GGAGGCGGAGGTATGGCTTTCGCGGCGG GGTTCCACCACCACCCGCAACACACTTTGTCACCA Cre06.g259200 GGAGGCGGAGGTATGAGCGATAAGAAGGCCACAG GGTTCCACCACCACCCTGCCGCAGCACCTTCTT
Cre06.g259300 GGAGGCGGAGGTATGAGCGATAAGAAGGCCACAG GGTTCCACCACCACCGCTCACCGTGAAAGCGCTGAAG Cre06.g259350 GGAGGCGGAGGTATGCTCTCAACACACACCAA GGTTCCACCACCACCAGCGATGACGCCCTCG
Cre06.g259401 GGAGGCGGAGGTATGCAACTCCAACAAATCAAGC GGTTCCACCACCACCTCACTTCTTGATCGCCACCA Cre06.g259500 GGAGGCGGAGGTATGAGTCCAGCTGCAAATGAA GGTTCCACCACCACCCAGGTAGACACCGATGACGC
Cre06.g259550 GGAGGCGGAGGTATGTCGTTCCTCGCTGACTTC GGTTCCACCACCACCCCCCGCCAGAGGTGCG Cre06.g259600 GGAGGCGGAGGTATGTCTTCTCCACCTCCTCGT GGTTCCACCACCACCATGCCCTTCGCCCTCGCC
Cre06.g259600 GGAGGCGGAGGTATGTCTTCTCCACCTCCTCG GGTTCCACCACCACCATGCCCTTCGCCCTCG Cre06.g259650 GGAGGCGGAGGTATGGCAGCTTTGGGCAAC GGTTCCACCACCACCCTACCAGGCCGGCTGC
Cre06.g259700 GGAGGCGGAGGTATGTTAGGCCGAGCTGGG GGTTCCACCACCACCCTGCCCAGCCACCAGC Cre06.g259800 GGAGGCGGAGGTATGGCTCCTCGCTCTGACG GGTTCCACCACCACCCCGCCTCTTACTGCTCTTCTTC
Cre06.g259800 GGAGGCGGAGGTATGGCTCCTCGCTCTGAC GGTTCCACCACCACCCCGCCTCTTACTGCTCTTC Cre06.g259850 GGAGGCGGAGGTATGCAGGTTGCTCGTGC GGTTCCACCACCACCCATAGTGCCGTTGGCCAG
Cre06.g259900 GGAGGCGGAGGTATGGCCGCTATGCTCGC GGTTCCACCACCACCTTAGCCCGAGGTGGCG Cre06.g260000 GGAGGCGGAGGTATGGCTTTCTCGGCGC GGTTCCACCACCACCGTGACTCAGCATGTAGCCC
Cre06.g260050 GGAGGCGGAGGTATGTCAAAACTTTTCTACAAGGACCT GGTTCCACCACCACCAAGGTTGCGCAGCACGGC Cre06.g260100 GGAGGCGGAGGTATGAATCCGATTACTTGGCTTTGG GGTTCCACCACCACCCTTCTCCTCCTGCTTGCCG
Cre06.g260150 GGAGGCGGAGGTATGGCTTTCGCGACAGCT GGTTCCACCACCACCCTTGGTCATCATGTAAATGTATGCA Cre06.g260200 GGAGGCGGAGGTATGTCGGACGACAAGAAGAAG GGTTCCACCACCACCTTACGCCGGCAGGCTG
Cre06.g260250 GGAGGCGGAGGTATGCCGGCCGATTCTGGC GGTTCCACCACCACCGTGCCGGTCGACCACCTTGATG Cre06.g260300 GGAGGCGGAGGTATGTGCAAGAGCCTCAACC GGTTCCACCACCACCCATCCAGCTCACCGCCA
Cre06.g260400 GGAGGCGGAGGTATGGAGGAGGAGACCATTAGTA GGTTCCACCACCACCGCAAATCGTACACCCGCAG Cre06.g260450 GGAGGCGGAGGTATGAGTGCACTTCTGGCTAGA GGTTCCACCACCACCCCACCAGCCCAGCAGC
Cre06.g260600 GGAGGCGGAGGTATGTTTAATAGGGGTAACACGCG GGTTCCACCACCACCGATCTGCTCGTCTGTGTCCATG Cre06.g260650 GGAGGCGGAGGTATGCGCAGCCTCACCC GGTTCCACCACCACCAATTCTCCTACGCCTATGCCG
Cre06.g260700 GGAGGCGGAGGTATGGAGGACGGCAAGGCT GGTTCCACCACCACCCACAGCGTTGGGGCCGCC Cre06.g260776 GGAGGCGGAGGTATGACATACCTCGACCCACT GGTTCCACCACCACCGCATCCATTTCTGGCTCTCC
Cre06.g260800 GGAGGCGGAGGTATGGCGCTCTCACTCAGG GGTTCCACCACCACCGAAGGCAAGGGAGCGC Cre06.g260850 GGAGGCGGAGGTATGAAGAGGAAGGGCAAGC GGTTCCACCACCACCCTACTTCTTCTTCTTCTTGAGGTG
Cre06.g260900 GGAGGCGGAGGTATGGGGTTCCGGTCAACC GGTTCCACCACCACCACCCCTCATCGCAGCC Cre06.g260950 GGAGGCGGAGGTATGGGCGCTAACGGGGTG GGTTCCACCACCACCCGGGAAGGGGTTATCGAACTG
Cre06.g260976 GGAGGCGGAGGTATGGACCCTTCGCTCATCC GGTTCCACCACCACCGCCGCTTGCATGTGGC Cre06.g261000 GGAGGCGGAGGTATGGCCACCATGCAGATTTCC GGTTCCACCACCACCAGCGCCCAGCTGGGAGGTG
Cre06.g261026 GGAGGCGGAGGTATGCGTGCGTCTAGCTGC GGTTCCACCACCACCCTAGTGCGGCCCCCGC Cre06.g261050 GGAGGCGGAGGTATGCTGAGCCTGCGCA GGTTCCACCACCACCCTGCTGCTTGGCGGCG
Cre06.g261100 GGAGGCGGAGGTATGTCGAGCGCCGCCG GGTTCCACCACCACCCACGCCCTTCACCGGC Cre06.g261123 GGAGGCGGAGGTATGCTCGCTGCGGCACAC GGTTCCACCACCACCGCAGGCTTGCCCAACCAT
Cre06.g261150 GGAGGCGGAGGTATGTCGCAATTGCTGCGG GGTTCCACCACCACCTTAGCAGCAGCCGCTGC Cre06.g261200 GGAGGCGGAGGTATGGAGCTCGCGAAGCAG GGTTCCACCACCACCCTCGTGCTTCACGCCGCC
Cre06.g261300 GGAGGCGGAGGTATGGCGTGTATGGCGCG GGTTCCACCACCACCTTACGCCGGCGCAGGC Cre06.g261400 GGAGGCGGAGGTATGGACGGGCGCCTCG GGTTCCACCACCACCTTGCTGAGCCTCATCGTCC
Cre06.g261450 GGAGGCGGAGGTATGGCTGGTGACAAGGCTG GGTTCCACCACCACCCTCATCGTCATCACCATCATCG Cre06.g261500 GGAGGCGGAGGTATGCGCACCCTTCTGAACC GGTTCCACCACCACCCGCCTTGATGCCGTAGGTCTT
Cre06.g261550 GGAGGCGGAGGTATGGCTCAGTCAAAAGAGCTT GGTTCCACCACCACCTCACGCCACGCTCACG Cre06.g261600 GGAGGCGGAGGTATGGTCCTATCACCATCGTCG GGTTCCACCACCACCCTCAAAGAAGGCCTCCCGG
Cre06.g261650 GGAGGCGGAGGTATGGCTTCAGAAGGTGCAAGC GGTTCCACCACCACCCGAGTTGCCGCCCGACTC Cre06.g261700 GGAGGCGGAGGTATGCCCAAGAGCAAGCGTA GGTTCCACCACCACCTCCGTCGCCATCGCCG
Cre06.g261750 GGAGGCGGAGGTATGCAGTGCCAGCTCAAG GGTTCCACCACCACCCAGCTGGTTGCGCCAG Cre06.g261800 GGAGGCGGAGGTATGGAGGCCCCCACTGCC GGTTCCACCACCACCGTTGTATCGCGACATGTTCTGC
Cre06.g261850 GGAGGCGGAGGTATGAAGTCCTGTATCAGGTCGAGC GGTTCCACCACCACCTCACAGCGACGCGCGT Cre06.g261900 GGAGGCGGAGGTATGGCTCGCGAGGATCC GGTTCCACCACCACCGGCGTAGTAGGAGCCGG
Cre06.g261950 GGAGGCGGAGGTATGCCCTTCGACCTGCT GGTTCCACCACCACCTCATGCCGCCAGCTCG Cre06.g262000 GGAGGCGGAGGTATGGTCATTTCTAACGGGGCA GGTTCCACCACCACCTCACCCCTTGCCCGCC
Cre06.g262050 GGAGGCGGAGGTATGAGGATCCTAGCGGGCG GGTTCCACCACCACCCACGTTGTAGAAGCGGTACAC Cre06.g262100 GGAGGCGGAGGTATGGCGGAGGAATACGACCTC GGTTCCACCACCACCCAGCTTGCTGGTGCCGGT
Cre06.g262150 GGAGGCGGAGGTATGCAAGTGACGACCGTCAAA GGTTCCACCACCACCCTTCTTGTGGTGTTGGCTGTC Cre06.g262200 GGAGGCGGAGGTATGGCGGTAAACAGCGGC GGTTCCACCACCACCCACGTCCATCACGTCCATCA
Cre06.g262250 GGAGGCGGAGGTATGGCAATCTCAGCCATCTTC GGTTCCACCACCACCGATCATGCGGATCTCGTAGTT Cre06.g262300 GGAGGCGGAGGTATGCTCACTATAGTTGTTTCCCTG GGTTCCACCACCACCCCTCAGCTGGCCGGCATC
Cre06.g262350 GGAGGCGGAGGTATGCGTAGAGGTAGAGCTGGG GGTTCCACCACCACCCCTGCCGGCCGTGCTACC Cre06.g262350 GGAGGCGGAGGTATGCGTAGAGGTAGAGCTGGG GGTTCCACCACCACCCCTGCCGGCCGTGCTA
Cre06.g262400 GGAGGCGGAGGTATGGACCGGGCTGGGC GGTTCCACCACCACCCTCTGCATCGTGCAGCG Cre06.g262450 GGAGGCGGAGGTATGGGCGGCACCTATGTG GGTTCCACCACCACCGAACCCGAACCACCATACGC
Cre06.g262500 GGAGGCGGAGGTATGCGTAGAGGCAGAGCTG GGTTCCACCACCACCCCTGCCGGCCTTGCTACC Cre06.g262550 GGAGGCGGAGGTATGGAGCAATCGCCCGAAAA GGTTCCACCACCACCCCTGCCGGCCGTCCTACC
Cre06.g262550 GGAGGCGGAGGTATGGAGCAATCGCCCGA GGTTCCACCACCACCCCTGCCGGCCGTCCTA Cre06.g262601 GGAGGCGGAGGTATGGCCGCCACAGGTACT GGTTCCACCACCACCTCAGCTGCTCCGCGGC
Cre06.g262650 GGAGGCGGAGGTATGCAGAGCCACTGCGC GGTTCCACCACCACCCTGCGGCTGCGACCGA Cre06.g262700 GGAGGCGGAGGTATGACCTCTCTGCTCAAGCAG GGTTCCACCACCACCATCGTAGTAAATGCGGGTGTAGG
Cre06.g262750 GGAGGCGGAGGTATGGCCAGCAGTCGGCA GGTTCCACCACCACCCTGCAGCGGCGGCTGG Cre06.g262850 GGAGGCGGAGGTATGGAAGAGGATTTTGATAGGGA GGTTCCACCACCACCTCATGCAACCGAGCAGG
Cre06.g262900 GGAGGCGGAGGTATGCGGCTTCAGCGCC GGTTCCACCACCACCCGCCATGTCGGGCTGG Cre06.g262950 GGAGGCGGAGGTATGATGATACTCACGCCCGC GGTTCCACCACCACCCCTCCAGTCGACATGGGG
Cre06.g262977 GGAGGCGGAGGTATGCTGCTCACACCCTCG GGTTCCACCACCACCCAGCCAGTTGAAACGTGTG Cre06.g263000 GGAGGCGGAGGTATGGCAGAAGGCTTTCCAC GGTTCCACCACCACCGTCCAGGCCCGCATCG
Cre06.g263050 GGAGGCGGAGGTATGGGAACCAGCGGCG GGTTCCACCACCACCTGCTTTTGCCATGTAGGATGC Cre06.g263100 GGAGGCGGAGGTATGGACGAGTTTGAGGAGCT GGTTCCACCACCACCATCGTCATCCGAATCCACCA
Cre06.g263176 GGAGGCGGAGGTATGTATGTGACTGCTGTGTGG GGTTCCACCACCACCGCCTTCAGGGCGGCTA Cre06.g263200 GGAGGCGGAGGTATGTCGCATCCTGTCATCTCA GGTTCCACCACCACCACGCTGCATGTTCTGCTT
Cre06.g263300 GGAGGCGGAGGTATGTCACCAACATATGCTGAGC GGTTCCACCACCACCCGCCGACTTGGCCTTGGC Cre06.g263357 GGAGGCGGAGGTATGGAGGCAGCGCCACA GGTTCCACCACCACCCTAGCTCCGCGCGGGC
Cre06.g263400 GGAGGCGGAGGTATGTCGTCTGATTCCGACGA GGTTCCACCACCACCTCACGCAGCCGACTCG Cre06.g263450 GGAGGCGGAGGTATGTCTGAGGGCAAGGAGC GGTTCCACCACCACCCTTGTGGGTGACGGACAC
Cre06.g263500 GGAGGCGGAGGTATGGGTGGCGAAGAGGAC GGTTCCACCACCACCTATGTCCACGATCACAAACACCT Cre06.g263550 GGAGGCGGAGGTATGACCATCGCACAGAAATTGC GGTTCCACCACCACCCGCCGCCATCATGCGCTG
Cre06.g263600 GGAGGCGGAGGTATGGCGGCAGCACTGC GGTTCCACCACCACCTTCAGTATCTGCGCTGCCA Cre06.g263602 GGAGGCGGAGGTATGTTTGTAAACCTCGGGGGTG GGTTCCACCACCACCCGCCGCCTCGTACAGCTT
Cre06.g263650 GGAGGCGGAGGTATGGCTCATCCATTTGGGGG GGTTCCACCACCACCCATCATGAGGTCAGCCCG Cre06.g263700 GGAGGCGGAGGTATGATTAAGCAACACTTTGTTCTG GGTTCCACCACCACCTTACTTCTTCACATGCAGCC
Cre06.g263750 GGAGGCGGAGGTATGGCGGACCCCGCGA GGTTCCACCACCACCCTGTTGCGCCTGCTGCT Cre06.g263800 GGAGGCGGAGGTATGGTGGACGCGGTGGG GGTTCCACCACCACCTGCCCGTGCGCGCTTG
Cre06.g263841 GGAGGCGGAGGTATGACTGCCTCTGGAGCC GGTTCCACCACCACCGATAGACCCTATCAGTCCCGC Cre06.g263850 GGAGGCGGAGGTATGGCGTCTCTGCTGGGC GGTTCCACCACCACCGGCGGCCTCCGGCTTGAC
Cre06.g263900 GGAGGCGGAGGTATGGGCGCGTCGGACG GGTTCCACCACCACCCTAGGACCGCGGCCGG Cre06.g263950 GGAGGCGGAGGTATGGGCGACACGAAGGATG GGTTCCACCACCACCCCAGTACGTGAGCCGCTC
Cre06.g263950 GGAGGCGGAGGTATGGGCGACACGAAGGA GGTTCCACCACCACCCCAGTACGTGAGCCGCT Cre06.g264000 GGAGGCGGAGGTATGGCAACAATTGATGGAGTCA GGTTCCACCACCACCCTACGACGAGGAGGGGTT
Cre06.g264050 GGAGGCGGAGGTATGGCCACTCCTGAATTTGCAA GGTTCCACCACCACCCTCCAGGGCCTTGCGGCC Cre06.g264100 GGAGGCGGAGGTATGAAGAGTCTTTTCCGGCTT GGTTCCACCACCACCGTCCGTCTGCATGCTGG
Cre06.g264150 GGAGGCGGAGGTAGTCAAGGCGCGATTGC GGTTCCACCACCACCCATATCCAGGCTCGCCCG Cre06.g264200 GGAGGCGGAGGTATGCTTCCGTCCTTGTTGACG GGTTCCACCACCACCTACGGGGCTGCCCTTGGC
Cre06.g264250 GGAGGCGGAGGTATGGCAGCCGAGAACGC GGTTCCACCACCACCCAGCTTGTAGTCCTTCCCG Cre06.g264300 GGAGGCGGAGGTATGCAGGCCCTCCAGTG GGTTCCACCACCACCCGACCGCTCCTCCGAC
Cre06.g264350 GGAGGCGGAGGTATGGCCCTGACCGCTAGCAAG GGTTCCACCACCACCCTGGGCCTTGGCGGCCTTC Cre06.g264450 GGAGGCGGAGGTATGGCGAACTGCACAGTG GGTTCCACCACCACCGTCGCCCAGGATGACTGT
Cre06.g264500 GGAGGCGGAGGTATGTATGCAGCTAACAAGAAGCG GGTTCCACCACCACCCCGCTTCTTCCCAAACAAGGTC Cre06.g264550 GGAGGCGGAGGTATGCAGCTACGCAACGG GGTTCCACCACCACCGATCTCGCCGACCGGC
Cre06.g264600 GGAGGCGGAGGTATGTCCGGACGTGGCA GGTTCCACCACCACCACCGCCGAAGCCGTAC Cre06.g264650 GGAGGCGGAGGTATGGCCCGCACCAAGC GGTTCCACCACCACCTTAAGCGCGCTCGCCA
Cre06.g264700 GGAGGCGGAGGTATGGCCCCAAGGATTCGT GGTTCCACCACCACCGCACGCCACGGCCAAA Cre06.g264750 GGAGGCGGAGGTATGGCTGGTCGCGGCA GGTTCCACCACCACCCACGGCAGCAGAGCCG
Cre06.g264800 GGAGGCGGAGGTATGGCCCCCAAGAAGGAC GGTTCCACCACCACCGCCCGAGGTGAACTTGG Cre06.g264850 GGAGGCGGAGGTATGGCGCCCAAGAATCTTCAG GGTTCCACCACCACCCCCTGGTGGCTGCGCC
Cre06.g264900 GGAGGCGGAGGTATGGCCCCCAAGAAGGAC GGTTCCACCACCACCGCCCGAGGTGAACTTGG Cre06.g264950 GGAGGCGGAGGTATGGCTGGTCGCGGCA GGTTCCACCACCACCCACAGCGGCAGAGCCG
Cre06.g265000 GGAGGCGGAGGTATGGCCCGCACCAAGC GGTTCCACCACCACCGCACGCCACGGCCAGA Cre06.g265050 GGAGGCGGAGGTATGTCTGGACGTGGCAAGG GGTTCCACCACCACCGCCGCCGAAACCGTAC
Cre06.g265100 GGAGGCGGAGGTATGCAGCGCCAGGCTTTC GGTTCCACCACCACCGATATCCCCGGCAACCTCC Cre06.g265150 GGAGGCGGAGGTATGTCCGGGAGACTCGG GGTTCCACCACCACCCAAGCTACTATGCTGCGAGG
Cre06.g265200 GGAGGCGGAGGTATGTCTGGACGTGGCAAGG GGTTCCACCACCACCGCCGCCGAAGCCGTAC Cre06.g265250 GGAGGCGGAGGTATGGCCCGCACCAAGC GGTTCCACCACCACCTTACGCGCGCTCGCCA
Cre06.g265300 GGAGGCGGAGGTATGGACCCAAGGCTTCGTG GGTTCCACCACCACCGCACGCCACGGCCAAA Cre06.g265350 GGAGGCGGAGGTATGGCTGGTCGCGGCA GGTTCCACCACCACCCACGGCGGCAGAGCCG
Cre06.g265400 GGAGGCGGAGGTATGGCCCCCAAGAAGGAC GGTTCCACCACCACCGCCCGAGGTGAACTTGG Cre06.g265450 GGAGGCGGAGGTATGTCCGGACGTGGCAA GGTTCCACCACCACCGCCGCCGAAGCCGTAC
Cre06.g265500 GGAGGCGGAGGTATGGCCCGCACCAAGC GGTTCCACCACCACCTTACGCGCGCTCGCCA Cre06.g265550 GGAGGCGGAGGTATGCAACTGGTGGCGAACC GGTTCCACCACCACCGAGCCCACCGCCTCCGTTC
Cre06.g265602 GGAGGCGGAGGTATGGCTCTCAGCGGCTTTG GGTTCCACCACCACCCTGCACCTCGAGCTTGACC Cre06.g265750 GGAGGCGGAGGTATGTCGGGCGTGCCAGTC GGTTCCACCACCACCCCGGCCTCTTAACCTCCTCC
Cre06.g265800 GGAGGCGGAGGTATGTCGCTCAGCATGCG GGTTCCACCACCACCCTCCGACAGGGTGATCTTCA Cre06.g265850 GGAGGCGGAGGTATGCAGAGCCAGGCTCA GGTTCCACCACCACCTTAAGGGACCGCCACGG
Cre06.g265900 GGAGGCGGAGGTATGTCGACCATTGGGAGCA GGTTCCACCACCACCCGCGTCCGTCTTTGCC Cre06.g265950 GGAGGCGGAGGTATGCCCACGGAGCTGG GGTTCCACCACCACCGTCGTCAAGCGCGCAG
Cre06.g266000 GGAGGCGGAGGTATGCCTGGCACGACCGCAAG GGTTCCACCACCACCCTCGTTCAGCCACCAGTGC Cre06.g266052 GGAGGCGGAGGTATGTCAGACGCCAGTGCGAAT GGTTCCACCACCACCGCTTGACGCCCGGCTGCTG
Cre06.g266100 GGAGGCGGAGGTATGATTAGTCTTTCTCCGTCCACA GGTTCCACCACCACCCTCGTTCAGCCACCAGTGC Cre06.g266150 GGAGGCGGAGGTATGACTAGTCTTTCTCAGTCCACA GGTTCCACCACCACCCTCGTTCAGCCACCAGTGC
Cre06.g266250 GGAGGCGGAGGTATGTTGAGTCTTCCGAAGTCCA GGTTCCACCACCACCCTCGTTCAGCCACCAGTGC Cre06.g266276 GGAGGCGGAGGTATGGTGGCGGAGGTGC GGTTCCACCACCACCGGGCGTGAGCCTTGCC
Cre06.g266300 GGAGGCGGAGGTATGGCCGCCGTCGCTC GGTTCCACCACCACCGTCGACGGAGAGCATGTTGA Cre06.g266350 GGAGGCGGAGGTATGGCTTCCCAGTGCGA GGTTCCACCACCACCGAACCGCAGCACGAACG
Cre06.g266383 GGAGGCGGAGGTATGGCGCCCAAGGTTCT GGTTCCACCACCACCCGGAATGGAGACCTGAGTTG Cre06.g266416 GGAGGCGGAGGTATGTCGGCCCACAAGGA GGTTCCACCACCACCCGTCAGCTTGGCTGCC
Cre06.g266450 GGAGGCGGAGGTATGCCTTGCACGACCGCAAG GGTTCCACCACCACCCTCGTTCAGCCACCAGTGT Cre06.g266500 GGAGGCGGAGGTATGACGGTACCGGCGAC GGTTCCACCACCACCCCAGCCCCTGTACTTCTGC
Cre06.g266550 GGAGGCGGAGGTATGCAGCGAGATATTAGCAAGT GGTTCCACCACCACCTCAGATGCGGGGTCCG Cre06.g266600 GGAGGCGGAGGTATGTCCGGACGTGGCA GGTTCCACCACCACCACCACCGAAGCCGTACA
Cre06.g266650 GGAGGCGGAGGTATGGCCCGCACCAAGC GGTTCCACCACCACCTTACGCGCGCTCGCCA Cre06.g266700 GGAGGCGGAGGTATGGCTGGTCGCGGCA GGTTCCACCACCACCCACAGCGGCAGAGCCG
Cre06.g266750 GGAGGCGGAGGTATGGCCCCCAAGAAGGAC GGTTCCACCACCACCGCCCGAGGTGAACTTGG Cre06.g266800 GGAGGCGGAGGTATGAAGAAGGGAAATGCAGGG GGTTCCACCACCACCCTACGTCACCGCCGCC
Cre06.g266900 GGAGGCGGAGGTATGAGTATGTGCCTCCAAAACC GGTTCCACCACCACCCTACACGCGGCCATCAAA Cre06.g266950 GGAGGCGGAGGTATGCGTGGGGAGGAGCAT GGTTCCACCACCACCCAGCTGCAGCCAGCGCCC
Cre06.g267000 GGAGGCGGAGGTATGGGAGTGGAGACAACATCTA GGTTCCACCACCACCCTACTCCCGTAGCGCCG Cre06.g267050 GGAGGCGGAGGTATGTTGAAGAGCCTCTTTGGC GGTTCCACCACCACCCTCGCAGGGCAGGTCG
Cre06.g267150 GGAGGCGGAGGTATGGAGGCTTCCACTTCCA GGTTCCACCACCACCCTCGTCGTCCTCGTCCT Cre06.g267200 GGAGGCGGAGGTATGACGTGGCCGGAGCCC GGTTCCACCACCACCGTAGGACTCGCGCTGCATC
Cre06.g267250 GGAGGCGGAGGTATGCAGCCTGCCAGCA GGTTCCACCACCACCCAACTGCTGCGGTGCA Cre06.g267300 GGAGGCGGAGGTATGGCGTCTCGAAAGGGTG GGTTCCACCACCACCCCGCGACATCTTGGACAGC
Cre06.g267350 GGAGGCGGAGGTATGATGCTGAGCGCCAAC GGTTCCACCACCACCGAAGAGTTCGGCCAACGT Cre06.g267450 GGAGGCGGAGGTATGAGAGGGTGCCGCTG GGTTCCACCACCACCGGGTTGCAGGCGTGTG
Cre06.g267476 GGAGGCGGAGGTATGAAGGCTCGCAGCAC GGTTCCACCACCACCCTGCTGCGTGTGCTCC Cre06.g267500 GGAGGCGGAGGTATGACCTGCGACACTCCAAAG GGTTCCACCACCACCGTCCATACGCGTCTTGAGCG
Cre06.g267550 GGAGGCGGAGGTATGGCTGACCTCTTTGGAGC GGTTCCACCACCACCCAGCACGCTCCACAGCTG Cre06.g267600 GGAGGCGGAGGTATGCTTCACCAGATTAGCGCAA GGTTCCACCACCACCCGCGCTGCCGCTCTCCAG
Cre06.g267650 GGAGGCGGAGGTATGCAGCTTCTATGCACTAGCC GGTTCCACCACCACCGTACTCCCAGCAGTCGAAGC Cre06.g267750 GGAGGCGGAGGTATGAGCAAAAGTCGTCGCA GGTTCCACCACCACCCCGCCCCACGCTGTAC
Cre06.g267800 GGAGGCGGAGGTATGGCGCCTCACGGCGAC GGTTCCACCACCACCAAGCAGCAGCTTGAGGACC Cre06.g267850 GGAGGCGGAGGTATGCATAGACACTCGTTAGCGC GGTTCCACCACCACCCTCATCCCCTCCGCCGAAAATC
Cre06.g267900 GGAGGCGGAGGTATGGACTGGAACCAAGTTACATT GGTTCCACCACCACCTCACATGCTGTGTGTGTGAT Cre06.g267950 GGAGGCGGAGGTATGGCCCGCACCAAGC GGTTCCACCACCACCTTACGCGCGCTCGCCA
Cre06.g268000 GGAGGCGGAGGTATGTCCGGACGTGGCA GGTTCCACCACCACCACCACCGAAGCCGTACA Cre06.g268050 GGAGGCGGAGGTATGGCTGGTCGCGGCA GGTTCCACCACCACCCACAGCGGCAGAGCCG
Cre06.g268100 GGAGGCGGAGGTATGGCCCCCAAGAAGGAC GGTTCCACCACCACCGCCCGAGGTGAACTTGG Cre06.g268150 GGAGGCGGAGGTATGCAGGTCGTTTGCAAGCAAA GGTTCCACCACCACCTGCAAACACCGCATCCTCC
Cre06.g268150 GGAGGCGGAGGTATGCAGGTCGTTTGCAAGC GGTTCCACCACCACCTGCAAACACCGCATCCTC Cre06.g268200 GGAGGCGGAGGTATGGCCCTTCAGGGCCTG GGTTCCACCACCACCTTTGAGCTGCTTGAGCGC
Cre06.g268228 GGAGGCGGAGGTATGCCGACGGGCTATGCGTTG GGTTCCACCACCACCTCTGTCTGCCTGCTTTCCTACT Cre06.g268250 GGAGGCGGAGGTATGGCCCCCAAGAAGGAC GGTTCCACCACCACCGCCCGAGGTGAACTTGG
Cre06.g268300 GGAGGCGGAGGTATGGCTGGTCGCGGCA GGTTCCACCACCACCGGCGGCCTCCTCGCTG Cre06.g268350 GGAGGCGGAGGTATGGCTCGCACTAAGCAGA GGTTCCACCACCACCTTAAGCGCGCTCGCCA
Cre06.g268400 GGAGGCGGAGGTATGTCCGGACGTGGCA GGTTCCACCACCACCGCCACCGAAGCCGTAC Cre06.g268450 GGAGGCGGAGGTATGCACTACCATCTGCCGTA GGTTCCACCACCACCTGCCGCCTCGCTCTTT
Cre06.g268501 GGAGGCGGAGGTATGCGGAAGCGGCCCC GGTTCCACCACCACCCTCCGCCACAGCGCCT Cre06.g268550 GGAGGCGGAGGTATGATCTTCTACCTGTCGCTTGG GGTTCCACCACCACCCATGTAGGCGTCCCCGAAG
Cre06.g268600 GGAGGCGGAGGTATGGGCGAGCAGCTGAGG GGTTCCACCACCACCAGCGAAACGGTCGAGCCG Cre06.g268650 GGAGGCGGAGGTATGGCTTCCGTAGTGAGCG GGTTCCACCACCACCGAGCGGCACCATGGTC
Cre06.g268700 GGAGGCGGAGGTATGTCAACAATCGGCACTGGT GGTTCCACCACCACCCCTCCCACTGGGCTCTAACTTC Cre06.g268750 GGAGGCGGAGGTATGCTCCCAGCGCTGGCC GGTTCCACCACCACCCTCCCCAATGCCGCTGGG
Cre06.g268800 GGAGGCGGAGGTATGGCGGACAGGGTACTTG GGTTCCACCACCACCGGGCTTGAGGCCCATGCG Cre06.g268800 GGAGGCGGAGGTATGGCGGACAGGGTACTTG GGTTCCACCACCACCGGGCTTGAGGCCCATGC
Cre06.g268850 GGAGGCGGAGGTATGGACTCCCATCTTCTGCG GGTTCCACCACCACCACCCCAGTCTTCGCTGGGAAG Cre06.g268900 GGAGGCGGAGGTATGGACGGCCCGCCTC GGTTCCACCACCACCCTACCTTTCCCTCTCTTCGTGA
Cre06.g268925 GGAGGCGGAGGTATGTTCCGATTCTGCCGGC GGTTCCACCACCACCTCAGCAGCCGCTGCAG Cre06.g268976 GGAGGCGGAGGTATGTTATCGGGGATAATTCTTTGG GGTTCCACCACCACCTCACGCCTTGCCAGCT
Cre06.g269000 GGAGGCGGAGGTATGTCACGCATTGTCGGC GGTTCCACCACCACCCGCACCACTTGTGAAGTCG Cre06.g269050 GGAGGCGGAGGTATGGCACTGCATGCGACT GGTTCCACCACCACCACCGAACAGGTTGGTGAAGAAC
Cre06.g269100 GGAGGCGGAGGTATGTCGGTCGTCAAATTACGCA GGTTCCACCACCACCCGCCAACCGCTTGTGCAT Cre06.g269150 GGAGGCGGAGGTATGAGATGCGCTTTCTCCTC GGTTCCACCACCACCTCAGCGCTCAGACGCC
Cre06.g269200 GGAGGCGGAGGTATGCTACAGTCGCTCAGCG GGTTCCACCACCACCACCGCGTATGCCATTGC Cre06.g269250 GGAGGCGGAGGTATGCTGGCATGCCACCT GGTTCCACCACCACCGCCCCTCCGTGCATACA
Cre06.g269300 GGAGGCGGAGGTATGGCGGTGGTGGACCT GGTTCCACCACCACCGGCCTGGTCGCGCCAG Cre06.g269350 GGAGGCGGAGGTATGGCTTTCAAGCAACGTAAAT GGTTCCACCACCACCCGCCCCTCGTATCCCGTA
Cre06.g269450 GGAGGCGGAGGTATGGCCAGCCGCGGAAAG GGTTCCACCACCACCCTTGGCCTCACGCGGCTG Cre06.g269550 GGAGGCGGAGGTATGGAACAGTGCAACGCG GGTTCCACCACCACCTACATTGCCAGCCGACGAAG
Cre06.g269601 GGAGGCGGAGGTATGGGCAATTGGGACGGC GGTTCCACCACCACCCAGCTCCTTCGTGTTCAAGTCA Cre06.g269650 GGAGGCGGAGGTATGCTGACCAAGCGCCTTC GGTTCCACCACCACCCAGGCCGGCCTGCTGC
Cre06.g269700 GGAGGCGGAGGTATGCGTGTACGGACGCT GGTTCCACCACCACCCTAGCGCCGCTTGCTG Cre06.g269752 GGAGGCGGAGGTATGGCGCTTCAGATTAACCCG GGTTCCACCACCACCCGCCATCACCGCTACCTTG
Cre06.g269850 GGAGGCGGAGGTATGCATGCGCGATATGCC GGTTCCACCACCACCCTCGCGCCACAACATCA Cre06.g269865 GGAGGCGGAGGTATGCGTCTGGCCGTGTTG GGTTCCACCACCACCATTCCCAGATTCCCGCCC
Cre06.g269908 GGAGGCGGAGGTATGGACCAGTGGACGCC GGTTCCACCACCACCGCTGGCTTTGGTTCCGC Cre06.g269950 GGAGGCGGAGGTATGGCTGATGCCAGCACG GGTTCCACCACCACCGTTGTACAGGTCATCGTCGTCC
Cre06.g270000 GGAGGCGGAGGTATGCCATCGGTCGCGGC GGTTCCACCACCACCCTCGTCGGCGCCCAGC Cre06.g270050 GGAGGCGGAGGTATGGAAGCTAGGGACGACGAC GGTTCCACCACCACCCTCGTCGGCGCCCAGC
Cre06.g270100 GGAGGCGGAGGTATGTTATTTCGCGGGCCAA GGTTCCACCACCACCCCTTGCAAAGTAGGGCCC Cre06.g270150 GGAGGCGGAGGTATGAGCGATAAAAAGCGCGGAG GGTTCCACCACCACCCGTGTCAGTCTTGGCCTTCTT
Cre06.g270200 GGAGGCGGAGGTATGGGCAACGTGTTCAGCT GGTTCCACCACCACCCTTGGGCCCGGCGTACAT Cre06.g270276 GGAGGCGGAGGTATGGTGTCTGACCCAGCC GGTTCCACCACCACCAAGTAGAGCGGAGGAGCG
Cre06.g270300 GGAGGCGGAGGTATGGCGTTGCCCCAGC GGTTCCACCACCACCCGTCACGTCCCGTGCC Cre06.g270350 GGAGGCGGAGGTATGCGGGCGTCCATAGA GGTTCCACCACCACCCACAAGCTGCAGCGCC
Cre06.g270400 GGAGGCGGAGGTATGGCAGACACGGTTCGCTTC GGTTCCACCACCACCCGGCTCAAACGGCTGCCCAAAC Cre06.g270450 GGAGGCGGAGGTATGTCCGAGCTTCGCCT GGTTCCACCACCACCGGCGCAGCAGTTGCAA
Cre06.g270500 GGAGGCGGAGGTATGCGGTCGCCACTTCTTC GGTTCCACCACCACCTGGCCGCCGTACGACGTG Cre06.g270550 GGAGGCGGAGGTATGGCTTGTAAAGCTAGGGAAC GGTTCCACCACCACCTTACTCGCTACCATCGCCG
Cre06.g270600 GGAGGCGGAGGTATGGACCAGCAAACAATAGCC GGTTCCACCACCACCGTCCACCTCCAGCTCATCA Cre06.g270650 GGAGGCGGAGGTATGCTGGAGTCTTTAGTGATCAA GGTTCCACCACCACCTCAATACTGCGTCTGCGC
Cre06.g270726 GGAGGCGGAGGTATGTGCAGTGGCTTGGAG GGTTCCACCACCACCGACGAAGGCGGTCCCG Cre06.g270750 GGAGGCGGAGGTATGGCTGAAGCACCGATTC GGTTCCACCACCACCAGAGCCAGTGTGCTCCG
Cre06.g270800 GGAGGCGGAGGTATGCAAGCAGAGACTGTGG GGTTCCACCACCACCCATCCCTAACGTCCCACTGC Cre06.g270850 GGAGGCGGAGGTATGGACCTTGATGTTGAGCTGG GGTTCCACCACCACCGGTCAAATCAATGAAATCATATGCA
Cre06.g270900 GGAGGCGGAGGTATGCAAGCAGCTGCGCGC GGTTCCACCACCACCGTCACGGTCACGGCCGCCAAC Cre06.g270900 GGAGGCGGAGGTATGCAAGCAGCTGCGC GGTTCCACCACCACCGTCACGGTCACGGCCG
Cre06.g270950 GGAGGCGGAGGTATGTATGACTTCTGTGGAATGCA GGTTCCACCACCACCTCAGCTGTTGGCGGCG Cre06.g271000 GGAGGCGGAGGTATGCATCAGCCTTTACTATGGG GGTTCCACCACCACCCTATTGCTGTTGCCCGTCG
Cre06.g271050 GGAGGCGGAGGTATGGCTGCCTCAGAGCCG GGTTCCACCACCACCCGCCGCGGTGAGCCTGTCTC Cre06.g271100 GGAGGCGGAGGTATGGCTCCTGGCTTTGGC GGTTCCACCACCACCCACGACGACGTCGTTGAAC
Cre06.g271150 GGAGGCGGAGGTATGGCTTTAACAGCTGAGGAGG GGTTCCACCACCACCCACCGCCTTCTTCGGCGG Cre06.g271188 GGAGGCGGAGGTATGCCTGTGGCAGCAGC GGTTCCACCACCACCAGACAGCTCGCTGCCA
Cre06.g271200 GGAGGCGGAGGTATGCTGCTCCAGCGCG GGTTCCACCACCACCCAGCTTGGGACTGATGATCTG Cre06.g271250 GGAGGCGGAGGTATGGCCCGCACCAAGC GGTTCCACCACCACCTTACGCGCGCTCGCCA
Cre06.g271300 GGAGGCGGAGGTATGTCCGGACGTGGCA GGTTCCACCACCACCGCCGCCAAAGCCGTAC Cre06.g271350 GGAGGCGGAGGTATGGCTGGTCGCGGCA GGTTCCACCACCACCGGCGGCCTCCTCGCTG
Cre06.g271376 GGAGGCGGAGGTATGGCCCCCAAGAAGGAC GGTTCCACCACCACCGCCCGAGGTGAACTTGG Cre06.g271400 GGAGGCGGAGGTATGGCGCTCGGTGCAA GGTTCCACCACCACCTCACGCCGGCAGTCCC
Cre06.g271500 GGAGGCGGAGGTATGACCGGTCGCGGCG GGTTCCACCACCACCCTCGCTGCCGCCCTCC Cre06.g271526 GGAGGCGGAGGTATGCCTCTTACGAGTCTTCTAGT GGTTCCACCACCACCCTAGGCAGTCCACTTCGGC
Cre06.g271550 GGAGGCGGAGGTATGGACGCCCCCGCGA GGTTCCACCACCACCGTGGCGGCAGCGCTTG Cre06.g271600 GGAGGCGGAGGTATGAGCGACATTTGGACGC GGTTCCACCACCACCTCATCTGCGGCCGCTG
Cre06.g271650 GGAGGCGGAGGTATGGGCGCATCCGAGA GGTTCCACCACCACCCGCTTTACTCCCAGACCCC Cre06.g271700 GGAGGCGGAGGTATGAATCCGAAGACCATGGCA GGTTCCACCACCACCTTAGGCGCTGCCCCCC
Cre06.g271750 GGAGGCGGAGGTATGTCGGTGATTGAGCGAACC GGTTCCACCACCACCCACGATCGGCCGGCCC Cre06.g271800 GGAGGCGGAGGTATGGGCGCCAGCGGAAACATG GGTTCCACCACCACCGTGTCCGGCGCCCCCCAG
Cre06.g271850 GGAGGCGGAGGTATGCTCCTGACCGGCA GGTTCCACCACCACCGATGTCGCCGGCGATTT Cre06.g271900 GGAGGCGGAGGTATGCCCGGCCTGGTGG GGTTCCACCACCACCGGCCGACACCTCATTGATGA
Cre06.g271950 GGAGGCGGAGGTATGTCGCAGCTAAAGGACC GGTTCCACCACCACCCTACCGCAGCTCGTCCG Cre06.g272000 GGAGGCGGAGGTATGGCGGAGGTGGAGGTAG GGTTCCACCACCACCCTGCTGCTTGCGCTCGCG
Cre06.g272050 GGAGGCGGAGGTATGGGCAAGGGCTGTGGT GGTTCCACCACCACCCGCCTTGACCATGCTGGG Cre06.g272100 GGAGGCGGAGGTATGCGCGACCACGAGGCG GGTTCCACCACCACCTGAATCTGCATCGCCATCGC
Cre06.g272100 GGAGGCGGAGGTATGCGCGACCACGAGG GGTTCCACCACCACCTGAATCTGCATCGCCATCG Cre06.g272150 GGAGGCGGAGGTATGAACAGCTGGACACGGA GGTTCCACCACCACCGGGGATGTCCTGCTGCA
Cre06.g272200 GGAGGCGGAGGTATGGCGGGAGTTGGGCTG GGTTCCACCACCACCAGCCGCGGAGCCAGCCAC Cre06.g272300 GGAGGCGGAGGTATGCTGCTTGAACAACTATCCA GGTTCCACCACCACCTTACACGTCCGCACGC
Cre06.g272400 GGAGGCGGAGGTATGGCCTTCACGGACTTCAG GGTTCCACCACCACCTTCCGGCTTTAACTTCCGGTAA Cre06.g272450 GGAGGCGGAGGTATGTGGAAGGAGGGCCTGA GGTTCCACCACCACCCCACCACTCCGGCTCCAT
Cre06.g272450 GGAGGCGGAGGTATGTGGAAGGAGGGCCTG GGTTCCACCACCACCCCACCACTCCGGCTCC Cre06.g272475 GGAGGCGGAGGTATGCCCCGCTTGTCCA GGTTCCACCACCACCTCTGCGTTGCCGTGTG
Cre06.g272500 GGAGGCGGAGGTATGCTGCGCGTGCACA GGTTCCACCACCACCCTGCGACTCCTCCGCC Cre06.g272550 GGAGGCGGAGGTATGGGCAAGTTTTATGCAGTCC GGTTCCACCACCACCCTAGCTGTACGCAAGGTCG
Cre06.g272600 GGAGGCGGAGGTATGGACGTCCCCGCAATG GGTTCCACCACCACCGTGGCGGCAGCGCTTG Cre06.g272650 GGAGGCGGAGGTATGGCCCTTACCATGAAGCG GGTTCCACCACCACCCAGGAAGGGCAGGGAGAC
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Cre06.g272701 GGAGGCGGAGGTATGTGCAATCGTGAACGCGAT GGTTCCACCACCACCGCGCTGCACGTGCCGT Cre06.g272750 GGAGGCGGAGGTATGGCCCAGCCGGCTC GGTTCCACCACCACCTGCCTGTTTGATGCCGAGC
Cre06.g272760 GGAGGCGGAGGTATGTGGTGCTGCAAGGGC GGTTCCACCACCACCTCAGCGCCAGCTCCCC Cre06.g272800 GGAGGCGGAGGTATGGGCATCTCACGCGA GGTTCCACCACCACCGGCGGCCTTCGACTTC
Cre06.g272850 GGAGGCGGAGGTATGCAGTCCAGCACCATG GGTTCCACCACCACCTGCCTTGGCAACCGAGG Cre06.g272900 GGAGGCGGAGGTATGTCCGTCGAGAAGGTCGG GGTTCCACCACCACCCTTCTTCTTGTACAGCAGCTCG
Cre06.g272950 GGAGGCGGAGGTATGGGCTCTCTCGTCCAG GGTTCCACCACCACCCTTCTTCTTGGCGACACCG Cre06.g273000 GGAGGCGGAGGTATGAGCGGCGAGGAGGCT GGTTCCACCACCACCGCCCGGGGGCCAGGTCAG
Cre06.g273050 GGAGGCGGAGGTATGCTGGGCTTCAAGGCG GGTTCCACCACCACCCTGCGCCGCACCCTCC Cre06.g273100 GGAGGCGGAGGTATGGCGACCAAACTGGCGA GGTTCCACCACCACCCAGCAGCCTGCGGCCG
Cre06.g273150 GGAGGCGGAGGTATGGTCATACAGGCCGTCG GGTTCCACCACCACCCACCGCCGCAACAGCC Cre06.g273200 GGAGGCGGAGGTATGGGAGAGGTTGGGTCC GGTTCCACCACCACCCTACCGGATGCGCCAGC
Cre06.g273250 GGAGGCGGAGGTATGGTAGAAACATCTCGTGCTC GGTTCCACCACCACCTCACTGCGGGTGCACC Cre06.g273300 GGAGGCGGAGGTATGGCCGCTGCTTCCG GGTTCCACCACCACCTTACGCGTCGGCCTCC
Cre06.g273350 GGAGGCGGAGGTATGGAGCCCATCATACAGCG GGTTCCACCACCACCCCGCTGCTCCCGCTCCTTC Cre06.g273400 GGAGGCGGAGGTATGACTGGCGGCAAGGT GGTTCCACCACCACCCGAGCTCACGTGCGGT
Cre06.g273413 GGAGGCGGAGGTATGGCAAAGGCCAAGGC GGTTCCACCACCACCCTTCTTCTGCTTCTTTGCCGC Cre06.g273450 GGAGGCGGAGGTATGACATCTTCGGGGTTAAATCT GGTTCCACCACCACCCAGGTCGTCGTCCAGCAG
Cre06.g273500 GGAGGCGGAGGTATGAAGCGCCCTGACACC GGTTCCACCACCACCCGAGGAGAGGTCGTTAATGGC Cre06.g273550 GGAGGCGGAGGTATGGCTTCGCTGGCCT GGTTCCACCACCACCCTTTTTGGGAGCTGACTCGC
Cre06.g273600 GGAGGCGGAGGTATGCAGATTTTCGTCCGGACT GGTTCCACCACCACCCTTCTTGCCCTTCTTGCCCTT Cre06.g273650 GGAGGCGGAGGTATGAACGAGGTCTACCGCCC GGTTCCACCACCACCCTCATACTTCGACGCCAGGG
Cre06.g273700 GGAGGCGGAGGTATGGCTCTGTCAGCGCAG GGTTCCACCACCACCCGCCGACACGCCGGTGTAG Cre06.g273750 GGAGGCGGAGGTATGGCACCGATGGCAAGC GGTTCCACCACCACCCACGATGGGCGTGCTGTC
Cre06.g273800 GGAGGCGGAGGTATGTTGGACGTCGACCTCGC GGTTCCACCACCACCTCACACGACCGCGCGG Cre06.g273850 GGAGGCGGAGGTATGGCCCCCAAGAAGGAC GGTTCCACCACCACCGCCCGAGGTGAACTTGG
Cre06.g273900 GGAGGCGGAGGTATGGCTGGTCGCGGCA GGTTCCACCACCACCAGCGGCCTCCTCGCTG Cre06.g273950 GGAGGCGGAGGTATGTCCGGACGTGGCA GGTTCCACCACCACCACCACCGAAGCCGTACA
Cre06.g274000 GGAGGCGGAGGTATGGCCCGCACCAAGC GGTTCCACCACCACCTTACGCGCGCTCGCCA Cre06.g274050 GGAGGCGGAGGTATGCTGACTTCACTCGCAAGC GGTTCCACCACCACCCTTCGGCCGCCGCTCT
Cre06.g274101 GGAGGCGGAGGTATGGCCCGCACCAAGC GGTTCCACCACCACCTTACGCGCGCTCGCCA Cre06.g274150 GGAGGCGGAGGTATGTCCGGACGTGGCA GGTTCCACCACCACCACCACCGAAGCCGTACA
Cre06.g274200 GGAGGCGGAGGTATGGCTGGTCGCGGCA GGTTCCACCACCACCGGCGGTCTCCTCGCCC Cre06.g274250 GGAGGCGGAGGTATGGCCCCCAAGAAGGAC GGTTCCACCACCACCGCCCGAGGTGAACTTGG
Cre06.g274300 GGAGGCGGAGGTATGTCCGGACGTGGCA GGTTCCACCACCACCACCACCGAAGCCGTACA Cre06.g274350 GGAGGCGGAGGTATGGCCCGCACCAAGC GGTTCCACCACCACCTTACGCGCGCTCGCCA
Cre06.g274400 GGAGGCGGAGGTATGACATCAGATATCAAAGGACGC GGTTCCACCACCACCCCCTTGCATCCCGTCTTCC Cre06.g274500 GGAGGCGGAGGTATGGCTGACGAAGAGCTTTATG GGTTCCACCACCACCGTAAGGCGCGTAGAAGCGG
Cre06.g274550 GGAGGCGGAGGTATGGGCTGTGCTTCAAGCG GGTTCCACCACCACCCGCGGGCGTGTTGAGGTT Cre06.g274600 GGAGGCGGAGGTATGTTCTCTGAAAAGGCGCC GGTTCCACCACCACCCTGCCAGTAGTGCGACCG
Cre06.g274650 GGAGGCGGAGGTATGCTGAACTCGCGCGT GGTTCCACCACCACCCGCGTTGGCGCCAACG Cre06.g274700 GGAGGCGGAGGTATGACGTCGTCACCAGCG GGTTCCACCACCACCTCAAGCCGCCGCCACC
Cre06.g274750 GGAGGCGGAGGTATGGCCCCCAAGAAGGAC GGTTCCACCACCACCGCCCGAGGTGAACTTGG Cre06.g274800 GGAGGCGGAGGTATGGCTGGTCGCGGCA GGTTCCACCACCACCGGCGGCCTCCTCGCTC
Cre06.g274850 GGAGGCGGAGGTATGGCCCGCACCAAGC GGTTCCACCACCACCTTACGCGCGCTCGCCA Cre06.g274900 GGAGGCGGAGGTATGTCCGGACGTGGCA GGTTCCACCACCACCACCACCGAAGCCGTACA
Cre06.g274950 GGAGGCGGAGGTATGGTGGGCAGCCGGA GGTTCCACCACCACCCGCCTCCAACAGCACC Cre06.g274994 GGAGGCGGAGGTATGAGTGAAACGCCTGGCA GGTTCCACCACCACCCAGCCCCGGCGTCCAG
Cre06.g275000 GGAGGCGGAGGTATGACAGCGTGGACCGG GGTTCCACCACCACCTCAGGCCACGTGGCGG Cre06.g275050 GGAGGCGGAGGTATGGCGGTCTTGAAGCTCC GGTTCCACCACCACCGGCGTGGTCAACTCCG
Cre06.g275100 GGAGGCGGAGGTATGGGCAAGCCAGTTAAGG GGTTCCACCACCACCATCGTCGAACGACATCTTCTT Cre06.g275200 GGAGGCGGAGGTATGTCATCCTGCGCGGAC GGTTCCACCACCACCGCCAGTGGCCTCCTCCAA
Cre06.g275250 GGAGGCGGAGGTATGGCATTTGCTATCAAAGATGTG GGTTCCACCACCACCTCAAAAGTCCCGGTCGCC Cre06.g275300 GGAGGCGGAGGTATGGTGTTCTACTTCTACCCGC GGTTCCACCACCACCTCACATGAAGTCGTCCTCCA
Cre06.g275400 GGAGGCGGAGGTATGGATGGCGCCGGGG GGTTCCACCACCACCCAGCTCGTCGTCACCAAGA Cre06.g275450 GGAGGCGGAGGTATGGCGGCTCGCATCGTC GGTTCCACCACCACCGTTTGCAAGGCTGGCCTG
Cre06.g275500 GGAGGCGGAGGTATGCAAGTGGACGTCTCATAC GGTTCCACCACCACCTCACATGTCGGCGGCG Cre06.g275550 GGAGGCGGAGGTATGGCATGCGAGCGCC GGTTCCACCACCACCCTCCATGCCGGCGGCG
Cre06.g275650 GGAGGCGGAGGTATGGAAGTAGACAAGCCGGAAG GGTTCCACCACCACCGAAGTCGTCCTCGTCCTCCTC Cre06.g275700 GGAGGCGGAGGTATGTCTGGACGTGGCAAGG GGTTCCACCACCACCACCACCGAAGCCGTACA
Cre06.g275750 GGAGGCGGAGGTATGGCCCGCACCAAGC GGTTCCACCACCACCTTACGCGCGCTCGCCA Cre06.g275800 GGAGGCGGAGGTATGGCCCCCAAAAAGGACG GGTTCCACCACCACCGCCTGAGGTGAACTTGGTC
Cre06.g275850 GGAGGCGGAGGTATGGCTGGTCGCGGCA GGTTCCACCACCACCGGCGGCCTCCTCGCTG Cre06.g275900 GGAGGCGGAGGTATGGCCGACGTCGCTG GGTTCCACCACCACCGGCCTTCTTGGCAGCC
Cre06.g276100 GGAGGCGGAGGTATGGCTCATGACGAGTCTGG GGTTCCACCACCACCCATCGTCGGCGGCAGA Cre06.g276150 GGAGGCGGAGGTATGCGCGCCTCAACGTGG GGTTCCACCACCACCGCACTCCACACAGCCCCC
Cre06.g276250 GGAGGCGGAGGTATGGACGTCAAGAAGCTCATC GGTTCCACCACCACCGACAGTCCAGGAAGAAGCG Cre06.g276300 GGAGGCGGAGGTATGCAGCGAGCGGCGG GGTTCCACCACCACCCTGCTTCGGGCGGCTC
Cre06.g276350 GGAGGCGGAGGTATGTGGGCCTCGCTCAG GGTTCCACCACCACCGAAGCGGTCCTTGGCCG Cre06.g276371 GGAGGCGGAGGTATGGACGTCAAGAAGCTCATC GGTTCCACCACCACCGACAGTCCAGGAAGAAGCG
Cre06.g276400 GGAGGCGGAGGTATGCAGCGAGCGGCGG GGTTCCACCACCACCCTGCTTCGGGCGGCTC Cre06.g276450 GGAGGCGGAGGTATGGCCGCACCGCCAC GGTTCCACCACCACCGAAGCGGTCCTTGGCCG
Cre06.g276500 GGAGGCGGAGGTATGGCTGGTCGCGGCA GGTTCCACCACCACCGGCAGTCTCCTCGCCC Cre06.g276550 GGAGGCGGAGGTATGGCCCCCAAGAAGGAC GGTTCCACCACCACCGCCTGAGGTGAACTTAGTCAC
Cre06.g276600 GGAGGCGGAGGTATGGCCCGCACCAAGC GGTTCCACCACCACCTTACGCGCGCTCGCCA Cre06.g276650 GGAGGCGGAGGTATGTCTGGACGCGGCA GGTTCCACCACCACCACCACCGAAGCCGTACA
Cre06.g276700 GGAGGCGGAGGTATGGCGCTAGGCTGCAAC GGTTCCACCACCACCCAGCTCGGCCTTGGGCCAG Cre06.g276750 GGAGGCGGAGGTATGTCACAGCAGGAGCTCTC GGTTCCACCACCACCGCCATCCCGGTGTGTGGC
Cre06.g276800 GGAGGCGGAGGTATGTCTGGACGCGGCA GGTTCCACCACCACCACCACCGAAGCCGTACA Cre06.g276850 GGAGGCGGAGGTATGGCCCGCACCAAGC GGTTCCACCACCACCTTACGCGCGCTCGCCA
Cre06.g276900 GGAGGCGGAGGTATGGCCCCCAAGAAGGAC GGTTCCACCACCACCGCCCGAGGTGAACTTGG Cre06.g276950 GGAGGCGGAGGTATGGCTGGTCGCGGCA GGTTCCACCACCACCGGCAGTCTCCTCGCCC
Cre06.g277000 GGAGGCGGAGGTATGGCTTTATTAGATGAGGCACCA GGTTCCACCACCACCAAAGCCCAACAACCGCGCTTC Cre06.g277050 GGAGGCGGAGGTATGTCGACGGCTGCGG GGTTCCACCACCACCTCAGCCCCGCACGTGG
Cre06.g277100 GGAGGCGGAGGTATGAGCGCTACAGCGGC GGTTCCACCACCACCCTTGGCCGCCGCCACT Cre06.g277150 GGAGGCGGAGGTATGGGCGCCTCGAGCA GGTTCCACCACCACCCCGCACCAGCTGCCCA
Cre06.g277250 GGAGGCGGAGGTATGCAGCAGCAGCAGC GGTTCCACCACCACCCAGCAACAGCAACGGCG Cre06.g277300 GGAGGCGGAGGTATGCTCGCCGCTTGCAAAG GGTTCCACCACCACCCAGCCCATGCGCGCGTAG
Cre06.g277350 GGAGGCGGAGGTATGGGTGGGCGAAAGGTG GGTTCCACCACCACCTTCCAACATCGCGTCCTCG Cre06.g277400 GGAGGCGGAGGTATGCCTGTACCCTTGACTG GGTTCCACCACCACCCTACTCCTTAGAGTACACAATCCA
Cre06.g277450 GGAGGCGGAGGTATGGCTGCGAAAGAAGAGG GGTTCCACCACCACCCAAATCCACACGCCGGA Cre06.g277500 GGAGGCGGAGGTATGTCCTCACAACCAGACTCC GGTTCCACCACCACCCTGCTCCCAGCCCGTC
Cre06.g277550 GGAGGCGGAGGTATGCAACCGATCAGCATACTAG GGTTCCACCACCACCCTACGAGCGGCCTTCATC Cre06.g277600 GGAGGCGGAGGTATGCAGCCACTTTTCCCTTC GGTTCCACCACCACCTCAAGCGCGCACAACG
Cre06.g277650 GGAGGCGGAGGTATGAACAACCTGCGGAAGAAGC GGTTCCACCACCACCTCAGCACCGGTCCGCC Cre06.g277700 GGAGGCGGAGGTATGGTGGCGATGTGGCAG GGTTCCACCACCACCGTTCCCAGTGCCCAGCAG
Cre06.g277750 GGAGGCGGAGGTATGTCGCAAGCAGTGCG GGTTCCACCACCACCGGCCTTCCACACCACCT Cre06.g277850 GGAGGCGGAGGTATGGATGCCGACTTGTACG GGTTCCACCACCACCGTTAGATGACACGGCGTGT
Cre06.g278085 GGAGGCGGAGGTATGGATGCCGACTTGTACG GGTTCCACCACCACCGTTAGATGACACGGCGTGT Cre06.g278086 GGAGGCGGAGGTATGGCTGCCATCCAGCGC GGTTCCACCACCACCCAGGGCGGCAGTGACCACAATC
Cre06.g278087 GGAGGCGGAGGTATGGCTCTCCGTTCTGCC GGTTCCACCACCACCCACGAACAGCTTGTCCACCAG Cre06.g278090 GGAGGCGGAGGTATGACCGGGACCGCGG GGTTCCACCACCACCCTGCTTCGCCTGCCCC
Cre06.g278092 GGAGGCGGAGGTATGGTTGCACTGTCAAGCA GGTTCCACCACCACCGTACGCAGCCACCAGAGG Cre06.g278093 GGAGGCGGAGGTATGTTTGCCCGCTTGAGAAG GGTTCCACCACCACCACCCCGTGTGTCGGGGAT
Cre06.g278094 GGAGGCGGAGGTATGCCGGGAAATCCGCA GGTTCCACCACCACCTCACGCTGCTGACGCC Cre06.g278096 GGAGGCGGAGGTATGGGCATCAAGCTTTTCCT GGTTCCACCACCACCTTAGAACCTCCGGGCGG
Cre06.g278097 GGAGGCGGAGGTATGTTTGGAGCCCAGGCC GGTTCCACCACCACCTTACTTGCGGCCGGCG Cre06.g278099 GGAGGCGGAGGTATGGGCGCAACCAAGTC GGTTCCACCACCACCAATCCCAAACACGTCGAGC
Cre06.g278101 GGAGGCGGAGGTATGACCGGCGATAATTATGCTGC GGTTCCACCACCACCTCAGTCCTCGCGCCGC Cre06.g278102 GGAGGCGGAGGTATGTTCGCACCAGCCGC GGTTCCACCACCACCACGCGCGGCACCCTTG
Cre06.g278104 GGAGGCGGAGGTATGCAGCTACAAAGGATCCAA GGTTCCACCACCACCTCACATGTCCTTTGGGAACATG Cre06.g278105 GGAGGCGGAGGTATGCATAGATCGCTCGGTCA GGTTCCACCACCACCCGCCACCCGCACGTAG
Cre06.g278106 GGAGGCGGAGGTATGAATGTCTCGACACCGAGC GGTTCCACCACCACCATAGAAGCGTTTGGGCCG Cre06.g278107 GGAGGCGGAGGTATGCTCAAGCGTGCCCC GGTTCCACCACCACCAGCGGGAGCCTGGGGA
Cre06.g278108 GGAGGCGGAGGTATGGTTGCCAGCAGCAGC GGTTCCACCACCACCCACCTGCTCATCCCCCTGTC Cre06.g278109 GGAGGCGGAGGTATGGCGCTGCAGTCTCGACATG GGTTCCACCACCACCAGCGGTACCGGCCGCTGC
Cre06.g278110 GGAGGCGGAGGTATGACGGCCTGTAAAGCCA GGTTCCACCACCACCCTACGCAGCGTCCCGC Cre06.g278111 GGAGGCGGAGGTATGCCGACTATGTCTTGGAACC GGTTCCACCACCACCCTGGCCATTCAGCGATGC
Cre06.g278112 GGAGGCGGAGGTATGAGCGACTCAGGCGC GGTTCCACCACCACCTCAGGCGCTGCCGTAG Cre06.g278113 GGAGGCGGAGGTATGGACAAGCTCGCCGAC GGTTCCACCACCACCCGCGTCCTCTACCTTCTCG
Cre06.g278114 GGAGGCGGAGGTATGGACCGCGTGCTGGAC GGTTCCACCACCACCGGTCATGTGGAAACGCTCCTT Cre06.g278115 GGAGGCGGAGGTATGGACCCGAACAAGGCC GGTTCCACCACCACCGTCCAGCATGAGGCAGC
Cre06.g278116 GGAGGCGGAGGTATGCGTGTGCTGCCTAAGG GGTTCCACCACCACCCCCCTTCACCGCCGCC Cre06.g278117 GGAGGCGGAGGTATGCGCGTGCGATGCG GGTTCCACCACCACCGGGCTGCAGCAGCTCC
Cre06.g278118 GGAGGCGGAGGTATGGACTCCGGTTTCGTCC GGTTCCACCACCACCCTTGAAGTGCACCGTGATGG Cre06.g278119 GGAGGCGGAGGTATGCTGGTCCTCCTCGGG GGTTCCACCACCACCGTTGGTCTTCTTCGCTCCGC
Cre06.g278122 GGAGGCGGAGGTATGACGCGTCGGGCCT GGTTCCACCACCACCCTACGTCCGGGCTGCG Cre06.g278123 GGAGGCGGAGGTATGAGGCTTCGCCTCAGC GGTTCCACCACCACCAGCCACACACGTGGACT
Cre06.g278124 GGAGGCGGAGGTATGAGCTCGAAACCCGAGC GGTTCCACCACCACCCCAGGCCGCCAATGCC Cre06.g278125 GGAGGCGGAGGTATGGACCCGAACGACGAATATG GGTTCCACCACCACCTTAGGGCGGCGCGGAC
Cre06.g278126 GGAGGCGGAGGTATGGCGTATGGGCCAAAAG GGTTCCACCACCACCCCGGGCGTCGAACTGA Cre06.g278127 GGAGGCGGAGGTATGCCTCCGCGACCGTCTC GGTTCCACCACCACCGTGCTGCAGCGTGCTCGTGAAG
Cre06.g278128 GGAGGCGGAGGTATGGGCGATGATGGTGACTTG GGTTCCACCACCACCCTTCTTGCCACGCCCCCC Cre06.g278129 GGAGGCGGAGGTATGATCCTGCAGCGTCAGC GGTTCCACCACCACCCAACGGCTCCTCATCAACG
Cre06.g278133 GGAGGCGGAGGTATGCGGTGGGCGGTGT GGTTCCACCACCACCGCTGCCGGCCCTTGTT Cre06.g278135 GGAGGCGGAGGTATGCCCGGTGGCCAAGG GGTTCCACCACCACCGCACACGCGGAAGCGC
Cre06.g278137 GGAGGCGGAGGTATGGTGTCGGAAACGGAATCGT GGTTCCACCACCACCTCAGCCCCGGCCCCAC Cre06.g278138 GGAGGCGGAGGTATGGGTTTTGAAGCGCCGA GGTTCCACCACCACCTAACCTCAGCGGACCCAACAG
Cre06.g278138 GGAGGCGGAGGTATGGGTTTTGAAGCGCCG GGTTCCACCACCACCTAACCTCAGCGGACCCAA Cre06.g278139 GGAGGCGGAGGTATGGCGGTGGAGATGCAG GGTTCCACCACCACCGCAGTAGCAGTAGTTGTACACG
Cre06.g278140 GGAGGCGGAGGTATGGGCCGCACCGAGT GGTTCCACCACCACCTTATGGGCTGGGCGCG Cre06.g278141 GGAGGCGGAGGTATGTCCACGCGAGTACTAGG GGTTCCACCACCACCGCTGCTGCTCCCGCAC
Cre06.g278142 GGAGGCGGAGGTATGCAAGTGCTACTCCGAGGG GGTTCCACCACCACCTCACGGCACGGGCGTG Cre06.g278143 GGAGGCGGAGGTATGGGCAAGCGGTACCTG GGTTCCACCACCACCATCCGGGATGTAGCCAACCTC
Cre06.g278144 GGAGGCGGAGGTATGATGCTTCGCCAACCAC GGTTCCACCACCACCCCGCACCCTGAACGAC Cre06.g278145 GGAGGCGGAGGTATGTGGACGCGAACAAGC GGTTCCACCACCACCTAGGATCACCTCCACCAGC
Cre06.g278146 GGAGGCGGAGGTATGCGGCAAACACGGTC GGTTCCACCACCACCCAAGTAGGCTGCGGACG Cre06.g278147 GGAGGCGGAGGTATGCACCTTTCACCGTCAGC GGTTCCACCACCACCGCCCGAAGACCGCGGC
Cre06.g278148 GGAGGCGGAGGTATGCTCCTGCACAACACCG GGTTCCACCACCACCCTTGGCAGCCTTGTTGTGC Cre06.g278150 GGAGGCGGAGGTATGGCATTGCTGCATTTTACG GGTTCCACCACCACCGTGCGCAGTGAGCGGT
Cre06.g278151 GGAGGCGGAGGTATGTCATTACCAGTACCGATTGAC GGTTCCACCACCACCTCACCCGCCTTGCCATA Cre06.g278152 GGAGGCGGAGGTATGGCGGGAGGCAACA GGTTCCACCACCACCCCGCATCTTCGGCGGT
Cre06.g278153 GGAGGCGGAGGTATGCCCATCACAATCTGTGG GGTTCCACCACCACCCACGCACTCCGTGACC Cre06.g278154 GGAGGCGGAGGTATGTCCCAGCTAGCAAGTGT GGTTCCACCACCACCCGACTTGACCTCGCCATC
Cre06.g278156 GGAGGCGGAGGTATGGACATCGCAGAAGCCC GGTTCCACCACCACCACGCTTCCAACCTGTTTGGC Cre06.g278156 GGAGGCGGAGGTATGGACATCGCAGAAGCCC GGTTCCACCACCACCACGCTTCCAACCTGTTTGG
Cre06.g278158 GGAGGCGGAGGTATGGGTCTGCGTGCGCTG GGTTCCACCACCACCAAGCTCGTCGTCCGAGGT Cre06.g278159 GGAGGCGGAGGTATGTCGAGTTGCGTCGTGT GGTTCCACCACCACCGCACTCAGCGTCCAGGAC
Cre06.g278160 GGAGGCGGAGGTATGGCATTGCCTGGCTGGC GGTTCCACCACCACCCAGCTCGCCGCTGCCC Cre06.g278161 GGAGGCGGAGGTATGGCGGGAGGCAACAGCTTTT GGTTCCACCACCACCCCGCAACTTCGGCGGCGG
Cre06.g278162 GGAGGCGGAGGTATGGCTTCCAAGTTTCTGCTG GGTTCCACCACCACCCGCGTCCAGGTAGAAGGAG Cre06.g278163 GGAGGCGGAGGTATGGCTCAACTACAGCAGCAC GGTTCCACCACCACCCTTGGGCGCCACCTTGTT
Cre06.g278164 GGAGGCGGAGGTATGGCCGAGGGCCCCG GGTTCCACCACCACCTTACGCCTGCCGGCGG Cre06.g278165 GGAGGCGGAGGTATGGCTGGGGGCAGGTACATC GGTTCCACCACCACCGTGACCCTTGTTTGGGCGCTTC
Cre06.g278166 GGAGGCGGAGGTATGCAGGCGACGCAGG GGTTCCACCACCACCTCACCGCCCGACCGTG Cre06.g278167 GGAGGCGGAGGTATGGCAACATTTGGAGCCG GGTTCCACCACCACCACGCTGCTGCTGCTGCAG
Cre06.g278168 GGAGGCGGAGGTATGGCCACTTTGGCTGAG GGTTCCACCACCACCCATCCACTCCCAGGGAAAGT Cre06.g278169 GGAGGCGGAGGTATGGCCGAAGTTGCCGAG GGTTCCACCACCACCCTTCTTCCCTCGGCCCTTG
Cre06.g278170 GGAGGCGGAGGTATGAAACAAGGAGGCCTGTGC GGTTCCACCACCACCCACGTCCGGCTTCAGCAC Cre06.g278172 GGAGGCGGAGGTATGGCGCAGGCTCAGA GGTTCCACCACCACCGCAGCGCTTTAAGGTAAAGC
Cre06.g278174 GGAGGCGGAGGTATGGACCCTACCGCAGG GGTTCCACCACCACCGACCTCAATCATGGCTGCG Cre06.g278175 GGAGGCGGAGGTATGAAGAAATCAGGGGCACG GGTTCCACCACCACCCTGCTCCATGCCACCCA
Cre06.g278178 GGAGGCGGAGGTATGCCGCAGAAGCCGC GGTTCCACCACCACCGTCCGACTCCATGGCGT Cre06.g278179 GGAGGCGGAGGTATGGAGGGGCATGCTCAGG GGTTCCACCACCACCGCCCTCTGACGGCACGGC
Cre06.g278179 GGAGGCGGAGGTATGGAGGGGCATGCTCA GGTTCCACCACCACCGCCCTCTGACGGCACG Cre06.g278180 GGAGGCGGAGGTATGCCTACGGTGTGTGCG GGTTCCACCACCACCGTCAACGCCGCCCTCCTG
Cre06.g278181 GGAGGCGGAGGTATGCAGAACGGAGCACAGG GGTTCCACCACCACCGTAGTCGGGTGAGCGGTAGG Cre06.g278182 GGAGGCGGAGGTATGAGGGCATCGCTCTTCTC GGTTCCACCACCACCTCAGCGGCCCTGCTCC
Cre06.g278183 GGAGGCGGAGGTATGAGCTCAGCGGCCAGC GGTTCCACCACCACCGTCCGTGCCGTTCAGGCTC Cre06.g278184 GGAGGCGGAGGTATGTACCCACACCAAGATAAGGA GGTTCCACCACCACCAGATTTCGAGCGCTTGGCG
Cre06.g278185 GGAGGCGGAGGTATGAAGATTGCTTGCATCGGTG GGTTCCACCACCACCCGAGTAGTTCTTCTGCAGGAACT Cre06.g278186 GGAGGCGGAGGTATGGCAATGGCTCTGGCAG GGTTCCACCACCACCCAGCTCTTCGGCGCTCATCATC
Cre06.g278186 GGAGGCGGAGGTATGGCAATGGCTCTGGC GGTTCCACCACCACCCAGCTCTTCGGCGCTC Cre06.g278187 GGAGGCGGAGGTATGGCAGAGCGAGCTGCA GGTTCCACCACCACCCCCCAGGCTCATGTCCAGT
Cre06.g278187 GGAGGCGGAGGTATGGCAGAGCGAGCTGC GGTTCCACCACCACCCCCCAGGCTCATGTCCA Cre06.g278188 GGAGGCGGAGGTATGGCGGATAGGTTCCCTCC GGTTCCACCACCACCTGCGGCGATGAGGCCC
Cre06.g278189 GGAGGCGGAGGTATGCTGCCCAAGTTCGC GGTTCCACCACCACCCTGGTCTCGGTCGCTCT Cre06.g278190 GGAGGCGGAGGTATGCGCCAGATTGCCC GGTTCCACCACCACCAAAGTCTGTCACCTGGAACAC
Cre06.g278191 GGAGGCGGAGGTATGCCCTATGTCGACGGC GGTTCCACCACCACCCCCGTCCGTCTCCGCG Cre06.g278192 GGAGGCGGAGGTATGGAGCCGGCGCCTG GGTTCCACCACCACCTACCCGCGCACGCTTC
Cre06.g278193 GGAGGCGGAGGTATGGAGGGCGAAGAGCC GGTTCCACCACCACCGTGTGCCAGTGCAGACAG Cre06.g278194 GGAGGCGGAGGTATGGCTGACACACAGCCA GGTTCCACCACCACCCGGCTCATCCTCGCAGT
Cre06.g278195 GGAGGCGGAGGTATGTCTGCCATGCTCCGT GGTTCCACCACCACCCGGCGTCGACTCAATCTT Cre06.g278196 GGAGGCGGAGGTATGGCAGCGATGCCGCTTC GGTTCCACCACCACCCTCCTCCCCCAGCGCCGC
Cre06.g278198 GGAGGCGGAGGTATGAGCGAGGTGCTTGACC GGTTCCACCACCACCTCGCACAGCCCGGATGCTAATG Cre06.g278199 GGAGGCGGAGGTATGTTACGCGAGCGACCT GGTTCCACCACCACCCTAGCGCTGCTGCGGC
Cre06.g278201 GGAGGCGGAGGTATGCGCGGCAACATTGC GGTTCCACCACCACCTCACACGCGCAGCCCC Cre06.g278202 GGAGGCGGAGGTATGCCCGTTCCAGAAGCG GGTTCCACCACCACCCTCTTGCGCCTTCGCCGC
Cre06.g278203 GGAGGCGGAGGTATGGCGTCTAATCGGGACG GGTTCCACCACCACCTCCCGAAAAGGCCTGCAG Cre06.g278204 GGAGGCGGAGGTATGGGTTCTCGTTTGCGG GGTTCCACCACCACCGTTGGAAGTAGTGTCGGCTG
Cre06.g278205 GGAGGCGGAGGTATGCCTGAAACCGGGGCAAT GGTTCCACCACCACCGAAGAGCCTGCAGCGTTG Cre06.g278206 GGAGGCGGAGGTATGGCGGCCAACACGGT GGTTCCACCACCACCGGGGCGCGCAGACAGC
Cre06.g278207 GGAGGCGGAGGTATGCGGGTGGCCGAAGG GGTTCCACCACCACCTCAGCCGCGCCATGCC Cre06.g278208 GGAGGCGGAGGTATGCCCCCTGGTGCTATG GGTTCCACCACCACCCGCCTGCTGCATCGCC
Cre06.g278209 GGAGGCGGAGGTATGCTACGAGGAGCTGTGC GGTTCCACCACCACCAGCCTTGGGCAACACGTTTT Cre06.g278210 GGAGGCGGAGGTATGATGCTCAGCTCGAAGGTC GGTTCCACCACCACCGGTGATAACGGTGGGGCG
Cre06.g278211 GGAGGCGGAGGTATGTCGCTCGCTCTCCC GGTTCCACCACCACCGTCCACGATGCGGCCC Cre06.g278213 GGAGGCGGAGGTATGATGCTGGTTGCCAAGAAC GGTTCCACCACCACCAGGCCACAGGCCCTGCAG
Cre06.g278214 GGAGGCGGAGGTATGGCCGACGAGCCGC GGTTCCACCACCACCGTACGCATCACTGCCGCG Cre06.g278215 GGAGGCGGAGGTATGTCGACCGCGGCAGC GGTTCCACCACCACCCATCCGCGACGCCGGC
Cre06.g278217 GGAGGCGGAGGTATGTCTTCTGCGAGCGGTGC GGTTCCACCACCACCGGGGCGCGCAGACAGC Cre06.g278218 GGAGGCGGAGGTATGAACGGCAACAGCCGGATA GGTTCCACCACCACCGGGGCGCGCAGACAGC
Cre06.g278220 GGAGGCGGAGGTATGTCGCGGCGCCTCG GGTTCCACCACCACCAAGCTGCCTGCCACGGC Cre06.g278221 GGAGGCGGAGGTATGCAGACCGCAAGAGGC GGTTCCACCACCACCGTTGACGGGCTGCTGCGTC
Cre06.g278221 GGAGGCGGAGGTATGCAGACCGCAAGAGGC GGTTCCACCACCACCGTTGACGGGCTGCTGC Cre06.g278222 GGAGGCGGAGGTATGGCCGAGACTCTGACTCT GGTTCCACCACCACCCAGGGAGTGGCCCACGGC
Cre06.g278223 GGAGGCGGAGGTATGCTTGCCCTTGTCGTCAAG GGTTCCACCACCACCCTGCCCCTGCGGCTGC Cre06.g278224 GGAGGCGGAGGTATGGTTGCGGAAGGATCATC GGTTCCACCACCACCGCTCCACTCCACAAAGCC
Cre06.g278225 GGAGGCGGAGGTATGAGCACGCCCCAGCCC GGTTCCACCACCACCGAATGATAGCTTGCCGAACGC Cre06.g278225 GGAGGCGGAGGTATGAGCACGCCCCAGC GGTTCCACCACCACCGAATGATAGCTTGCCGAACGC
Cre06.g278226 GGAGGCGGAGGTATGGAGGAGCACGAATCCAAAC GGTTCCACCACCACCAACCTCCGCCTCCGGAAC Cre06.g278226 GGAGGCGGAGGTATGGAGGAGCACGAATCCA GGTTCCACCACCACCAACCTCCGCCTCCGGA
Cre06.g278227 GGAGGCGGAGGTATGGCCAGTGTGTCGCTTC GGTTCCACCACCACCCATGCACCCGCATTTGCTG Cre06.g278228 GGAGGCGGAGGTATGGGTTGGCTGTTATCCAG GGTTCCACCACCACCGCGCTCCAGCGAGGAC
Cre06.g278230 GGAGGCGGAGGTATGCACCGCAAGGCATC GGTTCCACCACCACCTGGCTCCTGCTTGACAGC Cre06.g278231 GGAGGCGGAGGTATGGACACCACAGCGACCA GGTTCCACCACCACCGGGTGCCTGCCCAGCG
Cre06.g278232 GGAGGCGGAGGTATGTCCACCTCTAACACTCCG GGTTCCACCACCACCGCACGAGACATCCACATTCT Cre06.g278233 GGAGGCGGAGGTATGCGAGGTACATGTCACTTT GGTTCCACCACCACCTCAAGAAGGCACGGCCG
Cre06.g278234 GGAGGCGGAGGTATGTCTGCACGCGACCG GGTTCCACCACCACCCTACTTGCCGCCCGCC Cre06.g278235 GGAGGCGGAGGTATGTCGGCCCTGCAAGA GGTTCCACCACCACCTTTGAGGAACACCAGCTCTCG
Cre06.g278236 GGAGGCGGAGGTATGAATGCCGTGGGGCGC GGTTCCACCACCACCCGCCTTCTTGGTAGCCATCA Cre06.g278238 GGAGGCGGAGGTATGTCTCGCGGCAACAAGC GGTTCCACCACCACCCTTGGCTCCCGCGCCC
Cre06.g278239 GGAGGCGGAGGTATGTATGGTGGCGGTGGC GGTTCCACCACCACCTCAGTCGTCGGCCGGG Cre06.g278240 GGAGGCGGAGGTATGCCGGGTGGCTCGC GGTTCCACCACCACCCCCATATCCACACCAGCGC
Cre06.g278242 GGAGGCGGAGGTATGTCGTCGGCAAACCCG GGTTCCACCACCACCCTGGTGAGGGCCGCGC Cre06.g278244 GGAGGCGGAGGTATGGGCAACAGACAGTCTAAG GGTTCCACCACCACCCAGCCCCTCATACTGCAGC
Cre06.g278245 GGAGGCGGAGGTATGCAAGTCAGGGCGTCG GGTTCCACCACCACCGTGGTTGTCGGCGTGTGAGAAC Cre06.g278246 GGAGGCGGAGGTATGCTGGCCCCCAGCG GGTTCCACCACCACCCGCAGCTGCGGACCAG
Cre06.g278247 GGAGGCGGAGGTATGTCGATTCGCGTTGGG GGTTCCACCACCACCCCGCTTCCTCCTCCCC Cre06.g278248 GGAGGCGGAGGTATGGCTGACCTCCGTGAA GGTTCCACCACCACCTGCCGTCTCCAACCCC
Cre06.g278249 GGAGGCGGAGGTATGACGCAAAACGGTTTAGGAGA GGTTCCACCACCACCTTACGCCAGCGCCGCC Cre06.g278250 GGAGGCGGAGGTATGGAGTATGTTCAAACCCAGC GGTTCCACCACCACCCTAGAAGGCTCCAGTCATGAAG
Cre06.g278251 GGAGGCGGAGGTATGGCAGGAGTGAAGAACAGC GGTTCCACCACCACCTCATTCGTCCGCCGCC Cre06.g278254 GGAGGCGGAGGTATGCTAAAGGGCGGCCCCAAG GGTTCCACCACCACCCTGCGCGGCCTTGGCGGTGAC
Cre06.g278255 GGAGGCGGAGGTATGCGAAGCGCACAACT GGTTCCACCACCACCTTAGTTCTTCTTGGTCGACTTCTT Cre06.g278256 GGAGGCGGAGGTATGCCAGCGGGGCCAGATAAAG GGTTCCACCACCACCCTTTTTCCCGTCCTTGTCCTCC
Cre06.g278257 GGAGGCGGAGGTATGTTCTTTTCGTCACTGTTTGG GGTTCCACCACCACCTCACATCTGCCTCAGCAGC Cre06.g278258 GGAGGCGGAGGTATGGACCTGCTAGGGGGC GGTTCCACCACCACCCCAACCGTACTTGGCCG
Cre06.g278259 GGAGGCGGAGGTATGGGCGACGCAGCCG GGTTCCACCACCACCCCCCAGCGCTGCGTAC Cre06.g278260 GGAGGCGGAGGTATGCCCGTGGCCAACG GGTTCCACCACCACCTAACTTGGAGCCTGCCGC
Cre06.g278261 GGAGGCGGAGGTATGGCTAGCGCCGGTCGC GGTTCCACCACCACCCAGCCGCAACGTGCCCTC Cre06.g278264 GGAGGCGGAGGTATGCAGTCATTAACGAAGCATG GGTTCCACCACCACCTCATGCCGCCTGCTGC
Cre06.g278265 GGAGGCGGAGGTATGGCTCCTGAAATTGGGAAA GGTTCCACCACCACCCTAGCTAATGCATTCCTGTGTGA Cre06.g278266 GGAGGCGGAGGTATGGCGGACGCCGAGG GGTTCCACCACCACCCAGAGCCGCCTCCAGC
Cre06.g278267 GGAGGCGGAGGTATGTGCCGTGTGGCATC GGTTCCACCACCACCCGGCGATGCCCCACTG Cre06.g278269 GGAGGCGGAGGTATGGCAGGTCCAAGGTTTAAG GGTTCCACCACCACCCAGAGCCGCCTCCAGC
Cre06.g278270 GGAGGCGGAGGTATGGGAACCGCAGCGG GGTTCCACCACCACCACAGCCGCCGCAGTAC Cre06.g278271 GGAGGCGGAGGTATGGAAGCGGCAGTGACG GGTTCCACCACCACCCAAGAGCATGCGCAAGGA
Cre06.g278272 GGAGGCGGAGGTATGTGCCCTGCCCTGG GGTTCCACCACCACCTCATCCACAAACCATCTTGAAGT Cre06.g278273 GGAGGCGGAGGTATGCGGCGGTACTTGGC GGTTCCACCACCACCGCCGCCTTGAGCTGTG
Cre06.g278275 GGAGGCGGAGGTATGGGCATTGCCAACACC GGTTCCACCACCACCTCCTTGCTGCTGCACGC Cre06.g278277 GGAGGCGGAGGTATGCCTCCGGACTGGG GGTTCCACCACCACCTCAGCGGCACCAAGCG
Cre06.g278278 GGAGGCGGAGGTATGCCCGGTGGTTCTGA GGTTCCACCACCACCTGCCTCCTCCTCCTCCA Cre06.g278279 GGAGGCGGAGGTATGGCCTCACTCGACCC GGTTCCACCACCACCTCGAGTAGTTTGCGCGC
Cre06.g278280 GGAGGCGGAGGTATGTTCTGGATTCCAGGCTCG GGTTCCACCACCACCACTTCCCACCATCTTGACCG Cre06.g278283 GGAGGCGGAGGTATGGGGCGACGCTGCC GGTTCCACCACCACCACGAAATCGGCTTGAGTGTCT
Cre06.g278284 GGAGGCGGAGGTATGCGCCTGGACGTGG GGTTCCACCACCACCCCCGTGGCCGAATGCC Cre06.g278288 GGAGGCGGAGGTATGGGCTCCTGCGCGC GGTTCCACCACCACCAAAAAAAAAAGCTCGCCGCCG
Cre06.g278290 GGAGGCGGAGGTATGGGGCGACGCTGCC GGTTCCACCACCACCGGGGGCCTGCACAGGT Cre06.g278291 GGAGGCGGAGGTATGCTCACCCGGGCGC GGTTCCACCACCACCGGACACAGCCCCCGCA
Cre06.g278292 GGAGGCGGAGGTATGTTCTGGGGCACGTCA GGTTCCACCACCACCTAAGACGGCACCACAGCA Cre06.g278293 GGAGGCGGAGGTATGATCAGTTTGCCCCGGG GGTTCCACCACCACCATTGTCGAGGCTTTGGACG
Cre06.g278294 GGAGGCGGAGGTATGCCTCCGGACTGGG GGTTCCACCACCACCTCAGCGGCACCAAGCG Cre06.g278295 GGAGGCGGAGGTATGGATGGTCTGCCAGCC GGTTCCACCACCACCATGCTCACCATTCCACATGG
Cre06.g278296 GGAGGCGGAGGTATGTTCTGGATTCCAGGCTCG GGTTCCACCACCACCACTTCCCACCATCTTGACCG Cre06.g278297 GGAGGCGGAGGTATGATCAGTTTGCCCCGGG GGTTCCACCACCACCCCTCCACCAAGGGCAGC
Cre06.g278298 GGAGGCGGAGGTATGGTGGCAGCCTCTCC GGTTCCACCACCACCGCGCCTATGGGAAGCAC Cre06.g278299 GGAGGCGGAGGTATGCTCAACCGGGCGC GGTTCCACCACCACCCCCCCGTTTTTGGATCGT
Cre06.g278300 GGAGGCGGAGGTATGTCCGACGCCGCGACAATAA GGTTCCACCACCACCCCCTGAACCAGCGGGCTTATTA Cre06.g278350 GGAGGCGGAGGTATGTTGCGGGCAAGGCCG GGTTCCACCACCACCTACGTCAATGGTCTTGCTTGCG
Cre06.g278400 GGAGGCGGAGGTATGGCCAAGGGCGCGC GGTTCCACCACCACCATTGCGGTTGCCCTTGCG Cre06.g278451 GGAGGCGGAGGTATGGGGCGTGAGGCACCAG GGTTCCACCACCACCCACGGACCCGGGCAGCGG
Cre06.g278500 GGAGGCGGAGGTATGGCTGATGCCGAAGCG GGTTCCACCACCACCCCCGTCTATTACTGCAGGCTG Cre06.g278550 GGAGGCGGAGGTATGGCTCACGGCCACGGC GGTTCCACCACCACCACTATGCCGGCCAGTGTGAG
Cre06.g278585 GGAGGCGGAGGTATGGCGGCCCAGTGGG GGTTCCACCACCACCGGCTTGCCAGCTGCCG Cre06.g278600 GGAGGCGGAGGTATGTCCAGCGACCTGCTC GGTTCCACCACCACCCTGCGCTTCGCTCGCG
Cre06.g278650 GGAGGCGGAGGTATGGCCCACGCGCCTG GGTTCCACCACCACCCTACCGGCACACCAGCG Cre06.g278700 GGAGGCGGAGGTATGCCACCCAAGGAGGCAGATG GGTTCCACCACCACCCACTGCCACCATCACACGCAAT
Cre06.g278750 GGAGGCGGAGGTATGGTGGCGTCGTCGT GGTTCCACCACCACCTTAGTGGCTGGGCGCG Cre06.g278800 GGAGGCGGAGGTATGGCAGCGTCTCTGCTGC GGTTCCACCACCACCCTTGGCCACCGCGGGC
Cre06.g278850 GGAGGCGGAGGTATGCCTCCCAAGAAGGGCG GGTTCCACCACCACCGCTCGCCGCCCACGTG Cre06.g278900 GGAGGCGGAGGTATGGAGGAGCAAATCGATCTG GGTTCCACCACCACCTCAAGCTGCCACGCCC
Cre06.g278950 GGAGGCGGAGGTATGAAGAAAACGCAGTTTCACAC GGTTCCACCACCACCCTACAACCCGGGCAGCT Cre06.g279000 GGAGGCGGAGGTATGCCTCCCGCAAGCCCTT GGTTCCACCACCACCTGCCCGGACAGGCGCGGTG
Cre06.g279050 GGAGGCGGAGGTATGGTTCAAGCCGGCTCTC GGTTCCACCACCACCGCACCAGTCATCTGCCAGT Cre06.g279100 GGAGGCGGAGGTATGGCCGACGCGTCCC GGTTCCACCACCACCATCTGCCTTGGCCGCG
Cre06.g279150 GGAGGCGGAGGTATGTCAGAGGCTGATCTAGCT GGTTCCACCACCACCGGGGGTGAGGCGCTTG Cre06.g279183 GGAGGCGGAGGTATGGGTCGACTTGTGCCG GGTTCCACCACCACCCTGGAGGTCTTTCACTGCG
Cre06.g279216 GGAGGCGGAGGTATGTCCAGTTCTCACCAGGA GGTTCCACCACCACCCTCTGCTCCAGCCCCG Cre06.g279250 GGAGGCGGAGGTATGAGCAAGCAGCTTACACAAG GGTTCCACCACCACCTGCAGAAAGCTTCGCCAGC
Cre06.g279300 GGAGGCGGAGGTATGGCAGACTCTGACATTGAGT GGTTCCACCACCACCCATCTCCAGCAGCACCCG Cre06.g279350 GGAGGCGGAGGTATGGCGGTGCGGCTGG GGTTCCACCACCACCCACAACCTGCCACACGCC
Cre06.g279400 GGAGGCGGAGGTATGCGGACTCGGGGAGTC GGTTCCACCACCACCCTCCATCGCAGCGCCCTC Cre06.g279450 GGAGGCGGAGGTATGTCGCCTGCGGCGG GGTTCCACCACCACCGCACCAGTCATCTGCCAGTC
Cre06.g279474 GGAGGCGGAGGTATGAGCGGCCCGGCGTCAG GGTTCCACCACCACCCGACAGCACTTGCGCGGC Cre06.g279500 GGAGGCGGAGGTATGTCGCCGCTCCCCG GGTTCCACCACCACCGAAGGGGTCAATGCGGGG
Cre06.g279550 GGAGGCGGAGGTATGCTTGGAGTTGTGATTAGATGC GGTTCCACCACCACCCTCCACGAACTGCCCCCG Cre06.g279650 GGAGGCGGAGGTATGGTGTCGTGCCCTCG GGTTCCACCACCACCAGTGGGCCCGTAACCG
Cre06.g279750 GGAGGCGGAGGTATGACGGCAGAGAAGGAAACC GGTTCCACCACCACCTCATGCCGCGGGCGTC Cre06.g279800 GGAGGCGGAGGTATGGCGTTTGATTACGTCTTTC GGTTCCACCACCACCTCAGTGCTTGGGCATCTCA
Cre06.g279850 GGAGGCGGAGGTATGAAGGTGGCTGTGACGG GGTTCCACCACCACCGGGATACTGGCTGTTAATGCTG Cre06.g279900 GGAGGCGGAGGTATGGGCGACATATGCGAGA GGTTCCACCACCACCCGCCTGTGTCGTGCTG
Cre06.g279950 GGAGGCGGAGGTATGTCTGACAAGACCTATATCCT GGTTCCACCACCACCTCACGCGTAGAGCTCCC Cre06.g279976 GGAGGCGGAGGTATGATACCTATGTTACCGCTGC GGTTCCACCACCACCTCACGGGATCATGGTGAATAGC
Cre06.g280000 GGAGGCGGAGGTATGGGCCCTCGCCGAC GGTTCCACCACCACCGTCCGCCTTGCCTTCCA Cre06.g280050 GGAGGCGGAGGTATGGGAATTCCCAAGTTTTACCG GGTTCCACCACCACCTCCCTTGGGGCCCTGCTTC
Cre06.g280100 GGAGGCGGAGGTATGTATAGCGGGGTCGCAC GGTTCCACCACCACCCACGGTCTTGCTGAGCGG Cre06.g280150 GGAGGCGGAGGTATGATGCTTAAGTCGTCGTCC GGTTCCACCACCACCCGCGCGGAAGCTCTCC
Cre06.g280200 GGAGGCGGAGGTATGGACTCAGACGAGGAGAAC GGTTCCACCACCACCCAGGTCATCCGTGGGCT Cre06.g280227 GGAGGCGGAGGTATGCAAGGACCGGCGC GGTTCCACCACCACCCCGCCCAAAGCAAGCA
Cre06.g280250 GGAGGCGGAGGTATGGCAGTACTGTGCGGT GGTTCCACCACCACCCTTTTTTTGCTGTGCACCGC Cre06.g280300 GGAGGCGGAGGTATGTTTTTCCCTGGAACTGGCA GGTTCCACCACCACCGCTGAGGTCGAAGCCGGC
Cre06.g280300 GGAGGCGGAGGTATGTTTTTCCCTGGAACTGGC GGTTCCACCACCACCGCTGAGGTCGAAGCCGG Cre06.g280350 GGAGGCGGAGGTATGTACAGTGACGATGAGGAGG GGTTCCACCACCACCCTACCCGTCTGACCCGC
Cre06.g280385 GGAGGCGGAGGTATGCTTCCCGTCGCGG GGTTCCACCACCACCCCACGCCCACCACCTG Cre06.g280420 GGAGGCGGAGGTATGCTGCCCGCGCTGCTAG GGTTCCACCACCACCCTTCTCCTCGGCAGAGGCAG
Cre06.g280450 GGAGGCGGAGGTATGGCGGTGCAGCCTG GGTTCCACCACCACCGGCAAACGTCTCGAAATACG Cre06.g280475 GGAGGCGGAGGTATGGAGGACCCTGCTTCGC GGTTCCACCACCACCGCTACTAGGGGGTGACAGC
Cre06.g280475 GGAGGCGGAGGTATGGAGGACCCTGCTTCG GGTTCCACCACCACCGCTACTAGGGGGTGACAGC Cre06.g280500 GGAGGCGGAGGTATGACGCAGCGGGTGT GGTTCCACCACCACCCAACGCCTCCTGGTCGC
Cre06.g280550 GGAGGCGGAGGTATGAATCCCCTAACACAGATTAAA GGTTCCACCACCACCTCACCGGCGATCTTTCC Cre06.g280600 GGAGGCGGAGGTATGGCCTTGCGGAGGAGTC GGTTCCACCACCACCGCGTGTGGGGCCGCTG
Cre06.g280700 GGAGGCGGAGGTATGGAGCACATCTTCGGCA GGTTCCACCACCACCGCGCGAGTCAGAGTCAG Cre06.g280750 GGAGGCGGAGGTATGAAGGAGCTCAAGCCGC GGTTCCACCACCACCGTCGTGGCCGTAGCGC
Cre06.g280800 GGAGGCGGAGGTATGCCTGCCGAGGCTT GGTTCCACCACCACCCTTCGCCGCATCTGAGC Cre06.g280850 GGAGGCGGAGGTATGCTGCCACGGCCAA GGTTCCACCACCACCTTACCAGGCGCCCACG
Cre06.g280900 GGAGGCGGAGGTATGTCCTATTTATTGGAGGTTCCA GGTTCCACCACCACCCTTTGCCATGACGTAGAGGATG Cre06.g281000 GGAGGCGGAGGTATGACGGCTATGCTGCTG GGTTCCACCACCACCCAGCTCCTCCTGCGCC
Cre06.g281050 GGAGGCGGAGGTATGGACCCGCCTCCATACG GGTTCCACCACCACCTTGCGGCACGTTTTGCAG Cre06.g281100 GGAGGCGGAGGTATGCCCGAGCCAGGAGCTAG GGTTCCACCACCACCGCTGACGGTCTTGCCGTAG
Cre06.g281150 GGAGGCGGAGGTATGTCACTTGAGGACCTTATAAAG GGTTCCACCACCACCCTACATGCGCCCCTGC Cre06.g281286 GGAGGCGGAGGTATGCGAGGGATGGGGCA GGTTCCACCACCACCCCACCCCTCCTGCCGC
Cre06.g281300 GGAGGCGGAGGTATGAAAATTGCTTCCGGCGT GGTTCCACCACCACCGCCCATCAGCAGCCCC Cre06.g281350 GGAGGCGGAGGTATGCGCAACTCGTCGACCTTA GGTTCCACCACCACCTGCGCTCGTGGACAGCGG
Cre06.g281400 GGAGGCGGAGGTATGAGTGAACCCTTGTTAGTTTT GGTTCCACCACCACCTTAGGCGCGGGCTGAG Cre06.g281450 GGAGGCGGAGGTATGTGTAAACGAAGCGACCA GGTTCCACCACCACCCTCCATTGGCAAGTTGCCG
Cre06.g281526 GGAGGCGGAGGTATGATGAGAGCTGCAAAATGC GGTTCCACCACCACCCTCCACCACACGCTGC Cre06.g281600 GGAGGCGGAGGTATGGGCGCCAGGGTGGAG GGTTCCACCACCACCCGCGGTGATGGCTGCGCTG
Cre06.g281650 GGAGGCGGAGGTATGACCATGGGTTCTTCCGC GGTTCCACCACCACCCGCTTTATCGTCAAGCGC Cre06.g281750 GGAGGCGGAGGTATGATTGTGCCCATCAAGACAC GGTTCCACCACCACCCTACCGGGCCCCAGGC
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Cre06.g281766 GGAGGCGGAGGTATGGACCCGGCCAGCA GGTTCCACCACCACCCACTGGCACTAACGCCC Cre06.g281800 GGAGGCGGAGGTATGCTTATGTCTCATCAACACGG GGTTCCACCACCACCTTACGGCTGCTGCTTCAG
Cre06.g281850 GGAGGCGGAGGTATGGTGCTCAAGCGGGG GGTTCCACCACCACCTCGCTCTGCTTGGAGTACC Cre06.g281950 GGAGGCGGAGGTATGGAGGGACCAGCTGC GGTTCCACCACCACCTGCTTCTTGCCGTTGACG
Cre06.g282000 GGAGGCGGAGGTATGGCCTCGTCTATGGGACG GGTTCCACCACCACCCGCCTTCAGCGCTGAGAAGTAG Cre06.g282000 GGAGGCGGAGGTATGGCCTCGTCTATGGGAC GGTTCCACCACCACCCGCCTTCAGCGCTGAG
Cre06.g282050 GGAGGCGGAGGTATGTGGGCAAAGTTCACCAAA GGTTCCACCACCACCTCACGCCCCCGTCACC Cre06.g282100 GGAGGCGGAGGTATGCTCGCGGCCTCGC GGTTCCACCACCACCCTTCTGCTGCTCGCGGTG
Cre06.g282150 GGAGGCGGAGGTATGTCCGCGCCCGCCGCTG GGTTCCACCACCACCCGCTGCCGCCGGCTTGGCTGTG Cre06.g282200 GGAGGCGGAGGTATGTTCAAAAAGCTGTTTGGTCA GGTTCCACCACCACCGAGCGCCATCTCCGCCTG
Cre06.g282250 GGAGGCGGAGGTATGGAATTATCATTAGAGGAGGC GGTTCCACCACCACCTTACAGCACCCGCAGC Cre06.g282300 GGAGGCGGAGGTATGGAGACCAGCGCGA GGTTCCACCACCACCCAGTGCGAGGCAGAAGC
Cre06.g282400 GGAGGCGGAGGTATGCGGCACTTGGAGCA GGTTCCACCACCACCCTCCTCCGCCTCATCGTA Cre06.g282450 GGAGGCGGAGGTATGGGCAACCAGCAGAGC GGTTCCACCACCACCCTACGGCTCCGCCGCC
Cre06.g282500 GGAGGCGGAGGTATGGCCCCGAAAGGCA GGTTCCACCACCACCGATGATGCCAATCTTGTTGGC Cre06.g282550 GGAGGCGGAGGTATGGAGCGCGCTGCGA GGTTCCACCACCACCTTACGCACTCCCCGCG
Cre06.g282600 GGAGGCGGAGGTATGCTGCTAGTCGGCGGAA GGTTCCACCACCACCCTGCCGCTGCGCCTTCTT Cre06.g282651 GGAGGCGGAGGTATGGCGCACGCATTGT GGTTCCACCACCACCCAGCTTGAGCCACTTGGC
Cre06.g282700 GGAGGCGGAGGTATGGCTCCGACCGCCTCAA GGTTCCACCACCACCCTCCGCCTCGTATTCGCG Cre06.g282750 GGAGGCGGAGGTATGGCGACGACGTTGC GGTTCCACCACCACCCTGTTCCTGCACCAGCTC
Cre06.g282800 GGAGGCGGAGGTATGGCCTCCAACGGCGCT GGTTCCACCACCACCGTGGTGGAACTGCTCCTCC Cre06.g282826 GGAGGCGGAGGTATGCCTGCGCGTGACG GGTTCCACCACCACCGTGCAGCCGAGCACAG
Cre06.g282850 GGAGGCGGAGGTATGCAGCGGGTAACGC GGTTCCACCACCACCCTCCAACCCGTCCTCGA Cre06.g282900 GGAGGCGGAGGTATGGAGGACCTTGCGGCCCTTA GGTTCCACCACCACCCTTGGCCATTAGCTCAGGGTG
Cre06.g282950 GGAGGCGGAGGTATGGCCGCGTCGGTGG GGTTCCACCACCACCGTGTGCTTCTGTCAGCGACT Cre06.g283000 GGAGGCGGAGGTATGGGCGTAATGCGACCT GGTTCCACCACCACCGGGCGGTGCGAAGTGG
Cre06.g283034 GGAGGCGGAGGTATGCAAATAAGTGGCACGCT GGTTCCACCACCACCAAGGGCCTCTAGGAAAGCA Cre06.g283050 GGAGGCGGAGGTATGGCCCTGTCGATGCG GGTTCCACCACCACCGAAGAAGGGGACGGAGATGC
Cre06.g283100 GGAGGCGGAGGTATGTCGTTCTTCGGGCTCACAT GGTTCCACCACCACCCCCCAGGAAGTGGCCGTAGTAG Cre06.g283150 GGAGGCGGAGGTATGGCGTCGGGACTCG GGTTCCACCACCACCGGCGCCAAAGAAGGCC
Cre06.g283200 GGAGGCGGAGGTATGACGAAGGATGAGCAGGC GGTTCCACCACCACCTAGCTCCTCGCCGCCG Cre06.g283250 GGAGGCGGAGGTATGGCATCTTGGGATGCTGG GGTTCCACCACCACCTCAGTACCGCCCGGCC
Cre06.g283300 GGAGGCGGAGGTATGACGGACGAGGAGCTGC GGTTCCACCACCACCGAGGCTCTTCAGGTAGTCGATC Cre06.g283350 GGAGGCGGAGGTATGCGTGCTGATTTGTCGG GGTTCCACCACCACCCGTGGACGCGGCTCCT
Cre06.g283400 GGAGGCGGAGGTATGAGCTCTTTGCTTTTGAGCA GGTTCCACCACCACCGTACAGGCTGTGTCGCGC Cre06.g283450 GGAGGCGGAGGTATGGTCGATCGCCCGG GGTTCCACCACCACCCTCCTCGTCGCTCTCCTC
Cre06.g283500 GGAGGCGGAGGTATGGAGCACGCTGGCG GGTTCCACCACCACCCATCCCCAGCTTTGCCC Cre06.g283550 GGAGGCGGAGGTATGCAAGCCGTGGGGCCAG GGTTCCACCACCACCGTCAGCGCTCATGATGGCG
Cre06.g283600 GGAGGCGGAGGTATGCTAAATTTGCAGCGGAGG GGTTCCACCACCACCTCAGCGGAGGCGGGTG Cre06.g283634 GGAGGCGGAGGTATGAGTTACAACCAATATTCGTATGGC GGTTCCACCACCACCCTCGGCCGCCTCTTGAGC
Cre06.g283700 GGAGGCGGAGGTATGCCACCAAGAGCACGC GGTTCCACCACCACCCTTCTTGCCGCACGCCGC Cre06.g283700 GGAGGCGGAGGTATGCCACCAAGAGCACG GGTTCCACCACCACCCTTCTTGCCGCACGCC
Cre06.g283750 GGAGGCGGAGGTATGGACCTTTGCAGCTCAACT GGTTCCACCACCACCCAGGAACGGCAGCAGCGC Cre06.g283800 GGAGGCGGAGGTATGGACGCACCGACGG GGTTCCACCACCACCTCACTTATTCTTAGACGCTTCCTT
Cre06.g283826 GGAGGCGGAGGTATGGAATGTAGAAGGGCTGC GGTTCCACCACCACCCAGCTGGCGCATTGCA Cre06.g283850 GGAGGCGGAGGTATGGTTGCCGAAAGCGCT GGTTCCACCACCACCCTACGCCGCGGCTCCC
Cre06.g283900 GGAGGCGGAGGTATGGAGGACACCGACTCG GGTTCCACCACCACCCACCTGGCAGCTGGTCC Cre06.g283950 GGAGGCGGAGGTATGGCGTTCGCTCTGGCC GGTTCCACCACCACCCGCGGAGGGGGTGAACTT
Cre06.g283975 GGAGGCGGAGGTATGGCAGTGCAGGGGC GGTTCCACCACCACCCTCCGCCCGCCTTAAAG Cre06.g284000 GGAGGCGGAGGTATGTTCAACGCGCTATTTGC GGTTCCACCACCACCGTCCCAGTTGCCCCAATC
Cre06.g284050 GGAGGCGGAGGTATGGACGACGGTACCTTCATAG GGTTCCACCACCACCCCTTGCCGCGCCCTCAAAG Cre06.g284100 GGAGGCGGAGGTATGCAGGCACTTCCTCCC GGTTCCACCACCACCCTACACGTTGCCGGCG
Cre06.g284150 GGAGGCGGAGGTATGCTGTCACGTCGACGA GGTTCCACCACCACCCACATTGTTAGGCCCAGCG Cre06.g284200 GGAGGCGGAGGTATGGCATTCGCTCTGGCC GGTTCCACCACCACCCGCCGAGGGAGTGTACTTG
Cre06.g284250 GGAGGCGGAGGTATGGCGTTTGCTCTGGCC GGTTCCACCACCACCCGCGGAGGGGGTGAACTT Cre06.g284300 GGAGGCGGAGGTATGGTGTCTGGTGCCCAT GGTTCCACCACCACCCAGCTGCCCCGCCATG
Cre06.g284350 GGAGGCGGAGGTATGGAGTGCTCGAGCCC GGTTCCACCACCACCCTGCTGCACCGGCTGC Cre06.g284376 GGAGGCGGAGGTATGGGTGGTGGCGAGTG GGTTCCACCACCACCGAAAGGCCCCGCCCAG
Cre06.g284400 GGAGGCGGAGGTATGGCATCGCAGTCAGCTG GGTTCCACCACCACCGCGGCGCATCCGCTTG Cre06.g284450 GGAGGCGGAGGTATGTTACCCCCAAGCTCCT GGTTCCACCACCACCTTAGCCCCCGAGCTCCC
Cre06.g284500 GGAGGCGGAGGTATGGAGTTTGTCTCGCCAGAG GGTTCCACCACCACCCACGGCTGCAGTGATGCC Cre06.g284550 GGAGGCGGAGGTATGGAGGAGAATACCGCGG GGTTCCACCACCACCTTACGGCGCGTCACCG
Cre06.g284600 GGAGGCGGAGGTATGGCCATGCTTGCTCAG GGTTCCACCACCACCCCACTGCTTGGCGTCC Cre06.g284650 GGAGGCGGAGGTATGCAGACGTTGAATCATCCAG GGTTCCACCACCACCCTGCTTGAGTGCGCGCAC
Cre06.g284700 GGAGGCGGAGGTATGACGAACATGGACGCTCC GGTTCCACCACCACCTCACTGCCCGGCGTGC Cre06.g284726 GGAGGCGGAGGTATGATCGCACGGATCGGG GGTTCCACCACCACCTTTGCTTGTGAACCCGACC
Cre06.g284750 GGAGGCGGAGGTATGGCCGACTCGTGGGAG GGTTCCACCACCACCGTGCACCTTGGGCAGCTT Cre06.g284800 GGAGGCGGAGGTATGGAGAACCTCGCCGACC GGTTCCACCACCACCCCGCGACGCCACACCC
Cre06.g284850 GGAGGCGGAGGTATGGCGTACGGTGTGGA GGTTCCACCACCACCAAAGTCCTCCAGTCCATCCT Cre06.g284900 GGAGGCGGAGGTATGTTGCCACGATGCACATGC GGTTCCACCACCACCCAGGGGCAGCTCGCCG
Cre06.g284950 GGAGGCGGAGGTATGTCGGACGAGTTTCAGGG GGTTCCACCACCACCTCCGATCCCGATGCCG Cre06.g285001 GGAGGCGGAGGTATGGGCCTGCTGGTGGG GGTTCCACCACCACCTCACTGCCGCTCCGCC
Cre06.g285050 GGAGGCGGAGGTATGGAGCGGACGAAGCC GGTTCCACCACCACCCTGCCCCTCCTCCAGAC Cre06.g285100 GGAGGCGGAGGTATGGACGCCGCCGAGC GGTTCCACCACCACCCCCCAGCACCTGCCGC
Cre06.g285200 GGAGGCGGAGGTATGATTAGACACCTGTCGGGG GGTTCCACCACCACCCTACTGCTGCACGCCC Cre06.g285250 GGAGGCGGAGGTATGGCCTTCGCTCTGGC GGTTCCACCACCACCGGCCGAGGGGGTGAAC
Cre06.g285300 GGAGGCGGAGGTATGGCAGAGGCGCGCTCATTTG GGTTCCACCACCACCGGGCCTCACAGCAGGCAG Cre06.g285300 GGAGGCGGAGGTATGGCAGAGGCGCGCT GGTTCCACCACCACCGGGCCTCACAGCAGGC
Cre06.g285350 GGAGGCGGAGGTATGGAGGCAGCCGAGCA GGTTCCACCACCACCAGAGCGCGCACTGCCC Cre06.g285401 GGAGGCGGAGGTATGGCCCTGCTCATGCGTTCTC GGTTCCACCACCACCCTTCTTGGGGCCGGGCTTAG
Cre06.g285451 GGAGGCGGAGGTATGCCCTATGACGAGCGC GGTTCCACCACCACCTGCCTCCTCATGGGTGTCC Cre06.g285451 GGAGGCGGAGGTATGCCCTATGACGAGCGC GGTTCCACCACCACCTGCCTCCTCATGGGTGTC
Cre06.g285500 GGAGGCGGAGGTATGGGCAGGTCACGCT GGTTCCACCACCACCTCACCGCGCCGACAAG Cre06.g285550 GGAGGCGGAGGTATGGCGGAACCCGCCG GGTTCCACCACCACCCGGAAACTGCCGTGTGCT
Cre06.g285600 GGAGGCGGAGGTATGCTAGACACTTTCGACAGCC GGTTCCACCACCACCATCCTCCTGCGGCACCTC Cre06.g285600 GGAGGCGGAGGTATGCTAGACACTTTCGACAGC GGTTCCACCACCACCATCCTCCTGCGGCACC
Cre06.g285650 GGAGGCGGAGGTATGGACGTGAAGTCGCTTGC GGTTCCACCACCACCCACGGCACCCGCCACC Cre06.g285750 GGAGGCGGAGGTATGAGCGGCGACAGCA GGTTCCACCACCACCCGCCTGCTTCTGTCCG
Cre06.g285800 GGAGGCGGAGGTATGGAGTTGAACGAATTGCAAG GGTTCCACCACCACCTCACGTCTGCTGCGGC Cre06.g285850 GGAGGCGGAGGTATGCCGAGACTCAGACAGC GGTTCCACCACCACCCGCCCCGTACTTGGGC
Cre06.g285900 GGAGGCGGAGGTATGCTGCACACAACCACG GGTTCCACCACCACCCTTGCCCTTCTTGTCCGC Cre06.g285950 GGAGGCGGAGGTATGGGACTTTTCAGCTGCTT GGTTCCACCACCACCGATGATGAGGCCATACGAGG
Cre06.g286000 GGAGGCGGAGGTATGTTGAAGGTTGATTATGGAGCC GGTTCCACCACCACCTCAAGCCGCCGCCTTC Cre06.g286050 GGAGGCGGAGGTATGGCTCCAAAAAGCCCAGC GGTTCCACCACCACCTCGGCGCTGTTCCGCC
Cre06.g286100 GGAGGCGGAGGTATGGACTTCGTTGTTCTTGCCA GGTTCCACCACCACCCCCAAACACGCCCACCTG Cre06.g286150 GGAGGCGGAGGTATGGGTGCTTCCACAACCA GGTTCCACCACCACCTTACGGTACTTTGTCAAACGTGT
Cre06.g286200 GGAGGCGGAGGTATGCCGCGGCTTCTTCAT GGTTCCACCACCACCCTACTGGGGCCGCGGC Cre06.g286250 GGAGGCGGAGGTATGAGCCTCAACGCCAACG GGTTCCACCACCACCCTTCGGCGCATAGAACTTCTTG
Cre06.g286350 GGAGGCGGAGGTATGCTGAGTGCAACTCGGC GGTTCCACCACCACCGTTGTCGGCGGCCGGG Cre06.g286400 GGAGGCGGAGGTATGGGCAACCGACCAGC GGTTCCACCACCACCGTCCCGTTTTTCCCCTCC
Cre06.g286450 GGAGGCGGAGGTATGGCGGCCGCATCAG GGTTCCACCACCACCGCACAAGGACCCGTGC Cre06.g286500 GGAGGCGGAGGTATGGAGGAGCTTAAGCCCC GGTTCCACCACCACCCTCGCACTCCGAGTCCG
Cre06.g286550 GGAGGCGGAGGTATGCTCGCATCCTCCAAATT GGTTCCACCACCACCTCAGTCATCGCGGCCG Cre06.g286600 GGAGGCGGAGGTATGTCAGCAGCCCCTGA GGTTCCACCACCACCCAGAATGGGGTCATGCCC
Cre06.g286650 GGAGGCGGAGGTATGAAGCCTGGTGTCGGAAG GGTTCCACCACCACCCGTCGCCTCTACCGCCTC Cre06.g286650 GGAGGCGGAGGTATGAAGCCTGGTGTCGGA GGTTCCACCACCACCCGTCGCCTCTACCGCC
Cre06.g286700 GGAGGCGGAGGTATGTCACAGCATGCCGG GGTTCCACCACCACCTGACTTCTTGTGCTTGCGG Cre06.g286750 GGAGGCGGAGGTATGGCGGCTGTAGCCG GGTTCCACCACCACCCCGCAACAGCAGTGACG
Cre06.g286800 GGAGGCGGAGGTATGTACAGCGGCGGACG GGTTCCACCACCACCCAGCTGCACGTCTACCTC Cre06.g286850 GGAGGCGGAGGTATGGCAACCGACAACACAGAAT GGTTCCACCACCACCGGCATTTGGCGCCTCCTC
Cre06.g286900 GGAGGCGGAGGTATGGTCAGTGGCCAAGGG GGTTCCACCACCACCCTCGTACGCTGGTGCTGG Cre06.g286950 GGAGGCGGAGGTATGGCTTGCCCCGACCTC GGTTCCACCACCACCGTTGACGCGCAGCGTCATT
Cre06.g287000 GGAGGCGGAGGTATGGAGCGCGGCCAATGC GGTTCCACCACCACCCTCGCACTTGTAGGCGCT Cre06.g287050 GGAGGCGGAGGTATGGCTGCCACGGCCG GGTTCCACCACCACCCCACCCCAGCACGCGC
Cre06.g287100 GGAGGCGGAGGTATGGACAAGGACAAGGGCG GGTTCCACCACCACCCTTATTGAGGAACAGGTTTACTTTGC Cre06.g287150 GGAGGCGGAGGTATGCATCGCGGGCCAC GGTTCCACCACCACCCTACCGCACCACCGGC
Cre06.g287176 GGAGGCGGAGGTATGGCATATCGGCCCAGC GGTTCCACCACCACCCTACCCGTTCGCGCCC Cre06.g287200 GGAGGCGGAGGTATGAGCTGCGCAGCGTC GGTTCCACCACCACCTTATGGCGCCGGCGGC
Cre06.g287250 GGAGGCGGAGGTATGGGAGCCACTGCAGT GGTTCCACCACCACCCAGCGGCAGTGCCATG Cre06.g287300 GGAGGCGGAGGTATGTTGGAACAGTTGGGGTC GGTTCCACCACCACCTACGCTCTGACCGCCAA
Cre06.g287350 GGAGGCGGAGGTATGTCGGCGGCTAACAAGG GGTTCCACCACCACCGGTCGCCTTCTTCATGTTGTTG Cre06.g287400 GGAGGCGGAGGTATGTGCGCGCGCGTCGGAG GGTTCCACCACCACCCCTGGTGGCCGCAGCCGGTC
Cre06.g287500 GGAGGCGGAGGTATGCTGCACGCGACCG GGTTCCACCACCACCCTACTGCGCGGCACCG Cre06.g287600 GGAGGCGGAGGTATGGCGACCGAGGTGCTG GGTTCCACCACCACCCGATTCGTCGTCTGACATCGC
Cre06.g287600 GGAGGCGGAGGTATGGCGACCGAGGTGC GGTTCCACCACCACCCGATTCGTCGTCTGACATCG Cre06.g287650 GGAGGCGGAGGTATGGGTCAAGCCGTGAGC GGTTCCACCACCACCCCGTCTGGTACCACCCG
Cre06.g287750 GGAGGCGGAGGTATGCCGCCGGCTGTGCGGCATT GGTTCCACCACCACCCTGCCGGCCGCCGCGGCCATC Cre06.g287800 GGAGGCGGAGGTATGGGGCCCAAACCGCTC GGTTCCACCACCACCCGTCGCTGGCGTCTCTAC
Cre06.g287850 GGAGGCGGAGGTATGGTTTTCGACGATCCCG GGTTCCACCACCACCGTCCTGAGCGGTCGGC Cre06.g287900 GGAGGCGGAGGTATGCCTGCTGCCAACG GGTTCCACCACCACCTTTCGCCTTGGCGTTAGC
Cre06.g288050 GGAGGCGGAGGTATGGTCCTGACCGCGT GGTTCCACCACCACCCAAGAACAGGCTCTTGGCC Cre06.g288100 GGAGGCGGAGGTATGGCAACATTGCCCGGC GGTTCCACCACCACCATCGAAGCGCAGCGGCCC
Cre06.g288150 GGAGGCGGAGGTATGGCCGGCCTCGCCAAG GGTTCCACCACCACCCTGCGCAATCACCAGCGC Cre06.g288350 GGAGGCGGAGGTATGTCACAGAAACCTCAGGAAC GGTTCCACCACCACCTTACTTCTTATCGGGCTTGAGC
Cre06.g288400 GGAGGCGGAGGTATGGCGCAAGCGTCTAAAGGAT GGTTCCACCACCACCCACGCGCCGCTTCTTGGG Cre06.g288450 GGAGGCGGAGGTATGCCCCTCTCGGACCGT GGTTCCACCACCACCGCCGGGCAGCACAGCC
Cre06.g288500 GGAGGCGGAGGTATGGGGCTCAAAGACGACTAC GGTTCCACCACCACCCCGTGTGCCCTTCTCGCT Cre06.g288550 GGAGGCGGAGGTATGGGAAGAAACCACTTGTTCATA GGTTCCACCACCACCTTAGGCGGACGGGGCC
Cre06.g288600 GGAGGCGGAGGTATGGGCCGCGGGCTGA GGTTCCACCACCACCATGAGGCGCATGATGGGGA Cre06.g288650 GGAGGCGGAGGTATGAACACTACTCGGCAAATGG GGTTCCACCACCACCTCATGCCACCGCCGGTA
Cre06.g288700 GGAGGCGGAGGTATGCCACGCGGCCAGGGCAAG GGTTCCACCACCACCCGCGGTCTTGGCAGCGGC Cre06.g288750 GGAGGCGGAGGTATGGCGACCACGCTAGTTG GGTTCCACCACCACCGGACGCCTTCGCCCCG
Cre06.g288800 GGAGGCGGAGGTATGGACATCGCTCTGGACG GGTTCCACCACCACCCCGGCGGTACGCCTTG Cre06.g288850 GGAGGCGGAGGTATGATGCGTGCAGCGAC GGTTCCACCACCACCCACGCGCTGCATGCAC
Cre06.g288900 GGAGGCGGAGGTATGCTGCTGGGGCACA GGTTCCACCACCACCTCAGCCTGCGCGCTTG Cre06.g288908 GGAGGCGGAGGTATGGCGCTCAAGCTCAGA GGTTCCACCACCACCGGGTACACGGAGCTGGC
Cre06.g288950 GGAGGCGGAGGTATGGACTCCGTAGTGGGTCC GGTTCCACCACCACCGCAGGGGCCCCACGTC Cre06.g289000 GGAGGCGGAGGTATGGCCGCTGGACAAGA GGTTCCACCACCACCCTCAGCAAAGTCAGAGCCG
Cre06.g289033 GGAGGCGGAGGTATGACAACAATTCGCCAGTCG GGTTCCACCACCACCTGGCAACAGGCCAAAGC Cre06.g289050 GGAGGCGGAGGTATGTCATCCCTTTTATCAGCTGG GGTTCCACCACCACCTCAGGGTGCCCACACC
Cre06.g289100 GGAGGCGGAGGTATGTCATCCCTTTTACCAGCTG GGTTCCACCACCACCTCAGGGTGCCCACACC Cre06.g289150 GGAGGCGGAGGTATGTATAGCTTACCAAGAGCGCT GGTTCCACCACCACCTCACCGCTGCCGCTCC
Cre06.g289300 GGAGGCGGAGGTATGGAGGTGCAAGGAGCT GGTTCCACCACCACCGACAACGGGCTCAAAGCC Cre06.g289350 GGAGGCGGAGGTATGCCGCGCATCCTGCCG GGTTCCACCACCACCCTGCCGCCCGTCTTCCAG
Cre06.g289400 GGAGGCGGAGGTATGCGTGAGCCGAGCCGAG GGTTCCACCACCACCCTCCTCTTGCAGCTGCGC Cre06.g289450 GGAGGCGGAGGTATGCAGTGGCTGTCGGA GGTTCCACCACCACCGGACGACGCGAATGCTG
Cre06.g289500 GGAGGCGGAGGTATGTCGCTTGGCTTGCTG GGTTCCACCACCACCGAGCGCCCTCCGAGCT Cre06.g289550 GGAGGCGGAGGTATGGTGCAGCCACTCAAG GGTTCCACCACCACCCTCGTCCTCCTGGCTGC
Cre06.g289650 GGAGGCGGAGGTATGGAAGAGGATGTGGTGGG GGTTCCACCACCACCCATGGACTGGCGTATGAAGT Cre06.g289700 GGAGGCGGAGGTATGTTTGGACTGATATGGACGCT GGTTCCACCACCACCCGCCGCCGCCTGCATAATC
Cre06.g289750 GGAGGCGGAGGTATGGACAGCCTAGAGGAGACG GGTTCCACCACCACCCCGCTGAGCGGACGGC Cre06.g289800 GGAGGCGGAGGTATGGGCACTCTCAACCGC GGTTCCACCACCACCTGCGTCGTCGTACCCGAA
Cre06.g289850 GGAGGCGGAGGTATGGCTGCGAGGCCGCTTC GGTTCCACCACCACCCACCACTTCGTCGCCGCT Cre06.g289900 GGAGGCGGAGGTATGAGCGAAACGCAGCA GGTTCCACCACCACCCATGTCTCCGCTCCCTCC
Cre06.g289950 GGAGGCGGAGGTATGGAGCTCTCTCCCGAGG GGTTCCACCACCACCGATGTACAGCGAGGCCG Cre06.g290000 GGAGGCGGAGGTATGAAATCGATAGGGAATATTGGGC GGTTCCACCACCACCGCCCAGCAGGGGATCCAC
Cre06.g290050 GGAGGCGGAGGTATGGCCCTTTCGTTACAGTCG GGTTCCACCACCACCCTCTGTCTTTTCCCGCACCG Cre06.g290100 GGAGGCGGAGGTATGCCCAGCAACGATCCATTC GGTTCCACCACCACCCATGAAGGCGAACGTGGC
Cre06.g290150 GGAGGCGGAGGTATGCATGCCTTCCTGGGC GGTTCCACCACCACCGAAGTCCACGTGGATGCG Cre06.g290200 GGAGGCGGAGGTATGGCACGCATCTTCGAG GGTTCCACCACCACCCAGATAGCCCTCGTGCCT
Cre06.g290250 GGAGGCGGAGGTATGAAGGACGCGGGCC GGTTCCACCACCACCAAGCGTGCCCAAACTGG Cre06.g290300 GGAGGCGGAGGTATGCCGCGGCCATTGC GGTTCCACCACCACCAGCCAGCGGCTGCCAA
Cre06.g290350 GGAGGCGGAGGTATGGCGGAACGCTTGGC GGTTCCACCACCACCTTACGCAGTGGCAGGCG Cre06.g290400 GGAGGCGGAGGTATGCCCATCCTGACATGGTC GGTTCCACCACCACCGAGTAGCCCATGAAGCTGGC
Cre06.g290450 GGAGGCGGAGGTATGTGCGGCGAAGTCCGG GGTTCCACCACCACCAATCTGGCCGCCCACCAC Cre06.g290800 GGAGGCGGAGGTATGTCTAGGGGCGTGCTG GGTTCCACCACCACCCTACAGCCCCGCGAGG
Cre06.g290850 GGAGGCGGAGGTATGGCCCTGTTCGGGG GGTTCCACCACCACCTTTTGGAAGGCCACCCGC Cre06.g290900 GGAGGCGGAGGTATGGCGGAGGTCGTGCA GGTTCCACCACCACCGGCTATGCCCGCCGCC
Cre06.g290950 GGAGGCGGAGGTATGGCGTCCCCTGACG GGTTCCACCACCACCGCGGTTGGCCTTGGCC Cre06.g291100 GGAGGCGGAGGTATGTATATAGTGCTCGCTGGGC GGTTCCACCACCACCCTACCGGCCGCTGCCTA
Cre06.g291150 GGAGGCGGAGGTATGCGCTGCGCTGGGCTG GGTTCCACCACCACCGTACCTGTCGCCACGGCC Cre06.g291250 GGAGGCGGAGGTATGAGTGGGCTGGACTGG GGTTCCACCACCACCCGCCTTCTTCGCGGGC
Cre06.g291300 GGAGGCGGAGGTATGACCGTGCGGTCAATAG GGTTCCACCACCACCCTGCTTGGCCGCTTCC Cre06.g291350 GGAGGCGGAGGTATGGCAGGCAAGCCGC GGTTCCACCACCACCCAAGAGCGTCCCGGTCC
Cre06.g291450 GGAGGCGGAGGTATGACCATGTCGCTCAAGCA GGTTCCACCACCACCTCACACAGCCGGGGGC Cre06.g291500 GGAGGCGGAGGTATGGCGTCTCCTGGCATG GGTTCCACCACCACCCTCCATATCCTGGGACCCCTC
Cre06.g291550 GGAGGCGGAGGTATGATGCGGAGAGCTTCCA GGTTCCACCACCACCCGTAGCCTTGGCCTTGC Cre06.g291600 GGAGGCGGAGGTATGAGCGTTAGCAAGAGCCC GGTTCCACCACCACCGGCCGGAAAATTCTTGTCCAC
Cre06.g291650 GGAGGCGGAGGTATGACGGCCTCTTCAGCG GGTTCCACCACCACCGGGCTTGGTTGCGATCGT Cre06.g291700 GGAGGCGGAGGTATGGTGCAGGCTAAGGCG GGTTCCACCACCACCTTACGCGCCCTCCGCC
Cre06.g291800 GGAGGCGGAGGTATGGTTGCGGAGCCTGGG GGTTCCACCACCACCCATCGCCTCGTACCAGTCG Cre06.g291850 GGAGGCGGAGGTATGTCTGAAAGGATGGGGCC GGTTCCACCACCACCGGCGTCGTACTGCACGTATT
Cre06.g291900 GGAGGCGGAGGTATGACGGAATACCACACCGTG GGTTCCACCACCACCGTCGTCGAAATCGGAGCTCTC Cre06.g291950 GGAGGCGGAGGTATGACATGGCCTTCCCTGC GGTTCCACCACCACCCCAGCTTCCACCACCGCC
Cre06.g292000 GGAGGCGGAGGTATGTCGCTGTTCTCGAACCTC GGTTCCACCACCACCGTGCGCCGGCTTTGCC Cre06.g292050 GGAGGCGGAGGTATGCGTGTGGGTGCGCCG GGTTCCACCACCACCGCTCGCCAACGCACGCCG
Cre06.g292100 GGAGGCGGAGGTATGAAATATACGCCATGCGCTC GGTTCCACCACCACCCTTTTGCTCCCCCACCGC Cre06.g292150 GGAGGCGGAGGTATGAGCTTGAGGCGGCT GGTTCCACCACCACCCTAGTGCGGCAACACTTCTA
Cre06.g292183 GGAGGCGGAGGTATGTTCATCTGGGCACCCG GGTTCCACCACCACCTAGCCACTGGCTCACGC Cre06.g292216 GGAGGCGGAGGTATGCATCACCTGCCCGA GGTTCCACCACCACCACGCTTACGGCGCCAC
Cre06.g292282 GGAGGCGGAGGTATGCTGTCAGCGATGGTCTC GGTTCCACCACCACCCTAGCCCGGAGCCGCC Cre06.g292315 GGAGGCGGAGGTATGGCTTCGCGATGCTTCTG GGTTCCACCACCACCGTCGGCCTGCGCCAGC
Cre06.g292350 GGAGGCGGAGGTATGGGGTATGGAGGCGAGG GGTTCCACCACCACCGTTCGCCCCTCCACCCGC Cre06.g292400 GGAGGCGGAGGTATGCAAGTTGCGTCCAGG GGTTCCACCACCACCGAACCGGCCGCCAGTG
Cre06.g292450 GGAGGCGGAGGTATGTCGCAACGCATTGCGTTAT GGTTCCACCACCACCACCCAACCTCGGCTGCTTC Cre06.g292500 GGAGGCGGAGGTATGGCGCGCAAAACTTTTT GGTTCCACCACCACCCGCAGGCAGGCACTTC
Cre06.g292550 GGAGGCGGAGGTATGGACATTGCTCAGGTCGAC GGTTCCACCACCACCTCAGCGCCGCCCCTTC Cre06.g292600 GGAGGCGGAGGTATGGATGGCGGCAGCACC GGTTCCACCACCACCGAGCGTCCACATTATGGCGTA
Cre06.g292750 GGAGGCGGAGGTATGAAGGGGATTCACACCCA GGTTCCACCACCACCGAGAATGGCGACGCCG Cre06.g292800 GGAGGCGGAGGTATGAAGGGCAGCCAGCTCTC GGTTCCACCACCACCGCCCTGCGCGTAGCGCTTG
Cre06.g292900 GGAGGCGGAGGTATGGCCCCTCGAAGTTCA GGTTCCACCACCACCCAGCCGCCACCAGCTC Cre06.g292950 GGAGGCGGAGGTATGAGCTCTAAGAAAGATTCAAGC GGTTCCACCACCACCCTACACGCGCTCGTGC
Cre06.g293000 GGAGGCGGAGGTATGCAGTTTCTCGCGACAACC GGTTCCACCACCACCCTACCGCGCTGCGCCG Cre06.g293051 GGAGGCGGAGGTATGACGCTCAACGACGTTAT GGTTCCACCACCACCTCACTGCGCGATGCCG
Cre06.g293051 GGAGGCGGAGGTATGGACGGCACAGCCA GGTTCCACCACCACCTCACTGCGCGATGCCG Cre06.g293051 GGAGGCGGAGGTATGGCTTCACCTGCGCC GGTTCCACCACCACCCCCCCTCCCCACCCCT
Cre06.g293100 GGAGGCGGAGGTATGCAGTTCTCGGAGCCATTCA GGTTCCACCACCACCCTACCGCCCGCGCAGC Cre06.g293150 GGAGGCGGAGGTATGGCCCGTGTGGTGTTT GGTTCCACCACCACCCTCCGCCTCCTCCGCCAG
Cre06.g293200 GGAGGCGGAGGTATGCCGTTCGCTGGTCT GGTTCCACCACCACCGGCGATGACCACGTCCA Cre06.g293250 GGAGGCGGAGGTATGAGCGACCCAGCGAACTATA GGTTCCACCACCACCCTTCTTCTTCCCCTGCGGATC
Cre06.g293300 GGAGGCGGAGGTATGCCCGCATTCCTGCGAATTT GGTTCCACCACCACCGGACGGCTCCTCCTTGATAGT Cre06.g293350 GGAGGCGGAGGTATGAGTCCGGCGGGTC GGTTCCACCACCACCTCTCCGTCCGCCCTCC
Cre06.g293362 GGAGGCGGAGGTATGAAGGATATAGAAAAGACCACG GGTTCCACCACCACCTCACATGGGCCCGTACA Cre06.g293400 GGAGGCGGAGGTATGAAAGCCTCTTCTGACCAAC GGTTCCACCACCACCCTACTCCTGCTGCTGCTCC
Cre06.g293450 GGAGGCGGAGGTATGTCCACGCCCGGCG GGTTCCACCACCACCGGATCCGCCAGTGCCC Cre06.g293516 GGAGGCGGAGGTATGGCGGGACCGGCGT GGTTCCACCACCACCCCGCCTGCCTGACAGGG
Cre06.g293582 GGAGGCGGAGGTATGCTGCAGAAGGGCGACA GGTTCCACCACCACCCTACTGCGCGGGCGCG Cre06.g293650 GGAGGCGGAGGTATGCTCAAGCTCTACATCCAC GGTTCCACCACCACCCTAATCGCCTGGCGCC
Cre06.g293700 GGAGGCGGAGGTATGCTATCGCGCGGCG GGTTCCACCACCACCCTCGTACGAGACCTTGCCG Cre06.g293750 GGAGGCGGAGGTATGGACCAATACCAGCTTGC GGTTCCACCACCACCTGCCGCTATCTGCCCG
Cre06.g293800 GGAGGCGGAGGTATGTGGGCCCCTGGGTTA GGTTCCACCACCACCATCACCAGCATTTCCTCCCG Cre06.g293850 GGAGGCGGAGGTATGCTCAAGCGCGTGGGC GGTTCCACCACCACCGTGCGTCAGCTTCTCCAGC
Cre06.g293900 GGAGGCGGAGGTATGGCAGAACAGCTCTATCGTA GGTTCCACCACCACCCACCGGACGGAGGAAGAG Cre06.g293950 GGAGGCGGAGGTATGGTCGGCCAGCAGAAC GGTTCCACCACCACCCTTGGCCTCGGCGGCA
Cre06.g294000 GGAGGCGGAGGTATGGCTCTTACGAAGGTCTCGT GGTTCCACCACCACCCGCCAGGTGCTTCTTGAACAG Cre06.g294050 GGAGGCGGAGGTATGAGCCTAAGCACCTCAGA GGTTCCACCACCACCACACTGGTTCCTCCTGCC
Cre06.g294100 GGAGGCGGAGGTATGGCTGCACAGCACAAA GGTTCCACCACCACCTTATGCCGCGCCGACC Cre06.g294150 GGAGGCGGAGGTATGTCCTCCAGCGGCA GGTTCCACCACCACCAGCACGAGCAGCCACT
Cre06.g294200 GGAGGCGGAGGTATGAAGCATCAGCATTCATCCA GGTTCCACCACCACCCTTGTCGCAGTGCTGCTG Cre06.g294250 GGAGGCGGAGGTATGAACCAGCGCACTGAG GGTTCCACCACCACCACGATGGCCTCCTGTTGG
Cre06.g294301 GGAGGCGGAGGTATGTTCGCACCAACGGATGA GGTTCCACCACCACCCTAGCCCTGCGCCGCC Cre06.g294400 GGAGGCGGAGGTATGTATGAGGATATGAAGTACACG GGTTCCACCACCACCTCAATGGCTCTTAATGTGCTT
Cre06.g294450 GGAGGCGGAGGTATGTTGCAGCGTAATACCCAGC GGTTCCACCACCACCCCAGTTCTCCACGGGGAAG Cre06.g294500 GGAGGCGGAGGTATGAGCTACTTGCCGCGGC GGTTCCACCACCACCGTCGTCTGGCGCCGCG
Cre06.g294550 GGAGGCGGAGGTATGATAGTGTTGCCACTGCGAA GGTTCCACCACCACCCACAGCAAGCAGCCTCGC Cre06.g294600 GGAGGCGGAGGTATGAAACCCGCCGCGG GGTTCCACCACCACCAGCAAGCAGCTCGGCG
Cre06.g294650 GGAGGCGGAGGTATGAAGCAGGCCCAGAAGCTT GGTTCCACCACCACCCAGCTTGCCCTGGCGCTTGAG Cre06.g294750 GGAGGCGGAGGTATGCAGGCTCTCAGCGC GGTTCCACCACCACCTTACAGGGCGCCGGCG
Cre06.g294776 GGAGGCGGAGGTATGGCTGCCTCCCACAAG GGTTCCACCACCACCCAGCACCGCCGCGAAG Cre06.g294800 GGAGGCGGAGGTATGCAAGCTTTGGTAACGAAACC GGTTCCACCACCACCCCCTAGCAGCGCCTGGTTC
Cre06.g294850 GGAGGCGGAGGTATGAGCACGCCAGCAAGGAAG GGTTCCACCACCACCCTTGTCCTCCTTGCCCTCCTC Cre06.g294876 GGAGGCGGAGGTATGGCAAGCATTCATCCCC GGTTCCACCACCACCTTTTCCTGACCTTGGAGGAAC
Cre06.g294900 GGAGGCGGAGGTATGCCTAAAGGGCCGGG GGTTCCACCACCACCACGCCTCTGCCGCTTG Cre06.g294950 GGAGGCGGAGGTATGGCCCTTAAGAGCGCTAC GGTTCCACCACCACCCGAGCGCTCCAGGGTCTT
Cre06.g295001 GGAGGCGGAGGTATGGCGCGCCAGCAGC GGTTCCACCACCACCGATGGTGTTCCAGACCCCCG Cre06.g295050 GGAGGCGGAGGTATGAAGAGGAGCCGAAACG GGTTCCACCACCACCCTGCACGGCCCAACAC
Cre06.g295100 GGAGGCGGAGGTATGACAGACATGTTGTGCTGC GGTTCCACCACCACCGGCGTCAATCGGCTTGC Cre06.g295200 GGAGGCGGAGGTATGCCCCACGAGTTTAAGACAG GGTTCCACCACCACCCTCCCATGCGGCGTCGCC
Cre06.g295200 GGAGGCGGAGGTATGCCCCACGAGTTTAAGAC GGTTCCACCACCACCCTCCCATGCGGCGTCG Cre06.g295250 GGAGGCGGAGGTATGGCTGCAGCCGTGAGG GGTTCCACCACCACCCGCCGTCTTGGCCCCCTTCTTG
Cre06.g295301 GGAGGCGGAGGTATGGCACGGAACAGCCGG GGTTCCACCACCACCTCAGCCGCGGCGGACT Cre06.g295350 GGAGGCGGAGGTATGGCTGCTTCTCTGATGC GGTTCCACCACCACCATGGAAGAGCTTCGCAGTTG
Cre06.g295376 GGAGGCGGAGGTATGCACAGATCCCCCATATGC GGTTCCACCACCACCGGTGTACACAACGCCTGT Cre06.g295400 GGAGGCGGAGGTATGAGCGCTAGTACAGGGCAA GGTTCCACCACCACCAGTGTTCTTGTTGAGCCAGGTG
Cre06.g295500 GGAGGCGGAGGTATGCCTGCTGTCTTGTGTT GGTTCCACCACCACCCTACTGCGATGCCGGC Cre06.g295550 GGAGGCGGAGGTATGCTGGACGTGCTGTATG GGTTCCACCACCACCGCAGTGGCGGGAAGCC
Cre06.g295600 GGAGGCGGAGGTATGGAGCCTGGGGGGC GGTTCCACCACCACCGTTCACAAAGCAGTCCTTGC Cre06.g295650 GGAGGCGGAGGTATGGCCTTCTGGCGCAACG GGTTCCACCACCACCGTCCGCTGCCCGTGCG
Cre06.g295700 GGAGGCGGAGGTATGGAGGATTACTCTGAAGTTCGC GGTTCCACCACCACCCATGAAGCTGAACAGCTTGCTC Cre06.g295826 GGAGGCGGAGGTATGGCTTCTCTCGCAACCATC GGTTCCACCACCACCGCTTGCAGGCACGCACTG
Cre06.g296000 GGAGGCGGAGGTATGGGCGCTTTGGAGGC GGTTCCACCACCACCCAGCCCGGCATCCACC Cre06.g296050 GGAGGCGGAGGTATGGCTTCACCAGAGGCGT GGTTCCACCACCACCAGAACGCGCTGCCGCC
Cre06.g296100 GGAGGCGGAGGTATGGCGACACAGCCCCAC GGTTCCACCACCACCGTAGCTCAGGCCGGGCAG Cre06.g296150 GGAGGCGGAGGTATGCTCAATAAGTCCAGCGCC GGTTCCACCACCACCAGCAGCCTCCTCCTCCTC
Cre06.g296200 GGAGGCGGAGGTATGGGGAACATCTGCGGAGG GGTTCCACCACCACCGGCCGACACGCCCAGC Cre06.g296250 GGAGGCGGAGGTATGCTCCTCCAGCACTCTTTG GGTTCCACCACCACCCTTCATGAGCGGGAATGCGATC
Cre06.g296300 GGAGGCGGAGGTATGGCTCGGCTTTGTCTG GGTTCCACCACCACCCTACCGGCCACTGCGG Cre06.g296350 GGAGGCGGAGGTATGCTGAGGTCTGCGGTG GGTTCCACCACCACCCAGGCTGCTGCGCAGG
Cre06.g296400 GGAGGCGGAGGTATGCTGTTATCGAGGGGACCC GGTTCCACCACCACCCACATGCTTCAGCCGCCC Cre06.g296450 GGAGGCGGAGGTATGGGCAATGTGGCTCCC GGTTCCACCACCACCTCAGGGGCAGGACGGC
Cre06.g296500 GGAGGCGGAGGTATGGCGCCTGTAGGGCTT GGTTCCACCACCACCAGTCATCACGGGCACAGG Cre06.g296550 GGAGGCGGAGGTATGCCGCTCTCGGGCGCGAG GGTTCCACCACCACCACTCGCCCCCGGCGCCTG
Cre06.g296600 GGAGGCGGAGGTATGTTCACTGGCATTGTGCA GGTTCCACCACCACCCTACTTGGCCGCCGCC Cre06.g296700 GGAGGCGGAGGTATGTCGGTACCTCTGCAGTG GGTTCCACCACCACCCAGGTACACGTCGTGCTCG
Cre06.g296750 GGAGGCGGAGGTATGGCGCACAGCCTCAGC GGTTCCACCACCACCCACGCCGCTGGCTGCGGTAG Cre06.g296800 GGAGGCGGAGGTATGGAGGATCGCGAACTGG GGTTCCACCACCACCCAGCCTTGCTAGCAGGGG
Cre06.g296912 GGAGGCGGAGGTATGGCGATTACTGCCAGACG GGTTCCACCACCACCTCAGCCTGCGCGCTTG Cre06.g296924 GGAGGCGGAGGTATGGCCGAACTGTTCATTGG GGTTCCACCACCACCGAAAGGCCCCACCCAGA
Cre06.g296936 GGAGGCGGAGGTATGCCAAAACAACTCGTGGT GGTTCCACCACCACCTTAACCAAGTGATGTAAGAACCGT Cre06.g296950 GGAGGCGGAGGTATGTCAGATGCAATAGCTGCA GGTTCCACCACCACCCTCGTCATCCTCATCCATGC
Cre06.g296983 GGAGGCGGAGGTATGGAGGCCCCAAAGGC GGTTCCACCACCACCGTCGTCCTCGTCATCGTCA Cre06.g297016 GGAGGCGGAGGTATGTCGGAATCGCAAGGCG GGTTCCACCACCACCCCGCTTCGCCGCCACACC
Cre06.g297016 GGAGGCGGAGGTATGTCGGAATCGCAAGGCG GGTTCCACCACCACCCCGCTTCGCCGCCACA Cre06.g297049 GGAGGCGGAGGTATGGTTGAGTGGCTGGTATTTG GGTTCCACCACCACCCTAGGTCGCTGCCGCC
Cre06.g297082 GGAGGCGGAGGTATGGAGCGGCCTCGAG GGTTCCACCACCACCACGCCTCTGTCTGTGCT Cre06.g297150 GGAGGCGGAGGTATGCTCGAGCAGCGCA GGTTCCACCACCACCGTAGCCTCCACTTCCACTTTC
Cre06.g297200 GGAGGCGGAGGTATGCCTTTATATTTTGAGGAGGTA GGTTCCACCACCACCTCAGCACCAGGGGTACT Cre06.g297250 GGAGGCGGAGGTATGACTTCTTCCTCTGCTGTTC GGTTCCACCACCACCTCAGTAGCATAGGTCGTCGG
Cre06.g297300 GGAGGCGGAGGTATGCACAGCAGCGTGG GGTTCCACCACCACCAACGCCTGTCACGGCA Cre06.g297400 GGAGGCGGAGGTATGAAGGCCGTCGTCCTGAC GGTTCCACCACCACCCCCAGCAACCGCCGGC
Cre06.g297450 GGAGGCGGAGGTATGTGGTATCTGCTTGGTGG GGTTCCACCACCACCCTAGTGCGCCGACCCC Cre06.g297500 GGAGGCGGAGGTATGCTCTCCCAGTCGGCG GGTTCCACCACCACCCGTCCACCACGCCGCC
Cre06.g297516 GGAGGCGGAGGTATGCTGAGCAAGCCAATCCA GGTTCCACCACCACCCGCCACCTCTCCTTCTGC Cre06.g297550 GGAGGCGGAGGTATGGCTGAGGACTACTCACG GGTTCCACCACCACCGTCCACAAACATGTGGTCCC
Cre06.g297600 GGAGGCGGAGGTATGGCCTCGGCGCAGGCTG GGTTCCACCACCACCCATGAGGCCGGCCTTGCG Cre06.g297700 GGAGGCGGAGGTATGAACGCGGTACTGGCG GGTTCCACCACCACCACCCTGCTTGGTTAAGGACG
Cre06.g297750 GGAGGCGGAGGTATGGCGGAAACACTGCTG GGTTCCACCACCACCGATGAGTCCCTGGCGGC Cre06.g297800 GGAGGCGGAGGTATGACGGTGTCCGTGGC GGTTCCACCACCACCAACCAGCAGCGCGGAG
Cre06.g297900 GGAGGCGGAGGTATGGCCGCACTGGCATCA GGTTCCACCACCACCGGCATCGTGCCGACTGTC Cre06.g297904 GGAGGCGGAGGTATGGCCCTGCGCGTAG GGTTCCACCACCACCCAGCCCAGGCAAGCATT
Cre06.g297950 GGAGGCGGAGGTATGCAGTTCACGCTGCC GGTTCCACCACCACCAAGCTCCGCCAATGAATCC Cre06.g298000 GGAGGCGGAGGTATGGCCAGCCCGAAGG GGTTCCACCACCACCTGCCGACTTGTCCGGC
Cre06.g298050 GGAGGCGGAGGTATGGACGCCTTGAGAAAGGC GGTTCCACCACCACCCAGCCACACAGCAGCC Cre06.g298100 GGAGGCGGAGGTATGAGCACCGACGTTGTTCTTC GGTTCCACCACCACCGAAGCCGTGAATCTTGATCTGG
Cre06.g298150 GGAGGCGGAGGTATGGAGGTTGACGATACTAGCG GGTTCCACCACCACCTCAAGCCTCACGGTTCGT Cre06.g298200 GGAGGCGGAGGTATGACGCTGCGCCTGCTCAAC GGTTCCACCACCACCCAGCCGCATCCTCCCAGG
Cre06.g298225 GGAGGCGGAGGTATGACGATATTTCGAAACGTGACG GGTTCCACCACCACCACCGCCAAGAATTACAGACGAC Cre06.g298251 GGAGGCGGAGGTATGCGCCGCACCCTGCAACAAG GGTTCCACCACCACCGGGCGCCAGGTCGGGGCC
Cre06.g298350 GGAGGCGGAGGTATGAGTACGAAGGAGGAGAAGC GGTTCCACCACCACCCTACTCGTCGTCCTCCTCC Cre06.g298400 GGAGGCGGAGGTATGAACGATGAGGGCGGAG GGTTCCACCACCACCCTAGGCGCGGACCCCC
Cre06.g298450 GGAGGCGGAGGTATGGCGTACCGTGCTGCA GGTTCCACCACCACCCCGAGCAGGGCCGAGCTTA Cre06.g298450 GGAGGCGGAGGTATGGCGTACCGTGCTGC GGTTCCACCACCACCCCGAGCAGGGCCGAGC
Cre06.g298550 GGAGGCGGAGGTATGTCGGCTGGCTATCAAATGG GGTTCCACCACCACCCGTGCTGCTCAGCTCGGT Cre06.g298550 GGAGGCGGAGGTATGTCGGCTGGCTATCAAATG GGTTCCACCACCACCCGTGCTGCTCAGCTCG
Cre06.g298600 GGAGGCGGAGGTATGGGATCACCAAACCCGG GGTTCCACCACCACCGCTGGTAGCAGTTGCCGG Cre06.g298650 GGAGGCGGAGGTATGCGTATAGCCCGGAGTTCAA GGTTCCACCACCACCGATGAGGTCAGCGACGTTCG
Cre06.g298700 GGAGGCGGAGGTATGACTGACGGACCTGCTC GGTTCCACCACCACCCCGGGTGCGCTGCTTC Cre06.g298750 GGAGGCGGAGGTATGACGCATAACCCCGTATCAG GGTTCCACCACCACCCATGCCCTCACCGCCTGAG
Cre06.g298802 GGAGGCGGAGGTATGCCGGGCGCTAGGG GGTTCCACCACCACCGGATTGCCCACGCACG Cre06.g298850 GGAGGCGGAGGTATGTCAGCGAAGTCTAGGTGG GGTTCCACCACCACCTTAAGACTGCGCCGGCG
Cre06.g298880 GGAGGCGGAGGTATGAATGCTACCCAAGGTCAAC GGTTCCACCACCACCGTGGCGACCTGCAGGGTT Cre06.g298911 GGAGGCGGAGGTATGTTACTCATACACCCACTGC GGTTCCACCACCACCTCACTGCACCAGATGATAAACTG
Cre06.g299000 GGAGGCGGAGGTATGGCCCTCGCAAACATGC GGTTCCACCACCACCAGCAGAGATCGAGGTCACCAT Cre06.g299050 GGAGGCGGAGGTATGGCAGGTGGAAAGTCAAACG GGTTCCACCACCACCCTCGATGGACAGCGGGCG
Cre06.g299100 GGAGGCGGAGGTATGCCGAGCCAGTACTCG GGTTCCACCACCACCCGCGTCGCTCTTTCGC Cre06.g299150 GGAGGCGGAGGTATGGGTCGACAGTCCGG GGTTCCACCACCACCCGGCAGCAGCGTTGTC
Cre06.g299200 GGAGGCGGAGGTATGCGCGTCGGTGACGTG GGTTCCACCACCACCAGTGGACGAGTCACCGGG Cre06.g299200 GGAGGCGGAGGTATGCGCGTCGGTGACG GGTTCCACCACCACCAGTGGACGAGTCACCGG
Cre06.g299250 GGAGGCGGAGGTATGCTAGCCGCGCGCG GGTTCCACCACCACCCTACTCCCACGGATTATCGACGTA Cre06.g299300 GGAGGCGGAGGTATGCCTCGTGAAATCATCAACC GGTTCCACCACCACCCGACGCCATCATCTGCCG
Cre06.g299350 GGAGGCGGAGGTATGACAGACCACACGGACG GGTTCCACCACCACCCACCCGCCGGACCTCG Cre06.g299450 GGAGGCGGAGGTATGACTGATGACCCTGATGGA GGTTCCACCACCACCTCATCCCTGCTTGCCCG
Cre06.g299476 GGAGGCGGAGGTATGGGTGGCAGCGTGG GGTTCCACCACCACCTCATCCGTTCATTATTACGCTAGC Cre06.g299500 GGAGGCGGAGGTATGCAAAAAATACTTGAACAGGCG GGTTCCACCACCACCTCAGTACGCGGCGGTG
Cre06.g299550 GGAGGCGGAGGTATGAACAGCCTTATGGGCG GGTTCCACCACCACCCATGAGCGACTGCAGCA Cre06.g299600 GGAGGCGGAGGTATGAAAGCTGCTGCTAATTTTACG GGTTCCACCACCACCTCACGCCCAAACGGCC
Cre06.g299650 GGAGGCGGAGGTATGGCCACTCTTCTCCAACAC GGTTCCACCACCACCGTTGCAGTCCACCTTGAGGAAG Cre06.g299700 GGAGGCGGAGGTATGTTTTGCACGGTGCTGAC GGTTCCACCACCACCCTTTGCCGCCTCTGCCGC
Cre06.g299750 GGAGGCGGAGGTATGACTTTATGGACGCTGCTAC GGTTCCACCACCACCTCACCCAAATATGAGCTTGACG Cre06.g299800 GGAGGCGGAGGTATGCGCTGCCAACTATCGC GGTTCCACCACCACCTCAGCCGCGCAGTCGG
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Cre06.g299850 GGAGGCGGAGGTATGGATGCAGCAAGCAGCA GGTTCCACCACCACCCCGCCTTCCCGCCCTC Cre06.g299900 GGAGGCGGAGGTATGGAGTCCCCGGTCGC GGTTCCACCACCACCAGCCTCCACCAGCACG
Cre06.g299926 GGAGGCGGAGGTATGCAGCGAGGCAGATCG GGTTCCACCACCACCAGCATCGGGAGACGGG Cre06.g299950 GGAGGCGGAGGTATGACATCTGGCAGCAGTG GGTTCCACCACCACCCACAAGAATGAAGACTCCGCT
Cre06.g300001 GGAGGCGGAGGTATGGCGACCAGCAGGC GGTTCCACCACCACCCTACATCCCGCCGGCG Cre06.g300050 GGAGGCGGAGGTATGCCAGGGACGGCTT GGTTCCACCACCACCCTGCTGCTGCAGCCCC
Cre06.g300100 GGAGGCGGAGGTATGATTTTCGTGTGGCTATCGC GGTTCCACCACCACCCTAGCACCGCAGCGTG Cre06.g300139 GGAGGCGGAGGTATGGCTTTGGTCGGCCT GGTTCCACCACCACCGCCGCTGCTCCTGTCA
Cre06.g300144 GGAGGCGGAGGTATGCCTTCAGCGGGCC GGTTCCACCACCACCGCTGCATGTCATCCAGGAG Cre06.g300150 GGAGGCGGAGGTATGGCTTTGGTCGGCCT GGTTCCACCACCACCGTACTCCTGCTGCTCCTGC
Cre06.g300200 GGAGGCGGAGGTATGGGCGGTCACGGAG GGTTCCACCACCACCCTACTGCGTGCGCCGG Cre06.g300326 GGAGGCGGAGGTATGGACACGATGCTGCAG GGTTCCACCACCACCGCTGCATGTCATCCAGGAG
Cre06.g300350 GGAGGCGGAGGTATGGTGACAGTTCGCGAAG GGTTCCACCACCACCGTACTCCTGCTGCTCCTGC Cre06.g300400 GGAGGCGGAGGTATGAAACTGCTGCAGTGCCC GGTTCCACCACCACCGTGTGCTGCTGACCAGGT
Cre06.g300450 GGAGGCGGAGGTATGCACGGCCAGTACAGC GGTTCCACCACCACCGTGTGCTGCTGACCAGGT Cre06.g300500 GGAGGCGGAGGTATGGAGCGAGGCGTGGAT GGTTCCACCACCACCTTTCTCCGTCAACTCGCGGAAG
Cre06.g300500 GGAGGCGGAGGTATGGAGCGAGGCGTGG GGTTCCACCACCACCTTTCTCCGTCAACTCGCG Cre06.g300550 GGAGGCGGAGGTATGGCGTCCAAGAAGGGC GGTTCCACCACCACCCTATTGCCGCCGCCCG
Cre06.g300650 GGAGGCGGAGGTATGGACCGGCTAATAGACGTG GGTTCCACCACCACCCTTCTTCTCGGCGCCCTC Cre06.g300700 GGAGGCGGAGGTATGCTCATGAACAAGTCGCTCT GGTTCCACCACCACCGAGCTGGAACACGGCGCG
Cre06.g300750 GGAGGCGGAGGTATGGCGGATACCGACAAGG GGTTCCACCACCACCCTCCTCCATGACCGCGGC Cre06.g300800 GGAGGCGGAGGTATGCTGGCCTCTACCATCC GGTTCCACCACCACCTTAGGGGGTGGTGGGGG
Cre06.g300900 GGAGGCGGAGGTATGTCTTCTCCTTACGGTGACG GGTTCCACCACCACCCTACGCGCGGTTCTCG Cre06.g300933 GGAGGCGGAGGTATGACGGAGGCCGAGGC GGTTCCACCACCACCGCTGGGCACTTCCGCC
Cre06.g300966 GGAGGCGGAGGTATGTCATCCCATCCACCTTCC GGTTCCACCACCACCGGACACGCCCAGTGCC Cre06.g301000 GGAGGCGGAGGTATGCCGGGCGGCAAGCTTC GGTTCCACCACCACCGCAGTCGGCGGTGCGCCG
Cre06.g301050 GGAGGCGGAGGTATGGCCAGCGACGGTCAACATT GGTTCCACCACCACCTGCGTCATTGGGGGCTCC Cre06.g301100 GGAGGCGGAGGTATGCTGGCGCTCACTCA GGTTCCACCACCACCGCCCAGCTGCGGAAGC
Cre06.g301150 GGAGGCGGAGGTATGGCGTCGGCAGCCG GGTTCCACCACCACCCTGCTGCGGCTGTCCG Cre06.g301251 GGAGGCGGAGGTATGGATCCCGCGGCGC GGTTCCACCACCACCTCATCGGCCGTGCGCA
Cre06.g301300 GGAGGCGGAGGTATGCAAACCCACACGCG GGTTCCACCACCACCCTGCGTGCGGTCCTGG Cre06.g301325 GGAGGCGGAGGTATGATCTCACACCGTGGAGCC GGTTCCACCACCACCGTCGGCCTGCGCCAGC
Cre06.g301350 GGAGGCGGAGGTATGGGGAGCGCGGCAG GGTTCCACCACCACCGCCACTGCCGCACTGG Cre06.g301400 GGAGGCGGAGGTATGTGGGCACGGGGGC GGTTCCACCACCACCTCAGCCTGCGCGCTTG
Cre06.g301450 GGAGGCGGAGGTATGGCTTTGGTCGGCCT GGTTCCACCACCACCCATGATGTAACGCGGCTGG Cre06.g301476 GGAGGCGGAGGTATGGGCACAACGCCTGC GGTTCCACCACCACCCCGTTCTGTTAGCATCAGCA
Cre06.g301550 GGAGGCGGAGGTATGACGACCGCGCTACCGAAAT GGTTCCACCACCACCTTTGTCACTGATCAGCGGCTC Cre06.g301600 GGAGGCGGAGGTATGGGACGACGCGGTC GGTTCCACCACCACCCGGCTTTCGTTGGCGC
Cre06.g301650 GGAGGCGGAGGTATGTCACTACTACGCACGGG GGTTCCACCACCACCGTTGTCCTTGGCGACCGC Cre06.g301700 GGAGGCGGAGGTATGAAGGATGTTGCCAACAAGG GGTTCCACCACCACCCTATGCATTCTTGGAAATCAGCAG
Cre06.g301725 GGAGGCGGAGGTATGGGCGCTGTAGCGGCG GGTTCCACCACCACCTGCAACGCTGCGTGCCCATGAA Cre06.g301750 GGAGGCGGAGGTATGGAGCTCTCGGACGG GGTTCCACCACCACCATCTCCACCTCCGGCG
Cre06.g301800 GGAGGCGGAGGTATGGGAGGCAAACCCAGA GGTTCCACCACCACCTGTGTGCTCGTCTGCAGA Cre06.g301802 GGAGGCGGAGGTATGCCACCCAACCCCAATAC GGTTCCACCACCACCTGTGAAGGCCGCGCCC
Cre06.g301806 GGAGGCGGAGGTATGCTACATGACGTTGGCG GGTTCCACCACCACCCTGCCGCCCTCGGTAC Cre06.g301850 GGAGGCGGAGGTATGTGGGGCCAGCTTAACA GGTTCCACCACCACCGTTGCGGCGGTAGTTTGC
Cre06.g301900 GGAGGCGGAGGTATGCAGCAAGGCCCCG GGTTCCACCACCACCATACCCGCGGTACTCCG Cre06.g302000 GGAGGCGGAGGTATGACCGCACGCGTTAC GGTTCCACCACCACCTGCACGCGACACCTCC
Cre06.g302100 GGAGGCGGAGGTATGGCTTCGCGGTTCGAG GGTTCCACCACCACCGCCGTCTGCACCCCCAGC Cre06.g302200 GGAGGCGGAGGTATGTCACGGATTCATGGGCAC GGTTCCACCACCACCTCTGCCCGGGAGGGGC
Cre06.g302250 GGAGGCGGAGGTATGGAGCAAGCAGAAGGAAGT GGTTCCACCACCACCGGCATGCGACACGGCA Cre06.g302276 GGAGGCGGAGGTATGAAGTCCACACCTGCGA GGTTCCACCACCACCTGACTGCAGGATCATGACTGG
Cre06.g302300 GGAGGCGGAGGTATGGACCCGACCACCG GGTTCCACCACCACCGGCCTTCTTGCCCTTCATG Cre06.g302305 GGAGGCGGAGGTATGGATTCTGCAACTCAGCAC GGTTCCACCACCACCCTACCGGAAATAAAATATCCACGC
Cre06.g302350 GGAGGCGGAGGTATGACTGTCTGCATCCGCC GGTTCCACCACCACCGCCACTGCCGCACTGG Cre06.g302389 GGAGGCGGAGGTATGGGCAAGGGGCGGG GGTTCCACCACCACCTCAGCCTGCGCGCTTG
Cre06.g302450 GGAGGCGGAGGTATGGGCGTGGACCCAG GGTTCCACCACCACCGCCACTGCCGCACTGG Cre06.g302500 GGAGGCGGAGGTATGGGCCGGCGTGTAG GGTTCCACCACCACCTCAGCCTGCGCGCTTG
Cre06.g302551 GGAGGCGGAGGTATGGTCCGCACACCTATCA GGTTCCACCACCACCCTCGCTGTCGCTGTCG Cre06.g302600 GGAGGCGGAGGTATGCCTATCAGAATACCTTCATTG GGTTCCACCACCACCTCAGTGCCCGAAGTTTACC
Cre06.g302650 GGAGGCGGAGGTATGACGCGGGTTTCACGG GGTTCCACCACCACCCTGCTGCTGCTTCGGCGGAG Cre06.g302700 GGAGGCGGAGGTATGTCAGTTTCAACCCACGC GGTTCCACCACCACCGAAGTGCACGGTGGTCAT
Cre06.g302800 GGAGGCGGAGGTATGGCAGATTCAGGGCCTTC GGTTCCACCACCACCGTCATTGAGTTCGCTCCCCAG Cre06.g302850 GGAGGCGGAGGTATGAGTGACAGCGATCCGTTC GGTTCCACCACCACCATCAACCTGAGGGCCACTAGC
Cre06.g302850 GGAGGCGGAGGTATGAGTGACAGCGATCCGT GGTTCCACCACCACCATCAACCTGAGGGCCACTA Cre06.g302900 GGAGGCGGAGGTATGGCCCAAGCACAGCAG GGTTCCACCACCACCTGCAAACGGATTCCCGTTCG
Cre06.g302950 GGAGGCGGAGGTATGCCGGCCGCATTTG GGTTCCACCACCACCTCTCGCCACTGTGGCG Cre06.g303000 GGAGGCGGAGGTATGGCCGATTTGCGGGGC GGTTCCACCACCACCCTACGCGCCCGCACCC
Cre06.g303050 GGAGGCGGAGGTATGAGCCGCACAATAAGCTTG GGTTCCACCACCACCGCTTGGATTCTGGAGTTGCTG Cre06.g303100 GGAGGCGGAGGTATGTCCAAACGCGTGCGC GGTTCCACCACCACCGCGCTCGCCTGGTTGCGC
Cre06.g303171 GGAGGCGGAGGTATGTCGAGGCGGCGAATG GGTTCCACCACCACCCTCAAACTCGACCCCCTGTG Cre06.g303183 GGAGGCGGAGGTATGCACGCCGCAGCCG GGTTCCACCACCACCCAACTCCTGCTCGGGCTGG
Cre06.g303192 GGAGGCGGAGGTATGCATAGGGCGCGTCA GGTTCCACCACCACCCTCGCATCCCACAGCAC Cre06.g303200 GGAGGCGGAGGTATGCGAGCCGGTATGGC GGTTCCACCACCACCTACCGGCACAACGCGG
Cre06.g303300 GGAGGCGGAGGTATGCAGCACGCGACGTCTC GGTTCCACCACCACCGGGCACCACCAGCTTGTC Cre06.g303350 GGAGGCGGAGGTATGGCCGGGTGCTGCT GGTTCCACCACCACCAACGTTGCCTCCTCTGTACT
Cre06.g303400 GGAGGCGGAGGTATGGCGGAGTCACTCGGA GGTTCCACCACCACCAAACTCGTCCTCAACGCCC Cre06.g303483 GGAGGCGGAGGTATGTCTGATGCGGCGC GGTTCCACCACCACCTCAACCCAATAGAGTGTCAATGT
Cre06.g303500 GGAGGCGGAGGTATGGCAGACGGCGAGCAAAAG GGTTCCACCACCACCCTCCTCCTCCATCTCCCCAG Cre06.g303536 GGAGGCGGAGGTATGGAGCAAAGCGGCTCG GGTTCCACCACCACCTCAGCCGCCGTGCGTG
Cre06.g303572 GGAGGCGGAGGTATGGGCGTTCATAAGTGCG GGTTCCACCACCACCCAAGCTCCGTCCCGCC Cre06.g303600 GGAGGCGGAGGTATGGCCCCTGAGTCTACATG GGTTCCACCACCACCCGCGGCCTCCTCCTCC
Cre06.g303650 GGAGGCGGAGGTATGTTCAAGAAGCCCTTCAATT GGTTCCACCACCACCTGCGGACTTGACCAGGAAGTA Cre06.g303700 GGAGGCGGAGGTATGGCCGTCGAAGTGCC GGTTCCACCACCACCCCGGCGGCTGGTGAAC
Cre06.g303751 GGAGGCGGAGGTATGGACACGCTCCTGGT GGTTCCACCACCACCCTGCATCGGCTCCTGC Cre06.g303800 GGAGGCGGAGGTATGGGACTGTTCTCTCGCA GGTTCCACCACCACCAGTGTACATTGCGCGCG
Cre06.g303850 GGAGGCGGAGGTATGAGGAGGGCTGTTGCT GGTTCCACCACCACCCACCTTGCCCTCCAGCT Cre06.g303900 GGAGGCGGAGGTATGTTCCTGGGCCTGACGTTC GGTTCCACCACCACCGAGCTCCACGGTGCCCGC
Cre06.g303950 GGAGGCGGAGGTATGCGCAATGCCGCTC GGTTCCACCACCACCCACGCCACTGCTCCCG Cre06.g304050 GGAGGCGGAGGTATGGGCAAAGGAAGCATCGC GGTTCCACCACCACCTCATGCGCCGCCTGGC
Cre06.g304100 GGAGGCGGAGGTATGGAGGCCGCTCTTATAGCTC GGTTCCACCACCACCTCACGCGCCGCTGTGC Cre06.g304150 GGAGGCGGAGGTATGGGAGGAGGAGCATCTCG GGTTCCACCACCACCCGTGTGTGCGCCTGCC
Cre06.g304250 GGAGGCGGAGGTATGGAAGACGAGGTTGAAGGA GGTTCCACCACCACCTTGCTGCCCCTCCTCC Cre06.g304300 GGAGGCGGAGGTATGGAGGCCGTGAAGCAG GGTTCCACCACCACCGTCAGCCTCCATGGGAGC
Cre06.g304350 GGAGGCGGAGGTATGGGTCTCTTCAACTACTTTGT GGTTCCACCACCACCGTACTTGCCGGTCCACAGG Cre06.g304400 GGAGGCGGAGGTATGGAGTTCCTGCGCGAG GGTTCCACCACCACCCTTCCACAGCTCGTAGCCC
Cre06.g304450 GGAGGCGGAGGTATGACAACACCTCATCAGTCAC GGTTCCACCACCACCTCAGCGGAAACGCAGC Cre06.g304500 GGAGGCGGAGGTATGGCCAGTAAGCACTTTGCG GGTTCCACCACCACCCAGGTCGGAGTCGTGGCG
Cre06.g304600 GGAGGCGGAGGTATGCTGAAGCTATATAGCTCGC GGTTCCACCACCACCTCATTGCGAGCACGCTATG Cre06.g304650 GGAGGCGGAGGTATGTCTCTTGTCAAGCAGCTG GGTTCCACCACCACCCAGGATGCCGTTGAGCAC
Cre06.g304700 GGAGGCGGAGGTATGCCAGGAAAAGTTCATGAATC GGTTCCACCACCACCTCACGCGTTCAGGCTGG Cre06.g304750 GGAGGCGGAGGTATGAACTTCAATAGCAAGCGGT GGTTCCACCACCACCCAACAAGTTGGGCACGCC
Cre06.g304800 GGAGGCGGAGGTATGGCTCAACAGCTATACGAGC GGTTCCACCACCACCCTTCGCGCCAAACGGGTT Cre06.g304800 GGAGGCGGAGGTATGGCTCAACAGCTATACGAG GGTTCCACCACCACCCTTCGCGCCAAACGGG
Cre06.g304850 GGAGGCGGAGGTATGGCATCCTCAACCTCCG GGTTCCACCACCACCCATCATCACACACTTGCTGTC Cre06.g304876 GGAGGCGGAGGTATGACCGTGTTCCCGACA GGTTCCACCACCACCACCCTCCCCACCCTCT
Cre06.g304913 GGAGGCGGAGGTATGTGCATCGGCAGCCTTGTTA GGTTCCACCACCACCCGAGCGGCACAGCACGTTC Cre06.g304950 GGAGGCGGAGGTATGCTTAGGCTCCTTACGCG GGTTCCACCACCACCCAGCGCCGGCACATGC
Cre06.g305050 GGAGGCGGAGGTATGGGCAAGGACGCGGAG GGTTCCACCACCACCCAAGATGATGACCTCCTCGTCA Cre06.g305100 GGAGGCGGAGGTATGGCGCTATGCGCGGCGTTTG GGTTCCACCACCACCAAATCGCGCGACACCGGCATTG
Cre06.g305100 GGAGGCGGAGGTATGGCGCTATGCGCGG GGTTCCACCACCACCAAATCGCGCGACACCG Cre06.g305150 GGAGGCGGAGGTATGACCAAGATGGAATGCGCAG GGTTCCACCACCACCTGTGCGGTTCGTGATGAGC
Cre06.g305200 GGAGGCGGAGGTATGGGGAAGAAGAAGAAGCAGA GGTTCCACCACCACCTCATGCCCCGTTGCGC Cre06.g305250 GGAGGCGGAGGTATGGAGCGCCAAGCGA GGTTCCACCACCACCGTCATCGAGTGTCAAGTCCAC
Cre06.g305251 GGAGGCGGAGGTATGACCACAGCGTCAGAGGA GGTTCCACCACCACCAGCAACTGTCACTTGGTAAAAGG Cre06.g305400 GGAGGCGGAGGTATGCTGTGCGGCTGCCTG GGTTCCACCACCACCCCACGCCGAGACACCCGC
Cre06.g305450 GGAGGCGGAGGTATGACACGCCTTCAGGCC GGTTCCACCACCACCAAAGAACCCGCCCTTCTTTG Cre06.g305500 GGAGGCGGAGGTATGCGCAGTGCTGTTCATAGAG GGTTCCACCACCACCTTCGTCCCCGGAGCCGCC
Cre06.g305516 GGAGGCGGAGGTATGGCCAGTCCGCTAGG GGTTCCACCACCACCAACAGTGCCCTCCGTACC Cre06.g305550 GGAGGCGGAGGTATGCACGCGGGGGCTA GGTTCCACCACCACCCTGCAGGAGCCCCATCC
Cre06.g305600 GGAGGCGGAGGTATGGACATGACGCCAAAGCTT GGTTCCACCACCACCCATGACGACCTGCACCTTGAG Cre06.g305650 GGAGGCGGAGGTATGCGCCTGGGTTCGCAG GGTTCCACCACCACCCACGTTATCGGCGTGGTTGTAG
Cre06.g305700 GGAGGCGGAGGTATGGGCCCAGGGAGCC GGTTCCACCACCACCCATAGCGAACCGAAGAAGTGA Cre06.g305750 GGAGGCGGAGGTATGGCCGTGGCCCTGC GGTTCCACCACCACCAGCGTGCGGGTAGGGC
Cre06.g305800 GGAGGCGGAGGTATGGCCAAGGGCGGCA GGTTCCACCACCACCTCACTCCTCCTTCTCCTCCTT Cre06.g305850 GGAGGCGGAGGTATGGCGAACGACGGATACC GGTTCCACCACCACCCCCATCCTGCTGTCGCAC
Cre06.g305900 GGAGGCGGAGGTATGTCCAACCCAAAAGCAGACG GGTTCCACCACCACCCCGGTGGCTGTTGTTGCT Cre06.g306007 GGAGGCGGAGGTATGACAGGCACAAAGGGC GGTTCCACCACCACCCTCCTGCATCTCATCACCTG
Cre06.g306014 GGAGGCGGAGGTATGGCCAGGCTCCTGG GGTTCCACCACCACCTCTTGCCTGCGATGTGTAG Cre06.g306021 GGAGGCGGAGGTATGACAGGCACAAAGGGC GGTTCCACCACCACCCTCCTGCATCTCATCACCTG
Cre06.g306028 GGAGGCGGAGGTATGGCCAGGCTCCTGG GGTTCCACCACCACCTCTAGTAGTCGCGATGCCA Cre06.g306035 GGAGGCGGAGGTATGCAAGGGATGCGGC GGTTCCACCACCACCCATGGCAAGAGCGCCTG
Cre06.g306050 GGAGGCGGAGGTATGTCCAAACGCGTGCGC GGTTCCACCACCACCGCGCTCGCCTGGTTGCGC Cre06.g306057 GGAGGCGGAGGTATGAATGTGACTGATGCGGGTG GGTTCCACCACCACCCTACGCGCCCGCACCC
Cre06.g306079 GGAGGCGGAGGTATGGAGAGAGGGTCGCG GGTTCCACCACCACCATTCGTGTACGGCACCCC Cre06.g306100 GGAGGCGGAGGTATGAGCAAGAAGAACAATAAAGGGAC GGTTCCACCACCACCCTCCTGCATCTCATCACCCG
Cre06.g306150 GGAGGCGGAGGTATGAATCGCAGCAGCGTCT GGTTCCACCACCACCCAGGTCGAACACGGCGGTC Cre06.g306200 GGAGGCGGAGGTATGCCAAAGCAAAGGATCGAAAG GGTTCCACCACCACCCTACTGCGCCGGGCGT
Cre06.g306250 GGAGGCGGAGGTATGGCCTCAGAACGAGACG GGTTCCACCACCACCGAGTGGAAAGGATGGGCG Cre06.g306300 GGAGGCGGAGGTATGGCCCTGAACATGCG GGTTCCACCACCACCCTCCATGCCGAACACCTG
Cre06.g306350 GGAGGCGGAGGTATGGCCTCGATGACTGCCTC GGTTCCACCACCACCCTTCTGCAGCTCCGCCCAA Cre06.g306400 GGAGGCGGAGGTATGGAAGCTAAGAGCAGGCAG GGTTCCACCACCACCCTGCGCCTTGTCCTCCTTG
Cre06.g306450 GGAGGCGGAGGTATGGCCGGCCAGCTCG GGTTCCACCACCACCCACCCTACTGCCCAGGAAGA Cre06.g306501 GGAGGCGGAGGTATGCTTCACAGCGAAGGC GGTTCCACCACCACCACACATCGCTTTATTGTCGCC
Cre06.g306550 GGAGGCGGAGGTATGCGCGATGAGGCAAAGG GGTTCCACCACCACCGTGCGTGGCAGCGTACGG Cre06.g306601 GGAGGCGGAGGTATGACTCTTCTGGGCCAGC GGTTCCACCACCACCTCACGCCGACGTCCGG
Cre06.g306650 GGAGGCGGAGGTATGAGTCGCCGCGCAGCAG GGTTCCACCACCACCGCCGATTTTGACATACTCCCCC Cre06.g306700 GGAGGCGGAGGTATGTTCACGCAGTTCTGGCT GGTTCCACCACCACCCGCGACATTGGCTGGCGC
Cre06.g306726 GGAGGCGGAGGTATGACGTCAGAAAGGCAGTTC GGTTCCACCACCACCGATGCGCCAGGATGCG Cre06.g306750 GGAGGCGGAGGTATGGGTGGCTGCATGTCTAAAG GGTTCCACCACCACCCGCTATGTCGTGGTCTGTGG
Cre06.g306800 GGAGGCGGAGGTATGCTGCGTGCGCACAAG GGTTCCACCACCACCCTTCGCAGCTTCTGTCTTAGCT Cre06.g306850 GGAGGCGGAGGTATGGCTGACGACGCGCCAG GGTTCCACCACCACCCAGCGTCTTGTCCAGCACCTTG
Cre06.g306900 GGAGGCGGAGGTATGGGAGGCGCGCGGCCATG GGTTCCACCACCACCCGCGCCGTAGCCGCCATAG Cre06.g307012 GGAGGCGGAGGTATGGATTTTGCAAGTCAGCAC GGTTCCACCACCACCCATCATTGTGCCACCGCT
Cre06.g307075 GGAGGCGGAGGTATGGCGGCCATGTGGGA GGTTCCACCACCACCCGGCTGGGAGCTGCGC Cre06.g307100 GGAGGCGGAGGTATGGAATCGCGCAACTCTC GGTTCCACCACCACCCTATCGCGCGCTACCG
Cre06.g307150 GGAGGCGGAGGTATGCCGACCTCGCTGCCC GGTTCCACCACCACCCGCCTTGTTCCGCATGCG Cre06.g307200 GGAGGCGGAGGTATGGCCGACCAGGCGC GGTTCCACCACCACCCTTGTCAAGGGGGTCCAAGTG
Cre06.g307250 GGAGGCGGAGGTATGTCCTCAGAGCGGAGC GGTTCCACCACCACCTTAACGTCCGCCCGCA Cre06.g307300 GGAGGCGGAGGTATGGAGGCCCCACCAGAC GGTTCCACCACCACCCTGCCGACCTCCGCCC
Cre06.g307350 GGAGGCGGAGGTATGGAGGCCGCAGGATGG GGTTCCACCACCACCCTAGTGCCGCCCCCGC Cre06.g307400 GGAGGCGGAGGTATGGTATCCAAAGTTCTCTTGTCCA GGTTCCACCACCACCCAGCCCTTCGAAGTCCTGGAT
Cre06.g307450 GGAGGCGGAGGTATGACGACCGAGGAGCCA GGTTCCACCACCACCCTTCTTGCGCGCGCCG Cre06.g307500 GGAGGCGGAGGTATGGCCCTTGCTCAGAAGA GGTTCCACCACCACCGTTCATGTTGGCGAGCTCG
Cre06.g307551 GGAGGCGGAGGTATGGCGAGTGCGCTGT GGTTCCACCACCACCATACACGTCCTGCTGCTGC Cre06.g307600 GGAGGCGGAGGTATGTCAGCAGAGCCGTCA GGTTCCACCACCACCTGCGTCGCCCTCCTCT
Cre06.g307650 GGAGGCGGAGGTATGATTGCAGCAGAACTACTCA GGTTCCACCACCACCCTACTCGTGTCCACGCCA Cre06.g307700 GGAGGCGGAGGTATGGATGGCCCATGGGTG GGTTCCACCACCACCCATCCCGCCCATGCGC
Cre06.g307750 GGAGGCGGAGGTATGGCGCCGCACCGTG GGTTCCACCACCACCTTAGGCGGAGGGGGCCG Cre06.g307800 GGAGGCGGAGGTATGTCAAGAACAAGCCTCACA GGTTCCACCACCACCCTTTTCCAGGCTGAGTGTGA
Cre06.g307850 GGAGGCGGAGGTATGGCGCTCGACGAGC GGTTCCACCACCACCATCGTCTCCCATGTTGTTGAG Cre06.g307900 GGAGGCGGAGGTATGTACGCAAGGCTACAAAAGC GGTTCCACCACCACCCTAGTCCCGAGGCTTCACC
Cre06.g307950 GGAGGCGGAGGTATGCAGACCGCGGTCGCGATAG GGTTCCACCACCACCCGAGGACGCTGCTGCCCC Cre06.g308050 GGAGGCGGAGGTATGCGTGGTTTGCTACTCGC GGTTCCACCACCACCGTGCGAGCCGTCGCCG
Cre06.g308100 GGAGGCGGAGGTATGGATGTTGCCGCGTC GGTTCCACCACCACCCTACAACCGGGGCCGC Cre06.g308150 GGAGGCGGAGGTATGTCGCAACGCGATGT GGTTCCACCACCACCCTACCGTGGCGTGCCG
Cre06.g308200 GGAGGCGGAGGTATGGTACAAGCGGTGAAGGTA GGTTCCACCACCACCTGAGCGCGGGGTTTTCG Cre06.g308250 GGAGGCGGAGGTATGGTGCGCGGCCCTAAGAAG GGTTCCACCACCACCCGCCTGGCCGGCCTCGTAC
Cre06.g308300 GGAGGCGGAGGTATGTTCGGCGGTGCCA GGTTCCACCACCACCCCAGCCCAGGTACTCGC Cre06.g308350 GGAGGCGGAGGTATGGGTATGAATAGCGACCTAGAC GGTTCCACCACCACCCCAGAAGTACCTGGCCGTG
Cre06.g308400 GGAGGCGGAGGTATGGCGTTCATCGCAAGACG GGTTCCACCACCACCGTGCAACTCATACTCAACCGC Cre06.g308450 GGAGGCGGAGGTATGAAGGAGCAGCGGCTA GGTTCCACCACCACCCACCTGCAGCAGGTTGTG
Cre06.g308500 GGAGGCGGAGGTATGATGCTTAAACAGGGTGTGC GGTTCCACCACCACCTTACGCGCTGGCGTGC Cre06.g308533 GGAGGCGGAGGTATGTTCGCTCTGTCGGCC GGTTCCACCACCACCAGCTGCACGCCCGTCC
Cre06.g308600 GGAGGCGGAGGTATGCACACGCTGTCGG GGTTCCACCACCACCGCCCTGCAGCAAGCTG Cre06.g308650 GGAGGCGGAGGTATGGACCCAGAGGTTGCC GGTTCCACCACCACCCTACCCCGCCCGCATC
Cre06.g308700 GGAGGCGGAGGTATGAGCGCCTTCAAGGCGATT GGTTCCACCACCACCCGAAGCGGTGACAGCGGA Cre06.g308750 GGAGGCGGAGGTATGGCAGTAACATCAGATACTGAC GGTTCCACCACCACCCTACTGCGGCATAACCTGTC
Cre06.g308850 GGAGGCGGAGGTATGGCTGACGATCTAGATGATTGG GGTTCCACCACCACCCATGAAGTCGTCATCGTTGTCC Cre06.g308900 GGAGGCGGAGGTATGACGTCTTCCGAGGCG GGTTCCACCACCACCTCACGCCACGCTGCTG
Cre06.g308950 GGAGGCGGAGGTATGTCGACAGCTCCAGTGAAG GGTTCCACCACCACCATCGACCTTCTTGGGGGCC Cre06.g309000 GGAGGCGGAGGTATGCAGACCACTATGACTCGC GGTTCCACCACCACCTTACGCGGTGGCGGGC
Cre06.g309050 GGAGGCGGAGGTATGCTAGGAAATCCAGGCGGG GGTTCCACCACCACCGTGGCGACCGGGCACG Cre06.g309100 GGAGGCGGAGGTATGCACTCGCTAAGCAAGGC GGTTCCACCACCACCGTACATGTCGGGCGCGGG
Cre06.g309150 GGAGGCGGAGGTATGACAGAGTTCTGGAAATCAAATGC GGTTCCACCACCACCCAAGTACCCGAACCCCGC Cre06.g309200 GGAGGCGGAGGTATGACTGGAAAATCCAAATCTCGC GGTTCCACCACCACCCTAGCTGGGAGGCGGC
Cre06.g309300 GGAGGCGGAGGTATGTCTCTACCAGCGTCGCTA GGTTCCACCACCACCCCGCTCCTCCCGGCCT Cre06.g309350 GGAGGCGGAGGTATGGAGGTCAAGCCTTTTCCAT GGTTCCACCACCACCCTTGCGGTTAGCCTCCTGG
Cre06.g309450 GGAGGCGGAGGTATGCAGTCTTCCACCGCGG GGTTCCACCACCACCCTACCGCCGGCGTCGC Cre06.g309500 GGAGGCGGAGGTATGCCAGACAGAAGCGGT GGTTCCACCACCACCATCCTGCACAGCTCGCC
Cre06.g309550 GGAGGCGGAGGTATGCGGCAACACATCAGC GGTTCCACCACCACCAAAATCGTCACGCTCATTCGC Cre06.g309600 GGAGGCGGAGGTATGGCGAGCCAAAAACGA GGTTCCACCACCACCTCATCGCCACACCGGG
Cre06.g309684 GGAGGCGGAGGTATGCTGCCAGCCACCG GGTTCCACCACCACCGCCGCTTACCGGGACA Cre06.g309717 GGAGGCGGAGGTATGGCCATGATTTCGCAAAGG GGTTCCACCACCACCCTTGGATGCCTCCGCGGG
Cre06.g309750 GGAGGCGGAGGTATGTTCTCCAATGAGTACCAGGG GGTTCCACCACCACCCGTCTTCAGCTCGTAGTACTGC Cre06.g309800 GGAGGCGGAGGTATGACAACCAGGTCTGCGG GGTTCCACCACCACCGGGCATCGCTGCAAATGA
Cre06.g309826 GGAGGCGGAGGTATGTTCGGCGGTGCCA GGTTCCACCACCACCACTGTACTGCACTTGGACCC Cre06.g309850 GGAGGCGGAGGTATGCTGCTGCTCGGCG GGTTCCACCACCACCCTTGTCCTCGCTCTCCGT
Cre06.g309900 GGAGGCGGAGGTATGCGGCCCGCTCGCCCAG GGTTCCACCACCACCCGCGCCGCCGGCATGCCC Cre06.g310000 GGAGGCGGAGGTATGGCTCTGCAAGCCAAG GGTTCCACCACCACCGCCCAGCAGGTCACCG
Cre06.g310050 GGAGGCGGAGGTATGCAGGCTATTGACTTAAACCT GGTTCCACCACCACCTCAGCTGGCAGCTGCA Cre06.g310100 GGAGGCGGAGGTATGGGCTGCGCTCAGT GGTTCCACCACCACCCGCCGAGGAGTACATATGGG
Cre06.g310150 GGAGGCGGAGGTATGCGGCCTCAGGACTT GGTTCCACCACCACCGCGTGGGCTCTGAGTCG Cre06.g310200 GGAGGCGGAGGTATGGCCTCTTTCGGCCT GGTTCCACCACCACCCGCCACTAGCTGATGCAC
Cre06.g310250 GGAGGCGGAGGTATGGCTGCTTGCTTTACGC GGTTCCACCACCACCTTATGCCCGGGGGCCG Cre06.g310276 GGAGGCGGAGGTATGCTGCACAGCGCGT GGTTCCACCACCACCCATGCAACCGCGCCAC
Cre06.g310300 GGAGGCGGAGGTATGGCTGCTTGCTTTACGC GGTTCCACCACCACCTTATGCCCGGGGGCCG Cre06.g310350 GGAGGCGGAGGTATGAGGGCTGGGCCCG GGTTCCACCACCACCCTGCCGGTCGCTGCTG
Cre06.g310400 GGAGGCGGAGGTATGAATGGGGCTGGTGGC GGTTCCACCACCACCCACGGCGTATTGCTCCAG Cre06.g310500 GGAGGCGGAGGTATGGACTCTAGCACTGCTGC GGTTCCACCACCACCGCAAAAGTCTGGGACGCAGTAG
Cre06.g310545 GGAGGCGGAGGTATGGTACTCCTCCGACAGC GGTTCCACCACCACCGTAGTGCTCCTGCATCTCCT Cre06.g310550 GGAGGCGGAGGTATGATAGAATCGGAGGGCCG GGTTCCACCACCACCCTACTTGCGGCCGCCA
Cre06.g310576 GGAGGCGGAGGTATGGCGCTGCCGGGTC GGTTCCACCACCACCTCAGCCGCGCCATGCC Cre06.g310601 GGAGGCGGAGGTATGGTTAGAGGCAAACCTGCC GGTTCCACCACCACCACTTAACACTGAATCTCTATGTAGCC
Cre06.g310650 GGAGGCGGAGGTATGGAGCACGATATTGCTATCCA GGTTCCACCACCACCTCAGCGGCCGCCCTTC Cre06.g310700 GGAGGCGGAGGTATGGTGAACGTTCCTAAGACC GGTTCCACCACCACCGTTGCCCTTCTTCTTGTCACC
Cre06.g310750 GGAGGCGGAGGTATGGCTGCCACGGCTCAG GGTTCCACCACCACCCGCGTCCTGGATGATCTGG Cre06.g310900 GGAGGCGGAGGTATGCCGAAGCTCCACCC GGTTCCACCACCACCGGTCTTGCCTGCGAAAGG
Cre06.g310950 GGAGGCGGAGGTATGACACTGCCGCACAC GGTTCCACCACCACCGACCGCGTATATGGCCCC Cre06.g311050 GGAGGCGGAGGTATGTTGCCTTGTTTAGGACCGG GGTTCCACCACCACCGAAGTCCAGCGCCTGCCTC
Cre06.g311100 GGAGGCGGAGGTATGGCGCAGGCTGGAGG GGTTCCACCACCACCCCTGCCCGCGAACCGG Cre06.g311150 GGAGGCGGAGGTATGGCGCCCTCGGAGC GGTTCCACCACCACCCCCTTTGCCGCCAAACAC
Cre06.g311200 GGAGGCGGAGGTATGCCGCGAGGAGACCTC GGTTCCACCACCACCCTGCGGCCTCAGCGCC Cre06.g311300 GGAGGCGGAGGTATGTGCAGGGACGGGCT GGTTCCACCACCACCCGTGCTGTTCGCGCCG
Cre06.g311350 GGAGGCGGAGGTATGGCAAGCTGGGTGACA GGTTCCACCACCACCCAGCTTGTGCTGCTTCCG Cre06.g311450 GGAGGCGGAGGTATGAAGAGAGGGGTTGACGA GGTTCCACCACCACCGAACCCGAACATGCCGT
Cre06.g311500 GGAGGCGGAGGTATGCCACTCGTGAAATTGGT GGTTCCACCACCACCGGCCCCCTGTCCAGCA Cre06.g311550 GGAGGCGGAGGTATGGCAGCGAAGGGCG GGTTCCACCACCACCTCACTGCCTGGCGGCG
Cre06.g311600 GGAGGCGGAGGTATGGGCCAAACAGCCGGTGAAG GGTTCCACCACCACCTGCTGGCCCCAGGCCGCTG Cre06.g311650 GGAGGCGGAGGTATGCCTTTCTCCGACCTCCAG GGTTCCACCACCACCAAAGAATGCGCCCGGTGG
Cre06.g311650 GGAGGCGGAGGTATGCCTTTCTCCGACCTCC GGTTCCACCACCACCAAAGAATGCGCCCGGTG Cre06.g311700 GGAGGCGGAGGTATGTACGAACGATTAACACGAGCA GGTTCCACCACCACCTCACGCGGCCACCTGC
Cre06.g311750 GGAGGCGGAGGTATGGCTTCGCAGCTTCG GGTTCCACCACCACCCAACAAGTTCGACACGCG Cre06.g311800 GGAGGCGGAGGTATGTCGCCATGGGTCTTAACC GGTTCCACCACCACCGTCATCCCTGGGCTCTGG
Cre06.g311850 GGAGGCGGAGGTATGACAACCGTTGTGTCCTTCG GGTTCCACCACCACCCTAGGCCGCCGCCAGC Cre06.g311900 GGAGGCGGAGGTATGTCCACCAAGAAGCGGA GGTTCCACCACCACCTCAGCAGCAGCCAGCC
Cre06.g311950 GGAGGCGGAGGTATGCGACCTGTGACAGCC GGTTCCACCACCACCTCTAGTGTCTGCTATTCGGGATG Cre07.g312050 GGAGGCGGAGGTATGTTGCCGGTGGAGCG GGTTCCACCACCACCCTACATAAAAGTGAACTTGCGCA
Cre07.g312100 GGAGGCGGAGGTATGGCACTTTCCGCGC GGTTCCACCACCACCTGTGCCCAGGCCATTACTA Cre07.g312150 GGAGGCGGAGGTATGTACTGTCGCGCGCTG GGTTCCACCACCACCCAGCTTCGTAACGAGAGACGAC
Cre07.g312250 GGAGGCGGAGGTATGGAGGCGCCCGACAAA GGTTCCACCACCACCGTCCTCCTCCCCGCCCGAATC Cre07.g312300 GGAGGCGGAGGTATGTTGTGCAAGCACGCT GGTTCCACCACCACCCTCGGTGATGGTGACTGTG
Cre07.g312350 GGAGGCGGAGGTATGGCGGATACGTCCAAGAA GGTTCCACCACCACCCTAGCTGGGGCCGGGC Cre07.g312500 GGAGGCGGAGGTATGAGAACAAAATCCAGCGCCT GGTTCCACCACCACCCGAGATAGCCTTGATGCCCG
Cre07.g312550 GGAGGCGGAGGTATGAAGCAACGACGTGCC GGTTCCACCACCACCCCAATAATGCGACTGCGTCA Cre07.g312600 GGAGGCGGAGGTATGGTGTGGGCGGCCT GGTTCCACCACCACCCCTGAAGCTGCAGCAAACC
Cre07.g312650 GGAGGCGGAGGTATGTCGCTCAAGCAAGCG GGTTCCACCACCACCCCTGAAGACTGTCTGGAGTGC Cre07.g312750 GGAGGCGGAGGTATGAGCGCGGCCACGGAG GGTTCCACCACCACCCGCCGCCACCAGGGACTC
Cre07.g312800 GGAGGCGGAGGTATGAAGCTCCGGAAGAAGAATG GGTTCCACCACCACCTTACTGTCGCCGCCTGC Cre07.g312817 GGAGGCGGAGGTATGACACATAGCACTTGCACTA GGTTCCACCACCACCTCACCCTGCGCCCTTG
Cre07.g312833 GGAGGCGGAGGTATGATTAGTACTAGGAAGGTGTCG GGTTCCACCACCACCTCAGCCTGCGCCCTTG Cre07.g312850 GGAGGCGGAGGTATGGACGCCATCACCCGT GGTTCCACCACCACCTTGCGCCCTGTACTCGGTATC
Cre07.g312900 GGAGGCGGAGGTATGGAGACACGGTCTAAGCG GGTTCCACCACCACCCGACAGGTCAAAGGAGCC Cre07.g312950 GGAGGCGGAGGTATGGAGTGTGTGGCTTGC GGTTCCACCACCACCCCGAATCTTGAGCGGAATGG
Cre07.g313000 GGAGGCGGAGGTATGGCGTCGGTAGCAGCG GGTTCCACCACCACCAAGCCGCTGCTTCTTTCCTT Cre07.g313050 GGAGGCGGAGGTATGCTCGCAAGTAGGATCGC GGTTCCACCACCACCCGCCTCGCCCGAGTGG
Cre07.g313100 GGAGGCGGAGGTATGCCTTCGGTCATTCCCC GGTTCCACCACCACCGTACATGACGGGCGACG Cre07.g313122 GGAGGCGGAGGTATGCTTCGGGCTGGAGCAG GGTTCCACCACCACCCTCGCTGGCCGAGCCGTC
Cre07.g313143 GGAGGCGGAGGTATGGAGAGCTGCCAGCGTAT GGTTCCACCACCACCCTCGAAGCGCTTGTACTTGC Cre07.g313164 GGAGGCGGAGGTATGCGTCGCCTCAGCG GGTTCCACCACCACCCAGCTCTGTGCCTTCCAG
Cre07.g313185 GGAGGCGGAGGTATGGCGCTCCCGAAGTCG GGTTCCACCACCACCTGCGTGGCGCAGGTTCTG Cre07.g313206 GGAGGCGGAGGTATGATCAGCCATCACCGCCATC GGTTCCACCACCACCCAGGGATTGAACGGGATGCG
Cre07.g313250 GGAGGCGGAGGTATGGGCGCACCTTTGGAC GGTTCCACCACCACCCCTGCTCTGGTACTTCTTGAAG Cre07.g313302 GGAGGCGGAGGTATGGGCAAGGACAAGGGCAAAG GGTTCCACCACCACCTAGCTTGTCCCTCAGGTTGTTT
Cre07.g313350 GGAGGCGGAGGTATGGCTTTGAACACGACCA GGTTCCACCACCACCCTCAGCGTCCACCGGT Cre07.g313400 GGAGGCGGAGGTATGAGCTCCGTGGCACG GGTTCCACCACCACCGCAGCAGGTTATGCCCG
Cre07.g313550 GGAGGCGGAGGTATGGCCCGCGCGAGTGCGACAG GGTTCCACCACCACCTTGGCTGCCGCTGGCAGC Cre07.g313600 GGAGGCGGAGGTATGCTTGCGTGTTTCCCC GGTTCCACCACCACCCCACAGCGACAGGTCCA
Cre07.g313650 GGAGGCGGAGGTATGCCGCGAGGATGTTTCG GGTTCCACCACCACCCGGCCGCAGCCTCAGG Cre07.g313700 GGAGGCGGAGGTATGATGTCGCTAGCGTGTCC GGTTCCACCACCACCCGCCTTGTTGGCCTCCAG
Cre07.g313750 GGAGGCGGAGGTATGACATCGACACCGCGC GGTTCCACCACCACCGCACGCCGTGAAGCCC Cre07.g313800 GGAGGCGGAGGTATGGCGTCAAAGCTTGGAGG GGTTCCACCACCACCCTCCTGCTGTATTGGGTTGACC
Cre07.g313850 GGAGGCGGAGGTATGTTTAATATTGGCCAGGATGGG GGTTCCACCACCACCCTACCGCCGCAGCTTC Cre07.g313900 GGAGGCGGAGGTATGGGGAACGGTGCTTCC GGTTCCACCACCACCCGCCCCCACGGCATTC
Cre07.g313950 GGAGGCGGAGGTATGAGACCTCATTCGCATCAAAA GGTTCCACCACCACCCTACAACGCCGCCCGC Cre07.g314000 GGAGGCGGAGGTATGCGCGCTGTAGACATG GGTTCCACCACCACCGCTGAGCACCTTGGCAG
Cre07.g314100 GGAGGCGGAGGTATGTCACAAGCTGGCGACCG GGTTCCACCACCACCCGACGCCGCCACTGCC Cre07.g314150 GGAGGCGGAGGTATGCAGTGCCTCCAGAAGC GGTTCCACCACCACCCTACGCACTGGCGCCA
Cre07.g314200 GGAGGCGGAGGTATGGAGTCAAACATTCTGCTTGA GGTTCCACCACCACCTTACAGGCTTCGCACTGGC Cre07.g314250 GGAGGCGGAGGTATGGCCATTTCGTCGGC GGTTCCACCACCACCCGTGACCGCCAGCTCC
Cre07.g314300 GGAGGCGGAGGTATGGCGCAGGCGAGGG GGTTCCACCACCACCTCATGCCGCTGCCTGC Cre07.g314351 GGAGGCGGAGGTATGCTGCAGTACCTGCCC GGTTCCACCACCACCCTACACCCCGGGCGCC
Cre07.g314400 GGAGGCGGAGGTATGCTGCAACGAGGTTGCA GGTTCCACCACCACCCTGCAGCACCTCCTCCTTC Cre07.g314450 GGAGGCGGAGGTATGCTGGTGCAGCGAGG GGTTCCACCACCACCTCAGAACAAGGAAAGGTTGACC
Cre07.g314500 GGAGGCGGAGGTATGAAGAACGGCTTGGAAACAG GGTTCCACCACCACCGATGCCGCGTCCATCAAGCATG Cre07.g314550 GGAGGCGGAGGTATGTCTCCCAAGCGGCA GGTTCCACCACCACCCTACTCCTGCGGCCGC
Cre07.g314600 GGAGGCGGAGGTATGCTGGCGTGCCGTATG GGTTCCACCACCACCGAACTCCACCACGTCGGG Cre07.g314650 GGAGGCGGAGGTATGCAGACCGCAATTCAAATGC GGTTCCACCACCACCCACGTCGTCCATGTCCAGC
Cre07.g314676 GGAGGCGGAGGTATGGCTCCCGAGTTCTCG GGTTCCACCACCACCGAACCAACCAACAGCCGA Cre07.g314751 GGAGGCGGAGGTATGCCGACAGGGTCTTGT GGTTCCACCACCACCGAAACGCAGTTTGCTCAGG
Cre07.g314800 GGAGGCGGAGGTATGTTCAGGGTATACGACACG GGTTCCACCACCACCCTCAGCTTGGCCGTCCC Cre07.g314833 GGAGGCGGAGGTATGCGAGTCAGGGGCC GGTTCCACCACCACCTAAGTGCTTGCTGATGTTGGA
Cre07.g314900 GGAGGCGGAGGTATGGACAAGGACGACCATAAAC GGTTCCACCACCACCGATGCGCACGAACTGCCG Cre07.g314950 GGAGGCGGAGGTATGGCGGCGGCAAAGGAGAAG GGTTCCACCACCACCGAACTCCAGCCACTTGTCGTAG
Cre07.g315000 GGAGGCGGAGGTATGGATGGCTTCATGGATGC GGTTCCACCACCACCTCATGCCGGCGCCTCT Cre07.g315050 GGAGGCGGAGGTATGGGTGGAGGCCGCG GGTTCCACCACCACCGAAGAAGCCGCCCTGGG
Cre07.g315100 GGAGGCGGAGGTATGGCTGCAAGCGTCATTA GGTTCCACCACCACCCTGGAAGAAGCCGCTCTTG Cre07.g315150 GGAGGCGGAGGTATGGCCCTCCTCGCTC GGTTCCACCACCACCCTCCAGCGCGTAGCCA
Cre07.g315200 GGAGGCGGAGGTATGTCTCTGTCCTGGGTCGAT GGTTCCACCACCACCTTGTACAAGCGGCATAGCGG Cre07.g315250 GGAGGCGGAGGTATGTTCCCGTCACCAGCCA GGTTCCACCACCACCTCACACACGCGGCCGC
Cre07.g315300 GGAGGCGGAGGTATGAGCCTCAAGCGTAGACG GGTTCCACCACCACCGTCCTGCAGCTGCTGCAT Cre07.g315326 GGAGGCGGAGGTATGGGCGCGCAAGCAG GGTTCCACCACCACCTCAGCCCCCGCCGGTC
Cre07.g315350 GGAGGCGGAGGTATGGAACACTTATCAAAAGCCT GGTTCCACCACCACCATCTAGCAACAAATCACCTGCAC Cre07.g315400 GGAGGCGGAGGTATGCGCGCCGCCGTCGGTC GGTTCCACCACCACCGCTGTTGCCACCGCGGCC
Cre07.g315432 GGAGGCGGAGGTATGAGCCGCGTGAAGC GGTTCCACCACCACCCATCGCCCCCACCTCC Cre07.g315450 GGAGGCGGAGGTATGAGTCGCGTGAAGCGGAAG GGTTCCACCACCACCCGCCGCCTCCTCCTCCTCTAG
Cre07.g315500 GGAGGCGGAGGTATGCAAAACCATAATGCGGCA GGTTCCACCACCACCTCACCCGCTCCCGTGC Cre07.g315550 GGAGGCGGAGGTATGTCTCGTCTCTTGCGAGCG GGTTCCACCACCACCCGGCGCCTCCGCAACA
Cre07.g315600 GGAGGCGGAGGTATGGCTGATGCCGGCG GGTTCCACCACCACCACGCTTCCGCTTGCTAC Cre07.g315650 GGAGGCGGAGGTATGGTGCCCGAACCCGA GGTTCCACCACCACCCGCTGCTCCCACCGGC
Cre07.g315700 GGAGGCGGAGGTATGCCCTCACTGACGACTA GGTTCCACCACCACCCTACTTGCGGCCGCCC Cre07.g315750 GGAGGCGGAGGTATGTCGGTCGCGGCTGCAG GGTTCCACCACCACCCACGGTGTAGTTGAGAGCCAG
Cre07.g315850 GGAGGCGGAGGTATGGCTTCGGCTTCTGCC GGTTCCACCACCACCCTTCTTGTGCAGCAGGCGTTTC Cre07.g315900 GGAGGCGGAGGTATGCAGTCACAGATCAAGTGTG GGTTCCACCACCACCCATCAGCTTCTTCCGCTTGAAG
Cre07.g315950 GGAGGCGGAGGTATGGCAACAGAGGCAGC GGTTCCACCACCACCCCGCGCAAAGTCCTCG Cre07.g316000 GGAGGCGGAGGTATGGCGGATCCTGAGGCC GGTTCCACCACCACCGCCGTAGTTCAGGCGGAACATG
Cre07.g316050 GGAGGCGGAGGTATGCACGCTGCGCTGCAGATAG GGTTCCACCACCACCCCTGCTGGAAGCTGACGAG Cre07.g316150 GGAGGCGGAGGTATGCTGCTAAAGCTGTCGACAT GGTTCCACCACCACCCCGCTTGCCAGCGCTTCG
Cre07.g316200 GGAGGCGGAGGTATGGAGGAACGAGAGAAGCTG GGTTCCACCACCACCGGGCGATGCTGCCAGC Cre07.g316350 GGAGGCGGAGGTATGAGCCGTGTGAAGAGGAGA GGTTCCACCACCACCCTTGGACCCGCCGGCC
Cre07.g316400 GGAGGCGGAGGTATGGCGAGCAAGCCTGT GGTTCCACCACCACCTCCTCTCAATCGCCCTCG Cre07.g316450 GGAGGCGGAGGTATGGCACAAGATAAATTGCCAG GGTTCCACCACCACCTCAGATGACGAAGTGGCGT
Cre07.g316500 GGAGGCGGAGGTATGAGGCGCGTCTGGCAG GGTTCCACCACCACCCCGTCTCTTCTCCACCTCG Cre07.g316526 GGAGGCGGAGGTATGCACGCACCGGTGTTG GGTTCCACCACCACCGCAGGTCTCTTGGAGGGC
Cre07.g316550 GGAGGCGGAGGTATGGCCTTCTCAGCCGT GGTTCCACCACCACCTTTCCGCGCCACATCAG Cre07.g316600 GGAGGCGGAGGTATGGCGCATAAAGAAAAGGGC GGTTCCACCACCACCGTCCGCCTTGCTGACGCG
Cre07.g316650 GGAGGCGGAGGTATGAGACTCTTCAGCAGCAAC GGTTCCACCACCACCGGGCTCGTAGCTGACTGG Cre07.g316725 GGAGGCGGAGGTATGCGCGCTGGGAGCC GGTTCCACCACCACCACCGCCGAATGCCTTCTCC
Cre07.g316800 GGAGGCGGAGGTATGACGAGGGGCAAACGC GGTTCCACCACCACCCATGCCCAACAACTCCTGCAT Cre07.g316850 GGAGGCGGAGGTATGTCTGCAGCCAACAGC GGTTCCACCACCACCCTACGCCGCCAGCACC
Cre07.g317000 GGAGGCGGAGGTATGGCGCTAGCTACAGCT GGTTCCACCACCACCCTACAGGCGCCGCAGG Cre07.g317050 GGAGGCGGAGGTATGGGCCAATCAGCCGGC GGTTCCACCACCACCCCCCTTGCGCCGCACCAC
Cre07.g317100 GGAGGCGGAGGTATGCCCCGCAAAACCG GGTTCCACCACCACCCGGCTTCCAGAACCCCT Cre07.g317150 GGAGGCGGAGGTATGGCCGGGCCTACGC GGTTCCACCACCACCCCGCAGCTTGACGCGG
Cre07.g317250 GGAGGCGGAGGTATGCGCCGATGGAACTG GGTTCCACCACCACCCAGGCCGCTGGTGAGC Cre07.g317300 GGAGGCGGAGGTATGGAGTCGGAAGCAGCCAG GGTTCCACCACCACCCAAGCTCAGCACGCACTG
Cre07.g317350 GGAGGCGGAGGTATGCAGCAGCTCCGCG GGTTCCACCACCACCAGTGAGCAGCGCGTCG Cre07.g317400 GGAGGCGGAGGTATGCGGCCTGGCATCC GGTTCCACCACCACCCGCTGTCGCCTTCCAC
Cre07.g317421 GGAGGCGGAGGTATGCAACACCTGCTGGC GGTTCCACCACCACCTGCTGCGGGAGGTCTG Cre07.g317438 GGAGGCGGAGGTATGTTCGTGCCTCGCACC GGTTCCACCACCACCCGCGTGGGCGCTCTCA
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Cre07.g317450 GGAGGCGGAGGTATGCAGCAGCTCCGCG GGTTCCACCACCACCAGTGAGCAGCGCGTCG Cre07.g317500 GGAGGCGGAGGTATGGCGGACCTGCTGT GGTTCCACCACCACCCAAGCCCGAACCCAAACC
Cre07.g317550 GGAGGCGGAGGTATGCCGCAGCTATTCTGC GGTTCCACCACCACCGTCCACATCGTGGTATGCC Cre07.g317576 GGAGGCGGAGGTATGACTGCATTGCCCGC GGTTCCACCACCACCCATTTCCACACACGCTTCAC
Cre07.g317601 GGAGGCGGAGGTATGCAGCAGCTCCGCG GGTTCCACCACCACCAGTGAGCAGCGCGTCG Cre07.g317626 GGAGGCGGAGGTATGCCGCGCATGGGCT GGTTCCACCACCACCAGCCTCCAGCTCCATAGCT
Cre07.g317650 GGAGGCGGAGGTATGGCTACGAATAGTCATGCC GGTTCCACCACCACCCTACGGAGCGCCCCAG Cre07.g317750 GGAGGCGGAGGTATGCTGCTATGGGACCGC GGTTCCACCACCACCCTGCCACTTGAGCCCCGG
Cre07.g317750 GGAGGCGGAGGTATGCTGCTATGGGACCGC GGTTCCACCACCACCCTGCCACTTGAGCCCCG Cre07.g317800 GGAGGCGGAGGTATGAAGAGCGCGTTCAAGG GGTTCCACCACCACCAACATCCTCCAGCACGCG
Cre07.g317850 GGAGGCGGAGGTATGGCGAGCCACGATGAGG GGTTCCACCACCACCCACGACCGGCGCTGGC Cre07.g317864 GGAGGCGGAGGTATGGTTCCCTCATGGGGAC GGTTCCACCACCACCTTACAGCGCGGCGACG
Cre07.g317908 GGAGGCGGAGGTATGTGGAACATTACGGCCG GGTTCCACCACCACCTCACTTGCCCGCAGGG Cre07.g317950 GGAGGCGGAGGTATGATAGCTGATGAGCGCG GGTTCCACCACCACCTCGCTGCCTCTTGTCGC
Cre07.g318000 GGAGGCGGAGGTATGGAGGATGTTAACAGCGGC GGTTCCACCACCACCGTCGAAAGTCGCCCAGCCTTC Cre07.g318050 GGAGGCGGAGGTATGAAGTCGGACATCACCGG GGTTCCACCACCACCCAGGTCTTGCGGCACGAA
Cre07.g318200 GGAGGCGGAGGTATGCAGCGAGCGCTTCTTC GGTTCCACCACCACCCTACACGCCGCCGCCC Cre07.g318209 GGAGGCGGAGGTATGGCAGAGTCCCCGGCG GGTTCCACCACCACCTATTTGAGAAGGCAGCCACCC
Cre07.g318250 GGAGGCGGAGGTATGGACGCGCTCCATGC GGTTCCACCACCACCCTCTCGCAGCCTCCTCA Cre07.g318276 GGAGGCGGAGGTATGCCGCGAACAGGCC GGTTCCACCACCACCTCTGCGGCCATGGCAG
Cre07.g318300 GGAGGCGGAGGTATGGAGCTGCCCACTTCA GGTTCCACCACCACCATACACATGCGACACCAAGC Cre07.g318350 GGAGGCGGAGGTATGGGGGGCAAAACAAAGG GGTTCCACCACCACCTGCCTCCTTCTTCTTGCCG
Cre07.g318426 GGAGGCGGAGGTATGGTGCCGCGCATATC GGTTCCACCACCACCATCCCCGCACTTGACCC Cre07.g318450 GGAGGCGGAGGTATGGCCGGTTCTCAGTCTCAG GGTTCCACCACCACCCGCGGCCTTCTGGAACTT
Cre07.g318500 GGAGGCGGAGGTATGGCACCTCCTGTATTGCT GGTTCCACCACCACCTCACACCGCCAGCCCC Cre07.g318600 GGAGGCGGAGGTATGGCCCTGATGCTCAGCG GGTTCCACCACCACCCTAGGCGGTGCCGCCG
Cre07.g318651 GGAGGCGGAGGTATGGATGCAGCGGAACTTC GGTTCCACCACCACCCTGCATCCTCTGTTGCTGC Cre07.g318702 GGAGGCGGAGGTATGAAAGTGAAGGTTATTAGCCGT GGTTCCACCACCACCTTACTCCACCTGCGCCA
Cre07.g318750 GGAGGCGGAGGTATGCAGCAGACTGTGCTCC GGTTCCACCACCACCCACGTACTTGACGCCGTTG Cre07.g318800 GGAGGCGGAGGTATGGCGCTCAGCAACTACG GGTTCCACCACCACCGGCGCCAGTGACGGCGATG
Cre07.g318850 GGAGGCGGAGGTATGGACATTGTAGAAACTCCAAGC GGTTCCACCACCACCCTACAGCTTCGCGGCAG Cre07.g318950 GGAGGCGGAGGTATGGACGGTAGTCCTGTCTC GGTTCCACCACCACCGGGCGACTGAACATTGAGG
Cre07.g319000 GGAGGCGGAGGTATGACTCAGCCAGGGTCC GGTTCCACCACCACCGTTTGCGTTTGCGGCC Cre07.g319002 GGAGGCGGAGGTATGCTGCAGCTGCTACTG GGTTCCACCACCACCGCCGCTGGCCTTGTAC
Cre07.g319050 GGAGGCGGAGGTATGACAGGTCGCGGCC GGTTCCACCACCACCCTCCTCCTGCCCAGCA Cre07.g319100 GGAGGCGGAGGTATGAGCTCGGCAGTGCG GGTTCCACCACCACCGCCCGACTTGGCGCCA
Cre07.g319150 GGAGGCGGAGGTATGACTGACAACAAGCCTCAAC GGTTCCACCACCACCATCCGCCACCATCCTTTTCG Cre07.g319200 GGAGGCGGAGGTATGTCGGTCGTGGCTGC GGTTCCACCACCACCGGCGCTGTCGCCCTGA
Cre07.g319226 GGAGGCGGAGGTATGGTGGCAAACAGCAGCA GGTTCCACCACCACCCTAGCGCAGCCGGGGG Cre07.g319250 GGAGGCGGAGGTATGCCGTCGCTTGACAGG GGTTCCACCACCACCCTGGGGTGCTACCCGGAG
Cre07.g319310 GGAGGCGGAGGTATGGTGAGACAGGGTAGC GGTTCCACCACCACCCTAGAGGATAACATACAAACGTCG Cre07.g319320 GGAGGCGGAGGTATGGGCGCACGACAGTC GGTTCCACCACCACCCTACTCCCGCGGCGGC
Cre07.g319330 GGAGGCGGAGGTATGGATACGGGACCCTTCC GGTTCCACCACCACCGTTGGTGTACGGCAGCAG Cre07.g319340 GGAGGCGGAGGTATGCACAGGTTCAACAAGGCC GGTTCCACCACCACCCACCTGCGGGCGCGTC
Cre07.g319350 GGAGGCGGAGGTATGCGGTTGAAAGGAGCCAG GGTTCCACCACCACCGCTGCCCTGCAGGCTGAC Cre07.g319350 GGAGGCGGAGGTATGCGGTTGAAAGGAGCC GGTTCCACCACCACCGCTGCCCTGCAGGCTG
Cre07.g319400 GGAGGCGGAGGTATGGGCCATAACTTCCTGAGC GGTTCCACCACCACCCTACTCCCGCGGCGGC Cre07.g319452 GGAGGCGGAGGTATGGCCACGCGACTTCC GGTTCCACCACCACCGTTGGTGTACGGCAGCAG
Cre07.g319500 GGAGGCGGAGGTATGAGCGCCGGTCGTG GGTTCCACCACCACCTCAGTGGCCGTGTGCG Cre07.g319550 GGAGGCGGAGGTATGGCCGCCCAGCAAA GGTTCCACCACCACCCTCCTGAGCAGACGGCG
Cre07.g319600 GGAGGCGGAGGTATGGCACCGCATGTGATGC GGTTCCACCACCACCCAGCGCCGGCAGTAGCGC Cre07.g319650 GGAGGCGGAGGTATGGAGAGAGACGACGACG GGTTCCACCACCACCCGCCACAGACGGCATG
Cre07.g319701 GGAGGCGGAGGTATGTCGATGCGCAACAACA GGTTCCACCACCACCTTACAGGGGCGGCGCA Cre07.g319750 GGAGGCGGAGGTATGGCTAGTACGCAGGACG GGTTCCACCACCACCGGCCTGGCCTTCATCTTTG
Cre07.g319800 GGAGGCGGAGGTATGCCGAAAGGCTACGGG GGTTCCACCACCACCAAACCACAGGCTTGTAAGCGG Cre07.g319850 GGAGGCGGAGGTATGACAGACGACGCGGGC GGTTCCACCACCACCCAGCCGCACCCACGCT
Cre07.g319950 GGAGGCGGAGGTATGTTATCTCAAAGGACACTTAGC GGTTCCACCACCACCCTACAAGAACTTGAAGGGTAGC Cre07.g320000 GGAGGCGGAGGTATGTGCTCTTCAACTATAACAGGTG GGTTCCACCACCACCGCCCAAAAAGCCGTGCTTG
Cre07.g320050 GGAGGCGGAGGTATGAAGCAGGCTCTTTTAATACCT GGTTCCACCACCACCTTAGGCCGAAGGCCGT Cre07.g320093 GGAGGCGGAGGTATGTCGCGGGCAATTCGC GGTTCCACCACCACCCGCAGCGTCTGCGGCT
Cre07.g320100 GGAGGCGGAGGTATGCCCGGCAAACCCA GGTTCCACCACCACCGACAGTGCTACTCCCGCC Cre07.g320150 GGAGGCGGAGGTATGAACTCAAAATTTGCACCAA GGTTCCACCACCACCTTACCCGAACAGCGTGC
Cre07.g320200 GGAGGCGGAGGTATGGCCACGGCACGCGAG GGTTCCACCACCACCCACGCCGTCCCCCATGAG Cre07.g320250 GGAGGCGGAGGTATGGTTAGCGATGGGGTTCTG GGTTCCACCACCACCTAGCGCCTCACACGCGAA
Cre07.g320300 GGAGGCGGAGGTATGGGCCGCCAGCATG GGTTCCACCACCACCTCAGCTGCCCAGGCCG Cre07.g320350 GGAGGCGGAGGTATGATTGATTACTACGAGGTTCTTGG GGTTCCACCACCACCGTTGCGCAGCGACTCAGC
Cre07.g320400 GGAGGCGGAGGTATGCAGTCCGCTACCATGATT GGTTCCACCACCACCGCCCAGCAGGGCGGAG Cre07.g320450 GGAGGCGGAGGTATGCAGTCCGCTACCATGATT GGTTCCACCACCACCGCCCAGCAGGGCGGAG
Cre07.g320500 GGAGGCGGAGGTATGCCGGCCTGGTCGC GGTTCCACCACCACCCACAACCAGGAACTCGCGC Cre07.g320550 GGAGGCGGAGGTATGCCAACCAACCCCGT GGTTCCACCACCACCTTAAACGGCGCCGGAGC
Cre07.g320600 GGAGGCGGAGGTATGGAATCAGCAGCGCGT GGTTCCACCACCACCTCAAGCCGTGCGGGCC Cre07.g320650 GGAGGCGGAGGTATGCTTGGATTGACCCGGC GGTTCCACCACCACCTGTCCATGGCAAAAAGTTGATGA
Cre07.g320700 GGAGGCGGAGGTATGATAGGCTGGATCAACATCTC GGTTCCACCACCACCTCACTGCAGGCCGAGC Cre07.g320750 GGAGGCGGAGGTATGCTGGGCTGGTATGACC GGTTCCACCACCACCCTCCAAACACGGGTTGTCAG
Cre07.g320800 GGAGGCGGAGGTATGCTTTCCAAGTCAGGCCAG GGTTCCACCACCACCCTTCTTTGTAAAGAAGGAAGTCAGCT Cre07.g320850 GGAGGCGGAGGTATGCAGAAAGACGGCGCG GGTTCCACCACCACCCACTGCCGTGCCCTCCAC
Cre07.g320900 GGAGGCGGAGGTATGCTGCTCCAAAGCCTGC GGTTCCACCACCACCCGAGCGCAGCGGGAAGCC Cre07.g320950 GGAGGCGGAGGTATGGCGGACTTCCCCAAAAC GGTTCCACCACCACCCAGCAATGCCATATGCCCCTC
Cre07.g321000 GGAGGCGGAGGTATGCTCCGCAGCCTGCAGACAT GGTTCCACCACCACCGGCAGGAGCGCCTTCACG Cre07.g321050 GGAGGCGGAGGTATGGAGCAAAGACTACGTGAG GGTTCCACCACCACCCTAACCGCCACGCTGC
Cre07.g321100 GGAGGCGGAGGTATGTCTGAAAGCTACGCGCTC GGTTCCACCACCACCCGCGCGTCCGAAGAGCTG Cre07.g321150 GGAGGCGGAGGTATGATCGGCTGGATCAACATCT GGTTCCACCACCACCGGAATTCAATGCCCCACTAGGC
Cre07.g321200 GGAGGCGGAGGTATGGTCGTGGGCCTTGGTTTTC GGTTCCACCACCACCCTTCTTAGCGCGCTCCAGC Cre07.g321250 GGAGGCGGAGGTATGGCGGGCGGCAAGG GGTTCCACCACCACCCATGCGAATGGTGGCGGC
Cre07.g321300 GGAGGCGGAGGTATGTTGAATATGCAAGCAAAGGC GGTTCCACCACCACCGAGCGTATAAATCTGGCGGTTG Cre07.g321350 GGAGGCGGAGGTATGTCGATATATGCGAACGCCT GGTTCCACCACCACCTCACGCCGGCAGTGGG
Cre07.g321550 GGAGGCGGAGGTATGGAGCGCTTTGACTCCC GGTTCCACCACCACCGGCAGTGCCGAAGCCG Cre07.g321600 GGAGGCGGAGGTATGCGCGGCTCGCAGCTG GGTTCCACCACCACCGCACGCGTACTCGGTCAG
Cre07.g321650 GGAGGCGGAGGTATGATCTACAACAACTTGGATACG GGTTCCACCACCACCCTAGCGTCGGCGGTCC Cre07.g321700 GGAGGCGGAGGTATGGAGGCGATCACTAAGGGC GGTTCCACCACCACCCTTCTTAGCGCGCTCCAGC
Cre07.g321750 GGAGGCGGAGGTATGACCGCTACGGGCA GGTTCCACCACCACCGCCGCTGTACGCCTGG Cre07.g321800 GGAGGCGGAGGTATGGCCAAGAACGTATTCGG GGTTCCACCACCACCCTCGAGGTCCTGCAGCG
Cre07.g321850 GGAGGCGGAGGTATGTCCGACGCTGCCAAG GGTTCCACCACCACCCTTAGCCTTGAGCTCCTCCAAC Cre07.g321900 GGAGGCGGAGGTATGGGCAACGCGCTGTTT GGTTCCACCACCACCCACCCGCACCGCAGCC
Cre07.g321951 GGAGGCGGAGGTATGGCGTTTCCCTCGGCT GGTTCCACCACCACCGAACAGGCGGCGAGTGCTAAAC Cre07.g322000 GGAGGCGGAGGTATGGCCATCTCGTGCTTG GGTTCCACCACCACCTCAGTGCGCCAGCACG
Cre07.g322050 GGAGGCGGAGGTATGCTTGCTCGCAACATCT GGTTCCACCACCACCTCAGCGCGGCTTACCC Cre07.g322100 GGAGGCGGAGGTATGCAGTTGTTCGTTAGGTGC GGTTCCACCACCACCCTACGCGTCCTCGCCC
Cre07.g322176 GGAGGCGGAGGTATGGCGGACGGCGCTGAG GGTTCCACCACCACCCTTGATCTCCAGCTCCATCTTGA Cre07.g322300 GGAGGCGGAGGTATGAAGGTTGCGGGCTA GGTTCCACCACCACCCTATTGCGGAGCCGCG
Cre07.g322300 GGAGGCGGAGGTATGACTGGTTGCGGGG GGTTCCACCACCACCTCACTCTGCATTGCTTTTCC Cre07.g322300 GGAGGCGGAGGTATGACTGGTTGCGGGGA GGTTCCACCACCACCCTATTGCGGAGCCGCG
Cre07.g322400 GGAGGCGGAGGTATGGGCGATGCCGATGAG GGTTCCACCACCACCGCCTCCCTCCTCGCCTTC Cre07.g322500 GGAGGCGGAGGTATGCTTGGGGCCCTCC GGTTCCACCACCACCCTTGGCCGCGGACACG
Cre07.g322550 GGAGGCGGAGGTATGGAGCCGACTGAGGG GGTTCCACCACCACCCAGCTCCCTCAACACGGT Cre07.g322650 GGAGGCGGAGGTATGGACTCTGTGAATCTGGCG GGTTCCACCACCACCCTACGGCTTGGGACCGC
Cre07.g322700 GGAGGCGGAGGTATGAATGCCGTTAATGTGGCC GGTTCCACCACCACCCTACGGCTTGGGACCGC Cre07.g322750 GGAGGCGGAGGTATGGGCCCCTACTTCACC GGTTCCACCACCACCCTACGGCTTGGGGCCG
Cre07.g322800 GGAGGCGGAGGTATGGACTCTGTGAACGTTGCG GGTTCCACCACCACCCGGCTTGGGACCGCCG Cre07.g322850 GGAGGCGGAGGTATGGGCTGCGGCGCGAGCACTC GGTTCCACCACCACCCACCGCCCTCGCCAGCCC
Cre07.g322884 GGAGGCGGAGGTATGCGGACACTCCGCGAAACAT GGTTCCACCACCACCCTCAGGCTTCGCCTTCATCA Cre07.g322900 GGAGGCGGAGGTATGCCGGCACTTATTTTATTCG GGTTCCACCACCACCCTAAACCGCCTCGCCG
Cre07.g322950 GGAGGCGGAGGTATGGGCCTCGCGCGCGAC GGTTCCACCACCACCAGCCGCTGCTCCGTTGCC Cre07.g323000 GGAGGCGGAGGTATGGACGGGCCCCAGG GGTTCCACCACCACCCGCCATCAATGGAAACGCA
Cre07.g323050 GGAGGCGGAGGTATGGACAGAGACCGTGACG GGTTCCACCACCACCCGGGTTGATGATACCTAACCCA Cre07.g323100 GGAGGCGGAGGTATGAAGAAGCTCTTTGGCGGG GGTTCCACCACCACCGTAGCGGTTGATGGCATATACG
Cre07.g323200 GGAGGCGGAGGTATGGGGGTGGAAAGTGAGC GGTTCCACCACCACCCAGCTCCACGTTGCCTTG Cre07.g323250 GGAGGCGGAGGTATGGAGGAATTAGAACGCTGC GGTTCCACCACCACCTCATTTAAATTTGGGTTTCGAGG
Cre07.g323300 GGAGGCGGAGGTATGACCAGGAAAAGTACCAGGC GGTTCCACCACCACCCTACTCACTAGCATCACCGTC Cre07.g323326 GGAGGCGGAGGTATGGCGGCAATGGCGA GGTTCCACCACCACCGGAGAGGGTGAAAAGGTCGC
Cre07.g323350 GGAGGCGGAGGTATGGCTGGGGCCGATAACC GGTTCCACCACCACCCGCACCTTCCGCCGCC Cre07.g323400 GGAGGCGGAGGTATGCAGAGTAGCGCGCA GGTTCCACCACCACCTGCAACTGGCCATCCGG
Cre07.g323450 GGAGGCGGAGGTATGGAGCCGCTCGGTTTTGAT GGTTCCACCACCACCCCGCTTCTTGTACATGCACG Cre07.g323500 GGAGGCGGAGGTATGGAGGACTTGCTCCACTGG GGTTCCACCACCACCCCGCGACGCGCTGCAT
Cre07.g323550 GGAGGCGGAGGTATGTTATCATCTCAATTAGGACACTCA GGTTCCACCACCACCCTGCTTGTTGGGCAGCAG Cre07.g323600 GGAGGCGGAGGTATGGCGCTCTGCATGC GGTTCCACCACCACCCTTGGGGCCGCTGGTC
Cre07.g323700 GGAGGCGGAGGTATGATCTTACGGGGTTCTAGCG GGTTCCACCACCACCTCATCGCCACGCCACG Cre07.g323750 GGAGGCGGAGGTATGGCGGGAGGGCTTT GGTTCCACCACCACCTTACCCCTCCGCCACG
Cre07.g323800 GGAGGCGGAGGTATGCTACCAGTTAGGCCACTTT GGTTCCACCACCACCTCCTCCAGACCAGTCCTCAG Cre07.g323850 GGAGGCGGAGGTATGATGCCCTACGGATCATCG GGTTCCACCACCACCCGCGCTAAGCTGCTCTGC
Cre07.g323900 GGAGGCGGAGGTATGAGTGTCATCGTGGACGAAG GGTTCCACCACCACCCTGCACCGCTGCAACCTC Cre07.g323950 GGAGGCGGAGGTATGGGCAAGACTCTAGTAAAACAA GGTTCCACCACCACCCTACTGCTGTTGCTGCTTGC
Cre07.g324000 GGAGGCGGAGGTATGGCAGCCCTCAGCA GGTTCCACCACCACCGCCAAACAGCCGCACG Cre07.g324050 GGAGGCGGAGGTATGAAGAAGGGGCCGATTAAAA GGTTCCACCACCACCGGCCACGTAGGTATAGAACTTG
Cre07.g324150 GGAGGCGGAGGTATGCCACAAGGGCGAATC GGTTCCACCACCACCTCATGGGTCGCGTCGG Cre07.g324200 GGAGGCGGAGGTATGGGGTCGGGTCGTGAC GGTTCCACCACCACCGTTGTCCTTCTTGGCGCCCTTC
Cre07.g324211 GGAGGCGGAGGTATGAGACGTGCACATAGGC GGTTCCACCACCACCGCTCAGGCACACACCCT Cre07.g324222 GGAGGCGGAGGTATGGACCGCCGCTCCC GGTTCCACCACCACCGACTAGGCAGGTGGTGCG
Cre07.g324233 GGAGGCGGAGGTATGGTCCCCTCCCTCCG GGTTCCACCACCACCCGACAGGCAGGCCTTG Cre07.g324300 GGAGGCGGAGGTATGCACCGCCGTGCCG GGTTCCACCACCACCGGGCGGGCTGAAGCAGG
Cre07.g324350 GGAGGCGGAGGTATGACATCCGCGCAGC GGTTCCACCACCACCCCACCCGGTAGGCACG Cre07.g324400 GGAGGCGGAGGTATGCTCAAAGCTCTCTTTGCCA GGTTCCACCACCACCCGCCTTGACAGCATCCAGC
Cre07.g324450 GGAGGCGGAGGTATGGAGGAGGAGGAGGCC GGTTCCACCACCACCCTACCCGGCAGCCTTGC Cre07.g324500 GGAGGCGGAGGTATGTCCTCAAGCGCCGAGG GGTTCCACCACCACCCCGCCGGCGCAGTAGC
Cre07.g324550 GGAGGCGGAGGTATGATGCTATTATCATCCACCCAG GGTTCCACCACCACCTTAGGTCTTGCCGGCGG Cre07.g324600 GGAGGCGGAGGTATGATTCGCTTCATTCTTCTACAGA GGTTCCACCACCACCCGTGTCAATCTTGTCCAGCTCT
Cre07.g324650 GGAGGCGGAGGTATGGTGAACCAGGATCCCG GGTTCCACCACCACCCTCGTTGTTCTCACCGAACT Cre07.g324700 GGAGGCGGAGGTATGTCGGGCGAGGTGAT GGTTCCACCACCACCGCTGCTGGGCTGGTCC
Cre07.g324750 GGAGGCGGAGGTATGGCCTCGCAAACCCCTC GGTTCCACCACCACCGCCCTGCCTCCTCAGCAG Cre07.g324932 GGAGGCGGAGGTATGTGGCCCAGAATCATTGG GGTTCCACCACCACCGCCATCACGATTCGTGACC
Cre07.g325000 GGAGGCGGAGGTATGCTTCGGGGGCCTG GGTTCCACCACCACCCAGCCGACGATGCAGC Cre07.g325026 GGAGGCGGAGGTATGCCCGGCCAGAACG GGTTCCACCACCACCCTTCCAGGGCGCGGGA
Cre07.g325050 GGAGGCGGAGGTATGCAGCTTCAGCACTGGC GGTTCCACCACCACCGCCGCGCGTGTAGCCTAT Cre07.g325101 GGAGGCGGAGGTATGCGGGGACGTGCAC GGTTCCACCACCACCCAGCCGGTCTTGCGCG
Cre07.g325150 GGAGGCGGAGGTATGAAACGAGTGGGCGCTTATT GGTTCCACCACCACCCAGCTGCTGCGCCAGTGC Cre07.g325200 GGAGGCGGAGGTATGTCTCCCGCGGCCC GGTTCCACCACCACCGGCAAGGCACTCCGACT
Cre07.g325400 GGAGGCGGAGGTATGGCTCTTGTCAGCAAGCAG GGTTCCACCACCACCCAGGTGCTTCATCAGCTCAGC Cre07.g325450 GGAGGCGGAGGTATGGCGCACCTAGTAGGC GGTTCCACCACCACCAGCATGCGCCTTAGGCGG
Cre07.g325500 GGAGGCGGAGGTATGCAGACTTCCTCGCTTCTTG GGTTCCACCACCACCTTCGACGCCCTCAATCTTGTC Cre07.g325550 GGAGGCGGAGGTATGGCAGAACGACTGCGC GGTTCCACCACCACCGTCTTGGCCTGTCACCTGC
Cre07.g325600 GGAGGCGGAGGTATGCTGGCTCGCGTTGCTATC GGTTCCACCACCACCCTTCTTAGCCGCGGCCGC Cre07.g325650 GGAGGCGGAGGTATGGGCCAAGGCGACGCA GGTTCCACCACCACCCACCATCTTGTGCTGCCCC
Cre07.g325700 GGAGGCGGAGGTATGCAGGGATACGGTTACGG GGTTCCACCACCACCCTTGCGCGCTCGCTCG Cre07.g325710 GGAGGCGGAGGTATGAGGGATTATGAGCGCGC GGTTCCACCACCACCACTCGTGTACGGCATTCCC
Cre07.g325711 GGAGGCGGAGGTATGGCCGGAGGAGCACCT GGTTCCACCACCACCAACCATCTTGTGCTGCCCC Cre07.g325712 GGAGGCGGAGGTATGCGTGTTGAGAAGTGCT GGTTCCACCACCACCCTCCTCCATGGCGTCTGC
Cre07.g325713 GGAGGCGGAGGTATGGCAAACCCCAATGAATTCC GGTTCCACCACCACCTCATTTCCCTGCGCGC Cre07.g325714 GGAGGCGGAGGTATGCAGCGAGCTGCTG GGTTCCACCACCACCTCAAGCTGCCGCCTCG
Cre07.g325715 GGAGGCGGAGGTATGACGATCCTGGGGTCGCTAT GGTTCCACCACCACCCGAGTATAGCTTTTGCTGCTGC Cre07.g325716 GGAGGCGGAGGTATGAAGCAAAAAAGCATCGGAG GGTTCCACCACCACCCTCGTCCTCGCCCTCATC
Cre07.g325717 GGAGGCGGAGGTATGGCATTGATAGACCACACAT GGTTCCACCACCACCCTAATGCCCATAACCCGCG Cre07.g325718 GGAGGCGGAGGTATGTCCACTGGCATGCG GGTTCCACCACCACCGTAGCCACCGCAGCCG
Cre07.g325719 GGAGGCGGAGGTATGATTGGCTTGACGGACG GGTTCCACCACCACCAATTAAGCCGCTGGCGC Cre07.g325721 GGAGGCGGAGGTATGCCATCCAAAAAGAAGGGC GGTTCCACCACCACCAGCCCACTGCCCCGTC
Cre07.g325722 GGAGGCGGAGGTATGGCAGACGAAACGGGTATC GGTTCCACCACCACCCTCTTGGCTCTGGAGTGCG Cre07.g325723 GGAGGCGGAGGTATGCTCGCTTTGCCGAGT GGTTCCACCACCACCCGAGCCGTGGATCACGTG
Cre07.g325724 GGAGGCGGAGGTATGGGCTCAGGAGCATCG GGTTCCACCACCACCCCGCCACACGTCGTGC Cre07.g325725 GGAGGCGGAGGTATGGCCACCAAGTCGGCGTCTA GGTTCCACCACCACCCTCCACTGCACCCGCGGGAG
Cre07.g325726 GGAGGCGGAGGTATGGCTGAAGTTCAACGACG GGTTCCACCACCACCGTTCAAGGTCAGCGCCG Cre07.g325727 GGAGGCGGAGGTATGTGGAGGCGTGAGTCC GGTTCCACCACCACCGTTGTACAGGCGGCCG
Cre07.g325728 GGAGGCGGAGGTATGCTGGATCATCTCACGATACA GGTTCCACCACCACCATCTGCTTTGCCGCTGCC Cre07.g325730 GGAGGCGGAGGTATGTCACCCAAGAAACCTAAGG GGTTCCACCACCACCTCAGTCCGTCTTGCCGC
Cre07.g325731 GGAGGCGGAGGTATGCCAGCTTCCGTGTATG GGTTCCACCACCACCTCAGTGCACGCCCTGC Cre07.g325732 GGAGGCGGAGGTATGAGTACATCGGCATTCCTG GGTTCCACCACCACCGGACCAGCCGTTGGGG
Cre07.g325733 GGAGGCGGAGGTATGTCTGGCAGCGCAGC GGTTCCACCACCACCCTCTCCCGGCTGCTGC Cre07.g325734 GGAGGCGGAGGTATGCGCCCTCGCGCTC GGTTCCACCACCACCCTCCTTGAGCCAGGGCTCC
Cre07.g325735 GGAGGCGGAGGTATGTCAGCTCTCTTCGACTTCA GGTTCCACCACCACCCTAGTAAAACAGCGTCACGAAGC Cre07.g325736 GGAGGCGGAGGTATGCAGGCCCTGCTGC GGTTCCACCACCACCCTACTTGCGGGCGACG
Cre07.g325737 GGAGGCGGAGGTATGGAGCAGCCGATTCAGG GGTTCCACCACCACCCGCGTAGAAGGCCCGG Cre07.g325739 GGAGGCGGAGGTATGAGGAAGCTGTGGGCTTG GGTTCCACCACCACCTTGTACATCAACTGCCACCCC
Cre07.g325740 GGAGGCGGAGGTATGGCAGACTACGCGATGC GGTTCCACCACCACCTACGGTGGTGATGTTGAAGCC Cre07.g325741 GGAGGCGGAGGTATGGCGGACTTCGCAATGC GGTTCCACCACCACCTACGGTGGTGATGTTGAAGCC
Cre07.g325742 GGAGGCGGAGGTATGCAGCGCAGGAGCA GGTTCCACCACCACCAGAACGCACACGAAGTGTC Cre07.g325743 GGAGGCGGAGGTATGGCCCCCGATTTGAAGAAG GGTTCCACCACCACCGGAGTTGAGGGCAATCTCCAG
Cre07.g325744 GGAGGCGGAGGTATGTTGACAGAAGCACAAGGC GGTTCCACCACCACCCGCCGACCCATTGCCC Cre07.g325745 GGAGGCGGAGGTATGCCGATGGCGAGCG GGTTCCACCACCACCGCCCAGGCACTCCCGC
Cre07.g325746 GGAGGCGGAGGTATGCCGAAGCAGATTACCG GGTTCCACCACCACCCAGCTCGGTCACGTTCAG Cre07.g325747 GGAGGCGGAGGTATGCGAAGCGGCTCTGG GGTTCCACCACCACCCGCACACCGAAGTTCAGG
Cre07.g325748 GGAGGCGGAGGTATGCGCGACTTTCACTTCTCAA GGTTCCACCACCACCCACCGTCTCCTGCGCGCG Cre07.g325748 GGAGGCGGAGGTATGCGCGACTTTCACTTCT GGTTCCACCACCACCCACCGTCTCCTGCGCG
Cre07.g325751 GGAGGCGGAGGTATGGGGACGAATACAGGTGTA GGTTCCACCACCACCCAAGAACACCGGCTTGGA Cre07.g325752 GGAGGCGGAGGTATGCTGTGCTTTAAATGCGAG GGTTCCACCACCACCCACACCCGCACTCCAAC
Cre07.g325753 GGAGGCGGAGGTATGCTTTCGTACGTCGTGT GGTTCCACCACCACCTCAGCGTAATAATAACACCGAAGT Cre07.g325754 GGAGGCGGAGGTATGCCCGGCTTTCTCTGC GGTTCCACCACCACCAACCTTGCCCAGCAGCCG
Cre07.g325757 GGAGGCGGAGGTATGGGCCTGTTGCTGATGT GGTTCCACCACCACCAGCCTCGTTCGGGCCC Cre07.g325758 GGAGGCGGAGGTATGGCGTCTCTCATCACCG GGTTCCACCACCACCCCAATAATGCGACTGCGTCA
Cre07.g325760 GGAGGCGGAGGTATGCAGGCCCGCAGCT GGTTCCACCACCACCTCACGCAATCATTGTCCACTTC Cre07.g325761 GGAGGCGGAGGTATGGGGGAGGCAACGGTG GGTTCCACCACCACCCAACCCCACACCACCCTC
Cre07.g325762 GGAGGCGGAGGTATGGCGAACGTCACATACG GGTTCCACCACCACCCTTCTTCTTGCCACCCTTCTT Cre07.g325812 GGAGGCGGAGGTATGCGCAACGCCGTGG GGTTCCACCACCACCCAACCCTGCCAGCGCC
Cre07.g325850 GGAGGCGGAGGTATGACACGGCCTCCCGC GGTTCCACCACCACCCAACCCTGCCCGCGCC Cre07.g325950 GGAGGCGGAGGTATGAAGTTTGGCAAGGTGCT GGTTCCACCACCACCTTGATTGGTCTTGCCGACC
Cre07.g325980 GGAGGCGGAGGTATGGGAACCCCGCCGG GGTTCCACCACCACCCAGGGCGACAGCGGAT Cre07.g326100 GGAGGCGGAGGTATGGACGCCGCAGTCAGC GGTTCCACCACCACCCGCCTGCAGCTGGGCC
Cre07.g326150 GGAGGCGGAGGTATGTTGCCTTCCGAGCCG GGTTCCACCACCACCAATCCGGAACGCCGCG Cre07.g326200 GGAGGCGGAGGTATGTTCGTCCTGTTCCAGAC GGTTCCACCACCACCCTTCCTCTTCTTGGGCGAC
Cre07.g326250 GGAGGCGGAGGTATGGCTTTCCCATTTGGACG GGTTCCACCACCACCCTACTTGGTCTTCTTCACCTCC Cre07.g326300 GGAGGCGGAGGTATGTCTCAGGGCGGGAGC GGTTCCACCACCACCCGCAGCTGCCTGCAGC
Cre07.g326350 GGAGGCGGAGGTATGGAGGCGGAAGAGCAGTATT GGTTCCACCACCACCTGCAGCCCGGACATGACCAAG Cre07.g326400 GGAGGCGGAGGTATGTGGCCCTTTCGAGGAG GGTTCCACCACCACCGGTCTTCACCATGGCCAGC
Cre07.g326450 GGAGGCGGAGGTATGGACGACCCGCTCAC GGTTCCACCACCACCCTCGTCCAAGCGCGGC Cre07.g326550 GGAGGCGGAGGTATGGCCAGTTTAAGGCGCTC GGTTCCACCACCACCCCGCCTCGCCTGTGCG
Cre07.g326600 GGAGGCGGAGGTATGCAATCGGATGGAGTGGC GGTTCCACCACCACCCAGCTCATCCGAGGCCGC Cre07.g326626 GGAGGCGGAGGTATGCCTTGTCCCTTCTTGCTA GGTTCCACCACCACCTCAGAGGTGGCCGGCG
Cre07.g326650 GGAGGCGGAGGTATGAGTGAAATGATGCAGCTACC GGTTCCACCACCACCTTACATTGGCACGGGGC Cre07.g326700 GGAGGCGGAGGTATGACGCGCTGGGCGC GGTTCCACCACCACCCCGCTGCTGCACCAGC
Cre07.g326750 GGAGGCGGAGGTATGGTAGGAAGGATTGAGGCG GGTTCCACCACCACCCTACCGCACCACCGCT Cre07.g326800 GGAGGCGGAGGTATGGCTGACGACTCCGAAGA GGTTCCACCACCACCCATGCCCATGAGGTAGGAGTTG
Cre07.g326833 GGAGGCGGAGGTATGATGTTATGGAGACTTGCCAA GGTTCCACCACCACCCTAGAGACGAGAGATGCTAGCT Cre07.g326950 GGAGGCGGAGGTATGAGCTCCGTGGAGCTG GGTTCCACCACCACCGTGGATCTCGGCGCCC
Cre07.g327000 GGAGGCGGAGGTATGCAGTCCCAAAATGCTCC GGTTCCACCACCACCTGGCTGCACGAACACG Cre07.g327050 GGAGGCGGAGGTATGCAGTCTTCCGACCGA GGTTCCACCACCACCCACTCCTGCCATCTTCGC
Cre07.g327079 GGAGGCGGAGGTATGGCCCTCGTTGGAGC GGTTCCACCACCACCCTACCCGCCGCTCGCA Cre07.g327100 GGAGGCGGAGGTATGAACTGTCTTCATACTCAAAGG GGTTCCACCACCACCCTACTGCCCCTGTTGCC
Cre07.g327200 GGAGGCGGAGGTATGCCGCCTGAACTGCTC GGTTCCACCACCACCAGCACTACAACCGCCGCA Cre07.g327226 GGAGGCGGAGGTATGGCCAACCTCGACCGA GGTTCCACCACCACCCCCCGCCCGACACTGCTG
Cre07.g327250 GGAGGCGGAGGTATGGACACCCCGACCGG GGTTCCACCACCACCCCTCAGCCCGCCCCAG Cre07.g327300 GGAGGCGGAGGTATGGCCCAAGCTCGCC GGTTCCACCACCACCTCACCGCCGGCCCATG
Cre07.g327333 GGAGGCGGAGGTATGCGGCACGCGCTGA GGTTCCACCACCACCTCAACCTGCGCGCCGA Cre07.g327350 GGAGGCGGAGGTATGTTAAGCCGCACTTTCTATAACT GGTTCCACCACCACCCTTGACCAGCGAGCGGTG
Cre07.g327400 GGAGGCGGAGGTATGAAGTCCGCTCAGTCGCTTC GGTTCCACCACCACCCCGGTTCAGCGTCTCCCAAG Cre07.g327450 GGAGGCGGAGGTATGGCTGCGACAACCTGG GGTTCCACCACCACCCAAGCCCAGCGTCGCC
Cre07.g327550 GGAGGCGGAGGTATGCTGCACCTGCTCAGG GGTTCCACCACCACCTCATTGACCCCGCGCC Cre07.g327600 GGAGGCGGAGGTATGTCCTCCTTCACAAGCGT GGTTCCACCACCACCCTACAGCGCCGCCAGC
Cre07.g327650 GGAGGCGGAGGTATGAGTTCGCGGCGTCAG GGTTCCACCACCACCGCCACCCCTGACACGAGG Cre07.g327650 GGAGGCGGAGGTATGAGTTCGCGGCGTCA GGTTCCACCACCACCGCCACCCCTGACACGA
Cre07.g327687 GGAGGCGGAGGTATGGCAGCCCAGGCGC GGTTCCACCACCACCGGTCCTCCGGAACACCAGC Cre07.g327700 GGAGGCGGAGGTATGTCCGCGATGCCATC GGTTCCACCACCACCTTGACGGCCGTTGGGC
Cre07.g327750 GGAGGCGGAGGTATGAGTGCCGACTTCGATCG GGTTCCACCACCACCGATCCACTTCCCCTTGATGCTC Cre07.g327800 GGAGGCGGAGGTATGCACGTCGCTGTGGAG GGTTCCACCACCACCGTGCTTTAGGAAGCGCACG
Cre07.g327850 GGAGGCGGAGGTATGCATAGCGGCGTCAG GGTTCCACCACCACCGTGTTGGCTGCTGCTGC Cre07.g327900 GGAGGCGGAGGTATGAAGCCCTTAAAAATCCCGA GGTTCCACCACCACCTTACGGCTTCTGAGCCGC
Cre07.g327976 GGAGGCGGAGGTATGACCCCTCACGCCTT GGTTCCACCACCACCAAGTATCCACCGCGTGGA Cre07.g328000 GGAGGCGGAGGTATGGCGCGTAAGTGCCTAAC GGTTCCACCACCACCCTAGTGCCGGCGGCGC
Cre07.g328050 GGAGGCGGAGGTATGGACCCGATCGCAAACCT GGTTCCACCACCACCCGCCACCACGCCCAGC Cre07.g328075 GGAGGCGGAGGTATGCAGATAACACTTGCAGGTTG GGTTCCACCACCACCCTGCTTGGCCTTGTTGGG
Cre07.g328150 GGAGGCGGAGGTATGTCGCGCGCTCGGACG GGTTCCACCACCACCCAGCTCCTCGTTGAGGATGTC Cre07.g328200 GGAGGCGGAGGTATGCTGCAGCAGACGAGC GGTTCCACCACCACCGAAGAACAGCCAGGGGTCC
Cre07.g328226 GGAGGCGGAGGTATGTCGGCACCGGAAGG GGTTCCACCACCACCCTACGCCCGGCGCTCT Cre07.g328300 GGAGGCGGAGGTATGTCGTCACTGGCGTGT GGTTCCACCACCACCGGCCTTCTTGGCCTTCTTG
Cre07.g328350 GGAGGCGGAGGTATGCCACCAAACATCCCAGG GGTTCCACCACCACCCTACAGCCCCCGCGCC Cre07.g328500 GGAGGCGGAGGTATGGGGCGCGCTCCCCTACCTA GGTTCCACCACCACCCTCCCCGCGGTACCACGC
Cre07.g328550 GGAGGCGGAGGTATGGATTTGGTCGAGGCATT GGTTCCACCACCACCTATGGCCCAGCTGTCCG Cre07.g328600 GGAGGCGGAGGTATGGAGCTGCAGCGCACG GGTTCCACCACCACCTCCTCGTCGCCGCAGCTG
Cre07.g328700 GGAGGCGGAGGTATGGGGCGCAGAATGTTG GGTTCCACCACCACCCCAGTCGTCCAGGTAGCT Cre07.g328750 GGAGGCGGAGGTATGGAGGTCACAGGTGTAAAGC GGTTCCACCACCACCTCAGCGGGGCGGGTTG
Cre07.g328800 GGAGGCGGAGGTATGCTGCGACGCGCTCAG GGTTCCACCACCACCCTTGGCCGCGACGGGCAC Cre07.g328850 GGAGGCGGAGGTATGGACGCATATCAGGAGCTAAAG GGTTCCACCACCACCTCAGCCCACGCGCAGC
Cre07.g328900 GGAGGCGGAGGTATGGGGGACCCGCGAGTC GGTTCCACCACCACCGAAGAACTTCGAGTATTGACGCT Cre07.g328950 GGAGGCGGAGGTATGCCAGGGCTAGGAGCA GGTTCCACCACCACCAATGAGCGAGGTCTCCGGC
Cre07.g328950 GGAGGCGGAGGTATGCCAGGGCTAGGAGC GGTTCCACCACCACCAATGAGCGAGGTCTCCGG Cre07.g329000 GGAGGCGGAGGTATGCCGCCTGTGGCAG GGTTCCACCACCACCTTGCTTGTTGCGGTTCAGC
Cre07.g329050 GGAGGCGGAGGTATGGCTAAGCAGTATCCATCGA GGTTCCACCACCACCGAAGTGGGGGCACAGTGTT Cre07.g329100 GGAGGCGGAGGTATGCAGCTTTCAGAGTCCCT GGTTCCACCACCACCCTGCTGCTGTTGCTGACG
Cre07.g329250 GGAGGCGGAGGTATGGATGTCCCCAGCCTTA GGTTCCACCACCACCGTACCGCTCCAGCAGCC Cre07.g329277 GGAGGCGGAGGTATGTGGAACGCCGCCC GGTTCCACCACCACCTCAGCATACGCATACGTTGT
Cre07.g329300 GGAGGCGGAGGTATGCCTCGCTTTGTCGGC GGTTCCACCACCACCCACGGTGATGAAGGCTCCG Cre07.g329350 GGAGGCGGAGGTATGTACTTGAGCTGCTCCAAGA GGTTCCACCACCACCCCGCCTGGCCATCTTCTTATC
Cre07.g329400 GGAGGCGGAGGTATGGAGGAATTTTCCGTGGGC GGTTCCACCACCACCCGCGTCACCCGCTGCA Cre07.g329450 GGAGGCGGAGGTATGCAGCGTGGCCACG GGTTCCACCACCACCGTGCCCGCCACCCTCA
Cre07.g329476 GGAGGCGGAGGTATGGCATCGTCACCGCC GGTTCCACCACCACCAGATGCAGCGTGGCCA Cre07.g329500 GGAGGCGGAGGTATGGCGCCGTGCAAGCGC GGTTCCACCACCACCCGAGCACGTCAGGCACCAG
Cre07.g329600 GGAGGCGGAGGTATGGCAGCGCAGCAGC GGTTCCACCACCACCTAGCGTGTTGTCGCCCA Cre07.g329650 GGAGGCGGAGGTATGACTTCAGCAACTGCGGA GGTTCCACCACCACCAAACTTCCTGATGCTTCCGTCC
Cre07.g329700 GGAGGCGGAGGTATGGGACAGAACCAGAGTGC GGTTCCACCACCACCCATGTACAACCCCTCCGGC Cre07.g329750 GGAGGCGGAGGTATGCCGTTCGGGAGCCA GGTTCCACCACCACCCCAGCGGGCTGGGTGG
Cre07.g329767 GGAGGCGGAGGTATGATCGTGCCGACCGGG GGTTCCACCACCACCGGGCGTGACAGCCGCT Cre07.g329783 GGAGGCGGAGGTATGCGTTGTGATAACGCG GGTTCCACCACCACCCTATGGGGTTGGATTAATGTTCA
Cre07.g329800 GGAGGCGGAGGTATGGCCGACAAGTCAGCT GGTTCCACCACCACCGCTGTGGTCCTTGCCTC Cre07.g329850 GGAGGCGGAGGTATGACCGCCTCGAGACTTGA GGTTCCACCACCACCCCGTCCCTTTAATCGCTGTGT
Cre07.g329882 GGAGGCGGAGGTATGAAGTCTATGATGGCTCAAATCC GGTTCCACCACCACCAACGCGGTTGTTGGCCCC Cre07.g329900 GGAGGCGGAGGTATGGTTGGCTACGCCTGC GGTTCCACCACCACCCAGCCGCTCGTTGCCACT
Cre07.g329900 GGAGGCGGAGGTATGGTTGGCTACGCCTGC GGTTCCACCACCACCCAGCCGCTCGTTGCCA Cre07.g329950 GGAGGCGGAGGTATGCTGCTGGCAAAATGCG GGTTCCACCACCACCACACCCGCAGACGCGC
Cre07.g330000 GGAGGCGGAGGTATGGGTGTGCCCACGCTG GGTTCCACCACCACCCAGCCGCTTGTTGCCACT Cre07.g330050 GGAGGCGGAGGTATGGACGCGCCGCTCACCATC GGTTCCACCACCACCGCTTGCCTCAGCCGGCAG
Cre07.g330100 GGAGGCGGAGGTATGTCTTCAGACGCGCACTAC GGTTCCACCACCACCGAAGCGGTTTTCAAGGTCCTTC Cre07.g330150 GGAGGCGGAGGTATGGCACGAAAGAAGACTTCG GGTTCCACCACCACCTCACTGCTCCACGGGG
Cre07.g330200 GGAGGCGGAGGTATGGTGCAGCTGGAGCC GGTTCCACCACCACCCAGCATGAAGATGAGGTCGT Cre07.g330250 GGAGGCGGAGGTATGGCCCTGGTCGCTCGC GGTTCCACCACCACCCAGGCGGCTGCGGACCGAG
Cre07.g330276 GGAGGCGGAGGTATGCGTGAGCATTTTGCCG GGTTCCACCACCACCGGCTCCAACCCTTTGAAACG Cre07.g330300 GGAGGCGGAGGTATGCCAGATTTATGCAACATGAC GGTTCCACCACCACCCTAGCTGGACCAGCCGG
Cre07.g330400 GGAGGCGGAGGTATGGCCAAGGGCGGGAGC GGTTCCACCACCACCTGTGTCCTGTCCCGGCTG Cre07.g330450 GGAGGCGGAGGTATGCCGCAAGCATTATATCGA GGTTCCACCACCACCCTGCGCCCAGATCCCC
Cre07.g330550 GGAGGCGGAGGTATGGGACGCAACGAGCG GGTTCCACCACCACCTTACACATGCCCCGCGG Cre07.g330600 GGAGGCGGAGGTATGAACAAGCGCGTAGTATACA GGTTCCACCACCACCTTACAGCATGGCCACTGC
Cre07.g330650 GGAGGCGGAGGTATGCCTCCCGCGCGGA GGTTCCACCACCACCGATCCACTCGGGGGCCAC Cre07.g330700 GGAGGCGGAGGTATGGCGCAACCACAGC GGTTCCACCACCACCTTACTCCGCCGCCTCG
Cre07.g330750 GGAGGCGGAGGTATGGGGACCAGCAGGCGTAG GGTTCCACCACCACCGTGGTGGTGCGCGTTGCC Cre07.g330750 GGAGGCGGAGGTATGGGGACCAGCAGGC GGTTCCACCACCACCGTGGTGGTGCGCGTTG
Cre07.g330850 GGAGGCGGAGGTATGTCTCGAGTCCTTGAAGCA GGTTCCACCACCACCCTACGTGCCCTCGCCC Cre07.g330900 GGAGGCGGAGGTATGCGGAACGCCGTCGTG GGTTCCACCACCACCCAGCACAGCCCGCGGTGC
Cre07.g330900 GGAGGCGGAGGTATGCGGAACGCCGTCG GGTTCCACCACCACCCAGCACAGCCCGCGGT Cre07.g330950 GGAGGCGGAGGTATGATTAAGTTCCTCCTAATGGTGA GGTTCCACCACCACCTGTCTGCACCTGCTCCAG
Cre07.g331050 GGAGGCGGAGGTATGCGCTGCGACAGCCCAG GGTTCCACCACCACCCTGCGCTGCCGCCAGTGC Cre07.g331100 GGAGGCGGAGGTATGGCGGTGCAAGGCG GGTTCCACCACCACCTCTTCCCTGTGTGTCCGC
Cre07.g331114 GGAGGCGGAGGTATGCAGCTGCAGCGCT GGTTCCACCACCACCGCGGAGTGTCAGCAGC Cre07.g331200 GGAGGCGGAGGTATGCGTGAACTTTTACAGAGTA GGTTCCACCACCACCTCATTCCGTGCTGCCG
Cre07.g331250 GGAGGCGGAGGTATGCAAATCTCTAGTTCTGGCG GGTTCCACCACCACCTCACAGCTTGCCGCCC Cre07.g331300 GGAGGCGGAGGTATGTTGCTGCGACACAGC GGTTCCACCACCACCGATCTCGGTCCCCTCGTAC
Cre07.g331350 GGAGGCGGAGGTATGCACCCTGGACAGAGC GGTTCCACCACCACCATGCTGCTGCTGCTGC Cre07.g331475 GGAGGCGGAGGTATGCGCAGCGCGCTCA GGTTCCACCACCACCGGCACGCCAAGTATACGCT
Cre07.g331500 GGAGGCGGAGGTATGCTTAGGGGTTTGGGCC GGTTCCACCACCACCCGCAGGTACCCGGTACTG Cre07.g331550 GGAGGCGGAGGTATGGCACTGCTGCACAAGA GGTTCCACCACCACCCTTGGCGTGCTTGGCGTG
Cre07.g331600 GGAGGCGGAGGTATGAATCCAGAAAACCGCGC GGTTCCACCACCACCAGTGCTGCCACCACCAGC Cre07.g331650 GGAGGCGGAGGTATGGGGGGCGCTGCCT GGTTCCACCACCACCCTGCCGCAGCGTTGCC
Cre07.g331700 GGAGGCGGAGGTATGCTCTGCAGCTGCATT GGTTCCACCACCACCGGGCAAGACCATACCCGA Cre07.g331750 GGAGGCGGAGGTATGGCTCAAGGAGCACAGG GGTTCCACCACCACCGAGCTTGACGCCCTCCG
Cre07.g331800 GGAGGCGGAGGTATGGGTCTCGAAAAAGGCCG GGTTCCACCACCACCCACCATCGCCGCCACCGG Cre07.g331850 GGAGGCGGAGGTATGAGCCATGTAGAGCGGA GGTTCCACCACCACCCGGCTCGTCCTTGTCAC
Cre07.g331900 GGAGGCGGAGGTATGGGTCGCATGCACAG GGTTCCACCACCACCGGACACCAGGGTGGAGG Cre07.g331962 GGAGGCGGAGGTATGCGGTCCGCTGTGC GGTTCCACCACCACCAAATGGGGCCTCCCACC
Cre07.g332025 GGAGGCGGAGGTATGGCTGGCCGACACG GGTTCCACCACCACCAATATGCAAGGTGGCCGC Cre07.g332050 GGAGGCGGAGGTATGTGCTCTGTTCTTCGAGG GGTTCCACCACCACCCATCCACTCCCCGGACG
Cre07.g332066 GGAGGCGGAGGTATGCTCGGCTTGGAATCG GGTTCCACCACCACCGTCATAGATGCAGCAGAAGGG Cre07.g332084 GGAGGCGGAGGTATGCGCATGCAGTGTTACC GGTTCCACCACCACCGAGCTTGAGTGGGCGAC
Cre07.g332100 GGAGGCGGAGGTATGCCGCAAAAGCGACTG GGTTCCACCACCACCTGGGTATGCTTTTTGCGGCTT Cre07.g332150 GGAGGCGGAGGTATGCCGACGAAGCCGG GGTTCCACCACCACCCCCGTGCTTTGAGCCAG
Cre07.g332250 GGAGGCGGAGGTATGACAGAGACTAGCGGACC GGTTCCACCACCACCCGCGCAAACGCGCTTC Cre07.g332275 GGAGGCGGAGGTATGGGGATATGGGGGCCTC GGTTCCACCACCACCCGCACGTGAGCCGCCT
Cre07.g332300 GGAGGCGGAGGTATGAGCGTAACGATGCAGC GGTTCCACCACCACCCTTGTGTTGGAACTCCACCT Cre07.g332350 GGAGGCGGAGGTATGGCCTCATTGTACTCGGA GGTTCCACCACCACCGATGCTTTGCCGCTCAAC
Cre07.g332400 GGAGGCGGAGGTATGACGACCGCACATCTCA GGTTCCACCACCACCGTCCTCCCACTGCGGC Cre07.g332450 GGAGGCGGAGGTATGGCTCCCATCAAGGTCG GGTTCCACCACCACCCTTGGCGCTGTGCTTGC
Cre07.g332500 GGAGGCGGAGGTATGCTTCAGAATGCCGCTGC GGTTCCACCACCACCGGGCGCCGAGAACATGGCATC Cre07.g332550 GGAGGCGGAGGTATGGCCTCCACGACGGAG GGTTCCACCACCACCTTGCGTCTTCTTCTCCTCCG
Cre07.g332600 GGAGGCGGAGGTATGCGCAGGAGTGAGCC GGTTCCACCACCACCCTCAGACACTGGCGCTG Cre07.g332650 GGAGGCGGAGGTATGTTTGAGCCCGTTTCTATCAC GGTTCCACCACCACCGAAGCTGACGGCCTCCTC
Cre07.g332700 GGAGGCGGAGGTATGCTGCGGGAGTGCGG GGTTCCACCACCACCTCACGTTGCCGCCGCC Cre07.g332786 GGAGGCGGAGGTATGAAAGGCCGTTGGGCG GGTTCCACCACCACCTCACCCTCTCGCGCGC
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Cre07.g332851 GGAGGCGGAGGTATGGCTCATATCGTCCCCGG GGTTCCACCACCACCGCAAGCGGTCTCCTCTGTC Cre07.g332950 GGAGGCGGAGGTATGTCGCTGCGCCCGTTT GGTTCCACCACCACCTGCGCTGACCAGCTTGAG
Cre07.g333000 GGAGGCGGAGGTATGATGGGCGGGAGGGGAG GGTTCCACCACCACCGTCCCAGCGCGCCGCCTC Cre07.g333050 GGAGGCGGAGGTATGCTTCGTGTGACGCTT GGTTCCACCACCACCTTGGCCCTTGGGTTTCGG
Cre07.g333100 GGAGGCGGAGGTATGGCTGCACGCACGT GGTTCCACCACCACCCACATATCCATAGCCCCCGTA Cre07.g333150 GGAGGCGGAGGTATGAGCCGGCTGCTGGA GGTTCCACCACCACCCAGCAGGCGGCGCTCC
Cre07.g333252 GGAGGCGGAGGTATGCTGGGCGAGGTGG GGTTCCACCACCACCCCCATCGCCAGCGTGT Cre07.g333350 GGAGGCGGAGGTATGATGCTTTCATCGCATGTAC GGTTCCACCACCACCTCACACACGCCTCTCACC
Cre07.g333400 GGAGGCGGAGGTATGCTTCTTCGGAGCCTAAATG GGTTCCACCACCACCCAACTCCGCAGCGGCAAT Cre07.g333450 GGAGGCGGAGGTATGTGGGCGGCACTGCTA GGTTCCACCACCACCAGTGCTGACAGCCGCTGA
Cre07.g333535 GGAGGCGGAGGTATGGCTCTTGACGATCCCG GGTTCCACCACCACCTACATCACTGGCGCCACT Cre07.g333570 GGAGGCGGAGGTATGCAGCCACTGACGTCC GGTTCCACCACCACCCCGGGGAGGCCCCTCA
Cre07.g333605 GGAGGCGGAGGTATGAGCCATGTAATGAGCAATACT GGTTCCACCACCACCCTAGCCACCGTTCCACCC Cre07.g333675 GGAGGCGGAGGTATGCCCTACTTGGCAGCG GGTTCCACCACCACCTCAACCTTGTAAGGATGATTCCTC
Cre07.g333711 GGAGGCGGAGGTATGCGGAGCAGCTCGT GGTTCCACCACCACCGCTGCCCGACATCTTAAACC Cre07.g333746 GGAGGCGGAGGTATGGATGTGTACGTGGGACAAA GGTTCCACCACCACCCCAGTGATGCGTCTGCGTTAA
Cre07.g333781 GGAGGCGGAGGTATGCTCTGCCGCCGTG GGTTCCACCACCACCCTACCCTTTCGATTGATTCAACCC Cre07.g333816 GGAGGCGGAGGTATGGCCAACTTGGCAGTGC GGTTCCACCACCACCCGAGGGCCAGGGGTGC
Cre07.g333850 GGAGGCGGAGGTATGTCCCGTTATGACTCGAAG GGTTCCACCACCACCGGCGTCGTCCGTCAAG Cre07.g333900 GGAGGCGGAGGTATGACCTCGAATACTGTACGCG GGTTCCACCACCACCCTTCTTGGCATCAACGATGGGA
Cre07.g333950 GGAGGCGGAGGTATGGACCTCTGGAAGATAATGCG GGTTCCACCACCACCCATGAGACTTGAACGCTCAAAGG Cre07.g334025 GGAGGCGGAGGTATGTCAAAACCACTGATGCGG GGTTCCACCACCACCTGCGTTTCGCCGATGC
Cre07.g334150 GGAGGCGGAGGTATGCCATCGAAGTCATGCA GGTTCCACCACCACCAACCATCCGGTCCCTGTAG Cre07.g334200 GGAGGCGGAGGTATGGCTCAGGAGGATGATACGA GGTTCCACCACCACCGATCTCTCCTCCGAAGCCG
Cre07.g334250 GGAGGCGGAGGTATGAAGCCGATATTACTGAATCGG GGTTCCACCACCACCTTACTCCGCCTCGCCC Cre07.g334300 GGAGGCGGAGGTATGCTACCCGGCCAGATC GGTTCCACCACCACCATACAGGTGCTTGCGGC
Cre07.g334350 GGAGGCGGAGGTATGGCGCTGCTCTCTCGT GGTTCCACCACCACCTCACGCCGCCACCAGC Cre07.g334400 GGAGGCGGAGGTATGGACAGAAATCTGCAGGCTC GGTTCCACCACCACCAGCTTGAAGCAAAGCTACGTAG
Cre07.g334450 GGAGGCGGAGGTATGGCCACCCCTGCTCGG GGTTCCACCACCACCGCGACGGCCCCGGGATGAAG Cre07.g334550 GGAGGCGGAGGTATGGCCGTCGCTATGCGC GGTTCCACCACCACCCCAGTAGCCCTGCTTGCG
Cre07.g334600 GGAGGCGGAGGTATGCCCAGCAAGCGGCCAG GGTTCCACCACCACCCTCGGGCACCGTGGGAAT Cre07.g334650 GGAGGCGGAGGTATGGCAGACGTCATTTCAGAGG GGTTCCACCACCACCCTGCCGCTGTGCCGACAC
Cre07.g334650 GGAGGCGGAGGTATGGCAGACGTCATTTCAGAG GGTTCCACCACCACCCTGCCGCTGTGCCGAC Cre07.g334700 GGAGGCGGAGGTATGGCGAATTGTGAAACTTACAA GGTTCCACCACCACCTCAGCTGAGCACGGGC
Cre07.g334750 GGAGGCGGAGGTATGATAGCGCTTTCGGAGGCT GGTTCCACCACCACCAGCCACGCCGTTGCGC Cre07.g334776 GGAGGCGGAGGTATGCTGCTCGGGCACA GGTTCCACCACCACCGACACCAGCCGGCTTC
Cre07.g334800 GGAGGCGGAGGTATGTCTGCCTCCGTGTGC GGTTCCACCACCACCCTGGCTGGTCATCAGCTGCAT Cre07.g334851 GGAGGCGGAGGTATGAGCTGCGGCGCCTTT GGTTCCACCACCACCCTGTTTCCCTTTGGACTCGTCC
Cre07.g334900 GGAGGCGGAGGTATGCACAGCACTGCGGT GGTTCCACCACCACCTTACCGGCGCCGCTGG Cre07.g335000 GGAGGCGGAGGTATGCGGGCAACCGATGGC GGTTCCACCACCACCAATGTTGTTGCCCGGATGC
Cre07.g335000 GGAGGCGGAGGTATGCGGGCAACCGATG GGTTCCACCACCACCAATGTTGTTGCCCGGATGC Cre07.g335100 GGAGGCGGAGGTATGTGGCGCCCGACGC GGTTCCACCACCACCCAGCTCCTCCTTGCCGC
Cre07.g335150 GGAGGCGGAGGTATGGACCTCCCGAGCATC GGTTCCACCACCACCCTGCTTCGACCACTGCAT Cre07.g335200 GGAGGCGGAGGTATGCAGGCCCTACAGAAGA GGTTCCACCACCACCGCGGCCCTTCTTGCCC
Cre07.g335226 GGAGGCGGAGGTATGATAGGGGCCGCTGC GGTTCCACCACCACCGGGCTTGGCGGAGCAG Cre07.g335250 GGAGGCGGAGGTATGCCGTCTCCGCCTCTT GGTTCCACCACCACCGTAAGGCCCCAGCCCTGA
Cre07.g335300 GGAGGCGGAGGTATGCTGGGCTCACAAAGTTTC GGTTCCACCACCACCTTACTGCGGGGGCGGC Cre07.g335350 GGAGGCGGAGGTATGAGTGGCCTTAAAAGCGAG GGTTCCACCACCACCCTTGGCCTGCCAGCCC
Cre07.g335400 GGAGGCGGAGGTATGCTGCTCGCGCCGTCTC GGTTCCACCACCACCCGCAGCAAGCTTGCGGAACTTG Cre07.g335451 GGAGGCGGAGGTATGAACGTGAAACGTCGCA GGTTCCACCACCACCGCCTTCAGGGCGGCTA
Cre07.g335500 GGAGGCGGAGGTATGCCACCAAGACAGAGTCG GGTTCCACCACCACCGGTACCCTGCCCTACAGC Cre07.g335550 GGAGGCGGAGGTATGGCGGCCTCCGTGT GGTTCCACCACCACCCTGCGTTACTCGGCGC
Cre07.g335600 GGAGGCGGAGGTATGACTGACGGTGGCAATG GGTTCCACCACCACCCGACCGCTTGAGCTTCTG Cre07.g335650 GGAGGCGGAGGTATGCGGCGATTGTTGCGC GGTTCCACCACCACCTCCAGACATGAAGTCGGATGG
Cre07.g335700 GGAGGCGGAGGTATGCTTGCTTCACGTCCTT GGTTCCACCACCACCGAACTTGACGCTCTCGCC Cre07.g335750 GGAGGCGGAGGTATGAGCTACGGGGGCACG GGTTCCACCACCACCCATGGGCAGCAGGTCGTC
Cre07.g335800 GGAGGCGGAGGTATGGACATTGGGAGCTTCAC GGTTCCACCACCACCGAATGGCTCTTCCCGAATGA Cre07.g335850 GGAGGCGGAGGTATGGACCTGAATTCTCGCG GGTTCCACCACCACCCAACATGGAGCTCTGCAGG
Cre07.g335900 GGAGGCGGAGGTATGCGCTTCAGCGTGGCG GGTTCCACCACCACCCATGGTCGCCCGCAGCATCTTC Cre07.g335950 GGAGGCGGAGGTATGTTCACAGCCGGGAGCTA GGTTCCACCACCACCCGTCCGTGCCCGCTTGGC
Cre07.g336000 GGAGGCGGAGGTATGCTGCTCGCCATTTCCC GGTTCCACCACCACCCTGGCCCGCTGCCAGCAC Cre07.g336050 GGAGGCGGAGGTATGTACAAACGGGACGTCGC GGTTCCACCACCACCGTCCACGTAGTCCGTGCTG
Cre07.g336100 GGAGGCGGAGGTATGGAGCTCCCCTTCGAG GGTTCCACCACCACCGTTCCAGTAGGCCGAGTCG Cre07.g336150 GGAGGCGGAGGTATGGCTGCTGTTATGCAGC GGTTCCACCACCACCCGCTTGCCGGTCACGG
Cre07.g336200 GGAGGCGGAGGTATGGACGAGGAGCTCTACGAG GGTTCCACCACCACCCCCGTAGATCTTGATGGGCTTG Cre07.g336200 GGAGGCGGAGGTATGGACGAGGAGCTCTACG GGTTCCACCACCACCCCCGTAGATCTTGATGGGCT
Cre07.g336250 GGAGGCGGAGGTATGGCAAACTTTGGCGAGAC GGTTCCACCACCACCCATGAATAAACCCTCAAAATACGCA Cre07.g336300 GGAGGCGGAGGTATGAACCCGGCAGAATATCTG GGTTCCACCACCACCTCACTCGGCGTGCGAC
Cre07.g336350 GGAGGCGGAGGTATGCAGTCCGTCGCTATCAAAG GGTTCCACCACCACCCGGCTCAGACAGCGCGAC Cre07.g336400 GGAGGCGGAGGTATGCAGGCGGGCAAGG GGTTCCACCACCACCCGACGTGAGCCACGGC
Cre07.g336450 GGAGGCGGAGGTATGCAAGCAGTCTGCACG GGTTCCACCACCACCCTAGCTGTAAATGTTGTACGAGT Cre07.g336550 GGAGGCGGAGGTATGGCTGCTGTTATGCAGCC GGTTCCACCACCACCCTGCCGCGCACACGCT
Cre07.g336600 GGAGGCGGAGGTATGGGCAGCCTGGCGC GGTTCCACCACCACCTCATCTCCGCCGGCGC Cre07.g336700 GGAGGCGGAGGTATGTGGGGCCTGTCATGG GGTTCCACCACCACCAAGCGACACTTGCCGGG
Cre07.g336800 GGAGGCGGAGGTATGAAGACGCAAGGGCTG GGTTCCACCACCACCAGCCCCACGCCTGAAC Cre07.g336850 GGAGGCGGAGGTATGTCGTCGCGGACCTTC GGTTCCACCACCACCCAAGTCCTTTTCCGCCGC
Cre07.g336900 GGAGGCGGAGGTATGGAGTCGGGATTAGAGCT GGTTCCACCACCACCTCAGTCCGCCTTGGCG Cre07.g336950 GGAGGCGGAGGTATGGCTTACCGTCAGCTTC GGTTCCACCACCACCTTACGCGGAGGGGCGA
Cre07.g337000 GGAGGCGGAGGTATGGGCGGCGTTGCGG GGTTCCACCACCACCGGTGGCTACAACAGGTGCC Cre07.g337050 GGAGGCGGAGGTATGGCGCAGGCGCCAG GGTTCCACCACCACCGCAGTTTGTGTGGTACAGCGC
Cre07.g337100 GGAGGCGGAGGTATGGCGACCAAGGCAATT GGTTCCACCACCACCGAAGTACTTGGCGATGGCC Cre07.g337125 GGAGGCGGAGGTATGGTGCCTGCCGCGG GGTTCCACCACCACCGGCCCCCTCGTCTTGTGC
Cre07.g337150 GGAGGCGGAGGTATGGCCCAGCCGATGGAC GGTTCCACCACCACCCCGCGCCGCGATGAGG Cre07.g337200 GGAGGCGGAGGTATGATGGCGCGCGTGG GGTTCCACCACCACCCAGGCCAGTCACACCAATG
Cre07.g337250 GGAGGCGGAGGTATGTCTGAAGAGCACACTTGC GGTTCCACCACCACCGAGTGCAATCTGCCCTGC Cre07.g337300 GGAGGCGGAGGTATGTCGCTGGATACGCTTAATT GGTTCCACCACCACCCATGCTGTCGAGCGAGGG
Cre07.g337350 GGAGGCGGAGGTATGGAGGGCCTGCTGG GGTTCCACCACCACCCTGCTGCTCGCCTTCC Cre07.g337400 GGAGGCGGAGGTATGTTGATGTTGAACGTCAGCC GGTTCCACCACCACCTCACTCGTCGCCCTCAA
Cre07.g337450 GGAGGCGGAGGTATGCGTCGGAAGCGTGCG GGTTCCACCACCACCCTGCTGCTGCTCGCCTTC Cre07.g337516 GGAGGCGGAGGTATGCCGCCGGTGGAGTGC GGTTCCACCACCACCGTCCGCCCGGTACGCGCG
Cre07.g337650 GGAGGCGGAGGTATGGCACTCCAAGTTGCAATTAC GGTTCCACCACCACCCGACTTGTAGGTGGGGTCGAAG Cre07.g337676 GGAGGCGGAGGTATGCAGTCTGTTGATACCTTGC GGTTCCACCACCACCCTACCGATAGCGGGCAATG
Cre07.g337700 GGAGGCGGAGGTATGACCCAGGGAGCAGGAG GGTTCCACCACCACCCACGCCCTGGCGCTTCAT Cre07.g337750 GGAGGCGGAGGTATGCAGTTCTATGTGGACAACTC GGTTCCACCACCACCCTTGGCGTTCATGCGCTTAG
Cre07.g337800 GGAGGCGGAGGTATGGGTGGCATGGAGTTCATC GGTTCCACCACCACCCTGCTTGTCCTGCTGTGCCTTC Cre07.g337850 GGAGGCGGAGGTATGTCGCTGGAGGACGCC GGTTCCACCACCACCCAGGCCCTGCCCCTTCGC
Cre07.g337900 GGAGGCGGAGGTATGTGCGTGCAGCGGC GGTTCCACCACCACCCTCATCACCTCCCTCTCTGC Cre07.g337914 GGAGGCGGAGGTATGCTAACCACCATCAGTCG GGTTCCACCACCACCCTCATCGCCTCCCTCTCTG
Cre07.g337933 GGAGGCGGAGGTATGGCGGTGTTGATGTCAG GGTTCCACCACCACCGCTCCACACATCGAAGCC Cre07.g337950 GGAGGCGGAGGTATGCTAACCACCATCAGCCG GGTTCCACCACCACCGTCAGCACCTACCAGGCC
Cre07.g338000 GGAGGCGGAGGTATGGACGGCGAGACGAAC GGTTCCACCACCACCCGTGGAGGTGTAGGTGATGAC Cre07.g338050 GGAGGCGGAGGTATGCTTCGCAAGGGCGCTC GGTTCCACCACCACCCTTAATGGGGCGCATGCTG
Cre07.g338150 GGAGGCGGAGGTATGCTCACGGGCTCTCTTTCG GGTTCCACCACCACCCTAGCTGCCGCCGCCG Cre07.g338200 GGAGGCGGAGGTATGACAGACTGGATTCCGCTG GGTTCCACCACCACCCCGCGAGAGGCCCAGG
Cre07.g338250 GGAGGCGGAGGTATGGCGAACAATCTAGCTGCA GGTTCCACCACCACCGTCATACGTGCAGTCGATCACG Cre07.g338300 GGAGGCGGAGGTATGATAACTATTTCAGCCCGCG GGTTCCACCACCACCCTAGAGCTGGGACCGGC
Cre07.g338350 GGAGGCGGAGGTATGCAGCTGTTTCGCGCG GGTTCCACCACCACCCCGTCGGAACCGGCCG Cre07.g338400 GGAGGCGGAGGTATGGAGTTCTCGGTGTCTGA GGTTCCACCACCACCATACCCCTCGTCCTCGTCG
Cre07.g338451 GGAGGCGGAGGTATGCCTGCGCGGACCGCTGATG GGTTCCACCACCACCCCACGGCGGCCGCTGGCC Cre07.g338602 GGAGGCGGAGGTATGTCGGAGCAAAGGCGC GGTTCCACCACCACCCCGCTTACCCTGCTGCAG
Cre07.g338650 GGAGGCGGAGGTATGTCCTGCAGGGGCAG GGTTCCACCACCACCAACACAGCACAGTGACACG Cre07.g338665 GGAGGCGGAGGTATGCACCTCCGCGCCA GGTTCCACCACCACCCAGCAGCACAGTGCGTG
Cre07.g338700 GGAGGCGGAGGTATGGAAGGAACTTCGGCGAG GGTTCCACCACCACCCTCCTCCCCCGCCATTATGTC Cre07.g338750 GGAGGCGGAGGTATGAAACCAGTACGTACCCATG GGTTCCACCACCACCTCACAGCAGCACAGTGC
Cre07.g338800 GGAGGCGGAGGTATGCGACACGAGCGCG GGTTCCACCACCACCCTCCTCCCCCGCCATTATG Cre07.g338850 GGAGGCGGAGGTATGAAACCAGTACGTACCCATG GGTTCCACCACCACCTCACAGCAGCACAGTGC
Cre07.g338900 GGAGGCGGAGGTATGGCCGCAGCCAAAGTCCTAT GGTTCCACCACCACCCTCCTCCCCCGCCATTATGTC Cre07.g339000 GGAGGCGGAGGTATGCTGGCACTGAGAGGA GGTTCCACCACCACCTGCCTTCTCCCCATCCG
Cre07.g339050 GGAGGCGGAGGTATGGCGGATCTAGCGGTTCT GGTTCCACCACCACCCTTGCGTGTGATGGCCTGG Cre07.g339100 GGAGGCGGAGGTATGGCCGACAGACCCG GGTTCCACCACCACCTTTCGCACCAGCCGAAG
Cre07.g339150 GGAGGCGGAGGTATGGCAGGCACCCAGATG GGTTCCACCACCACCGTAGTCGTAGTCACCGCCG Cre07.g339200 GGAGGCGGAGGTATGTCGCACCAACTCCTCG GGTTCCACCACCACCCTGCTGCTCCGCATCCTG
Cre07.g339250 GGAGGCGGAGGTATGACGAATCTCAGTGATGTTTTGC GGTTCCACCACCACCCAAGAGCCCGACAGCGCG Cre07.g339300 GGAGGCGGAGGTATGCTAGCTGCAAAACGTCTCA GGTTCCACCACCACCAAGCACGCTGGGCGGCAG
Cre07.g339350 GGAGGCGGAGGTATGCACGGCCGTCCCAGAGAAT GGTTCCACCACCACCCACCGTGCCCAGCGCCTG Cre07.g339400 GGAGGCGGAGGTATGGGCTGCATTTGCGGGAAG GGTTCCACCACCACCCCGCCGCGCCTTACTGCC
Cre07.g339450 GGAGGCGGAGGTATGCCGACTGTTACTGCTTC GGTTCCACCACCACCCTCCATCTCGGTAGCCAGC Cre07.g339500 GGAGGCGGAGGTATGCAATTAGCACGAACGCG GGTTCCACCACCACCTCAAAGCTCCGCGCCG
Cre07.g339550 GGAGGCGGAGGTATGAGCTGCCATCGCATTT GGTTCCACCACCACCCTGCTGTGACACAGGCG Cre07.g339554 GGAGGCGGAGGTATGCCGACAACGCGCA GGTTCCACCACCACCTCACAGCCATTTCTTCTCTGC
Cre07.g339600 GGAGGCGGAGGTATGGAGTCCTCGATGGAGTCC GGTTCCACCACCACCGTCCGCCTTGCCGCCA Cre07.g339633 GGAGGCGGAGGTATGTCCGGCCGGCCGCCTC GGTTCCACCACCACCAGACGGGCCCGCGACACG
Cre07.g339700 GGAGGCGGAGGTATGGCGCATCAGATTCTTCGC GGTTCCACCACCACCCAGAGTGGCGTAGCCGCC Cre07.g339750 GGAGGCGGAGGTATGGCGTCGTTTGGATTGATG GGTTCCACCACCACCCTCCGCCAGGAACAGGTTTTT
Cre07.g339850 GGAGGCGGAGGTATGCTGTTTTCCATTGGGCCAG GGTTCCACCACCACCCGCAGCACCGAGGTTATCTAG Cre07.g339876 GGAGGCGGAGGTATGCCTCCAGTCACGTATGA GGTTCCACCACCACCAACGCGACGCTTCTTAGC
Cre07.g339900 GGAGGCGGAGGTATGTACAACGTAAATTTGTTTGTCA GGTTCCACCACCACCATTCATCACCGTTTCAGGTGGG Cre07.g339950 GGAGGCGGAGGTATGGCTGCGACCGTAGA GGTTCCACCACCACCTCATGATGAAGATGGTGTAGCC
Cre07.g340000 GGAGGCGGAGGTATGGGCTGCGCCTCGT GGTTCCACCACCACCCTAAGCCGCTCCAGCCC Cre07.g340050 GGAGGCGGAGGTATGACGAAGTCCGCCCGAG GGTTCCACCACCACCCTCCATGGTTGTGAGTTTGAGC
Cre07.g340100 GGAGGCGGAGGTATGGGGCGAGGACGCAAGAAG GGTTCCACCACCACCTCGCGGCCCATACTGGTAA Cre07.g340150 GGAGGCGGAGGTATGCAGCGAGCGCGAGAC GGTTCCACCACCACCCTGCCTCCCCTGCTGTGTC
Cre07.g340200 GGAGGCGGAGGTATGCAGACCACCGTGCT GGTTCCACCACCACCCGCAGCGGCCTTAGCC Cre07.g340250 GGAGGCGGAGGTATGAAGCGGGTATGCTGGG GGTTCCACCACCACCGCCGCACATACGCACATCAT
Cre07.g340300 GGAGGCGGAGGTATGTACACGCGGTCGCA GGTTCCACCACCACCGGTGCGTCCGTGCGTG Cre07.g340400 GGAGGCGGAGGTATGGCGTCCACGCCTAAAG GGTTCCACCACCACCCTTGGCCACCGAGGCAAG
Cre07.g340550 GGAGGCGGAGGTATGGGCGTAGACGTTGCG GGTTCCACCACCACCCCGCATACCACGAAACACG Cre07.g340600 GGAGGCGGAGGTATGACGCTGCCCATAGGC GGTTCCACCACCACCGTGCGCCTTGTGGTGCCC
Cre07.g340650 GGAGGCGGAGGTATGAACGCCCTTTGCTCG GGTTCCACCACCACCCTACTGCCGCAGCCGC Cre07.g340700 GGAGGCGGAGGTATGGGCGTCTTCACCGA GGTTCCACCACCACCTTACTGCGCCGCGTCG
Cre07.g340750 GGAGGCGGAGGTATGGCTCAGCGGGCCAAGTA GGTTCCACCACCACCCCCGAAGAAGGGGGCGCC Cre07.g340850 GGAGGCGGAGGTATGCAGGACGTCATCTCCTTC GGTTCCACCACCACCCTTGGCTGCGCTGCCGAC
Cre07.g340900 GGAGGCGGAGGTATGGCCGCGAGCCAGTCTTAC GGTTCCACCACCACCCTGCTGCTGCTGCTGCAG Cre07.g340950 GGAGGCGGAGGTATGGATCGTGCGCACGCG GGTTCCACCACCACCCAGCAGCAGCCGCGCGCTC
Cre07.g341000 GGAGGCGGAGGTATGACATTGCTGGAGCTGC GGTTCCACCACCACCTGTCCCGCTGTGCATCG Cre07.g341050 GGAGGCGGAGGTATGGGGCTCATCGACTTCGA GGTTCCACCACCACCCACCGCAACCCCCCCG
Cre07.g341100 GGAGGCGGAGGTATGGCCCTGCGCCGTC GGTTCCACCACCACCGTCCCCGCCTACGTTTCC Cre07.g341150 GGAGGCGGAGGTATGGCAAAGCGAGTGCG GGTTCCACCACCACCTGTCCCGCTGTGCATCG
Cre07.g341154 GGAGGCGGAGGTATGCAGATCAAGATAGGGACCA GGTTCCACCACCACCTCAAGCCCGCCCATTAGT Cre07.g341251 GGAGGCGGAGGTATGCGACACACCCAGTACTG GGTTCCACCACCACCTGCCTTCTGCTGCCGCAG
Cre07.g341300 GGAGGCGGAGGTATGTATAGCAACGGTTATGTGGG GGTTCCACCACCACCTCAGCCGTAGATGGTATACTCG Cre07.g341550 GGAGGCGGAGGTATGCCTCTTACTCCCACCG GGTTCCACCACCACCGGGCTTGACGAGGTCGG
Cre07.g341551 GGAGGCGGAGGTATGCAGAAGTACCCTTCGTTC GGTTCCACCACCACCCACCACAGACTGGTCCGA Cre07.g341552 GGAGGCGGAGGTATGGTCAAAGGTGTGCTTGC GGTTCCACCACCACCGGAGTCGGCCGAGTCG
Cre07.g341554 GGAGGCGGAGGTATGACGCCGACCCACGG GGTTCCACCACCACCGGGTGAGGCCGGTGGC Cre07.g341556 GGAGGCGGAGGTATGGCTCCACAGTTAGCCG GGTTCCACCACCACCGGCGCTAGCATGCCGT
Cre07.g341600 GGAGGCGGAGGTATGCAGCTCCTATCCTCTCG GGTTCCACCACCACCCTCCTCAGAGCTAGCCGC Cre07.g341650 GGAGGCGGAGGTATGAGCAAGATAACGGGGGG GGTTCCACCACCACCCCTCTTGGTTGACCCGAATCC
Cre07.g341750 GGAGGCGGAGGTATGCCAGCTGCGGACG GGTTCCACCACCACCGCTGCTGGTGTTATGACTACT Cre07.g341800 GGAGGCGGAGGTATGGAGGCACAAATAGAGAAGCC GGTTCCACCACCACCTCACGGCAGCGCGTCG
Cre07.g341850 GGAGGCGGAGGTATGGTCGCGCACACGCTTATC GGTTCCACCACCACCCGCCAGCGTGCTGACGTC Cre07.g341925 GGAGGCGGAGGTATGGCGCTGGAGGCGG GGTTCCACCACCACCGCTCTGCGCAAATCCCGC
Cre07.g341952 GGAGGCGGAGGTATGGCTGCATCTGCCATTG GGTTCCACCACCACCTGCGTCGTGGGCTGGT Cre07.g342000 GGAGGCGGAGGTATGGCAGCTGCTGACGATCG GGTTCCACCACCACCCCGCCACCGCACCACC
Cre07.g342050 GGAGGCGGAGGTATGGCGCCAAAGAAGCGC GGTTCCACCACCACCCAGCGTGGCGTTGAGCTC Cre07.g342052 GGAGGCGGAGGTATGGCTACTGCCCCTCCC GGTTCCACCACCACCCGCCGCTGCGGCTTTC
Cre07.g342100 GGAGGCGGAGGTATGTACGCGGCGCCGC GGTTCCACCACCACCCAGGCGGCTCTGCTTTGAC Cre07.g342150 GGAGGCGGAGGTATGCAGACCACTATGCAGCA GGTTCCACCACCACCCTGCTTGCCCGCCAGC
Cre07.g342200 GGAGGCGGAGGTATGGCTTTCTTTCAGCAGCCC GGTTCCACCACCACCGTCGCGCAGCTTGAGGAACATC Cre07.g342250 GGAGGCGGAGGTATGAGCTCGGGCCCAC GGTTCCACCACCACCCGACTTGGAGACCAGCAC
Cre07.g342350 GGAGGCGGAGGTATGGGGGACCAGGTCCT GGTTCCACCACCACCCTTGCTGCTGCGTGCG Cre07.g342352 GGAGGCGGAGGTATGAGCGGCTACGGGACTAT GGTTCCACCACCACCCCGGGCCTCAAACTGCAC
Cre07.g342400 GGAGGCGGAGGTATGAAATCACCAATTGAGCGTG GGTTCCACCACCACCTCACAGCAGGCTCTCCAG Cre07.g342402 GGAGGCGGAGGTATGGACATGCGGTCACCC GGTTCCACCACCACCTCAACTTAAATGCCTAGTAGCGA
Cre07.g342550 GGAGGCGGAGGTATGCCCAGCGCCTCGC GGTTCCACCACCACCCCGCACCATTACTCCGGC Cre07.g342551 GGAGGCGGAGGTATGGGCGATGCGCCCG GGTTCCACCACCACCGGGTGCTAGAGCGCGTG
Cre07.g342552 GGAGGCGGAGGTATGGGGGCAGGCTGGA GGTTCCACCACCACCCCACTCCGAGCCCACC Cre07.g342600 GGAGGCGGAGGTATGGCTGCTTTTAGCATGGC GGTTCCACCACCACCTCACCGGCGGCCCTTT
Cre07.g342650 GGAGGCGGAGGTATGCTAAGCCTGGGTAGCTTG GGTTCCACCACCACCTGCCTTCTTTACCCCTGCTTG Cre07.g342700 GGAGGCGGAGGTATGTTGCAGCAGAATGCCG GGTTCCACCACCACCCAACAACTCATTGCCACTGTTC
Cre07.g342750 GGAGGCGGAGGTATGGCGCCGCTCGGTGTTCTTA GGTTCCACCACCACCCTGCACCACCACCAGCCT Cre07.g342800 GGAGGCGGAGGTATGTGCCGCGCTGCTG GGTTCCACCACCACCCTGGTTGGCCCCCGCA
Cre07.g342850 GGAGGCGGAGGTATGGTGCACGAGCTTCAG GGTTCCACCACCACCCGCCTTCAGACTCGCCT Cre07.g342900 GGAGGCGGAGGTATGCAGCGACATCGCGG GGTTCCACCACCACCCAGCCCCTGCCCCCTC
Cre07.g342920 GGAGGCGGAGGTATGGCTACTGCGCAGACG GGTTCCACCACCACCTTGCGGCCAGTCGCCC Cre07.g342950 GGAGGCGGAGGTATGCGCGACGAGGTTG GGTTCCACCACCACCCTACAAGATGGGGTACTCATACTC
Cre07.g343050 GGAGGCGGAGGTATGGCCGAACCTGCTTCC GGTTCCACCACCACCGTGGATGTGCGGCTTGA Cre07.g343101 GGAGGCGGAGGTATGGCTCCCGAGGGTG GGTTCCACCACCACCGAGGAACATGGCAGCGAA
Cre07.g343250 GGAGGCGGAGGTATGCCACCTAGACGGGCT GGTTCCACCACCACCCGCCTTCTTCAGCCCTGC Cre07.g343250 GGAGGCGGAGGTATGCCACCTAGACGGGC GGTTCCACCACCACCCGCCTTCTTCAGCCCTG
Cre07.g343300 GGAGGCGGAGGTATGCCACCTAGACGGGCT GGTTCCACCACCACCTGCCTTCTTCAGCCCTGC Cre07.g343433 GGAGGCGGAGGTATGGACAGATTGACAGAGTGGG GGTTCCACCACCACCGCACGAGTAGGGATGGCAC
Cre07.g343466 GGAGGCGGAGGTATGAAGCTAAGAGAACTGCTGAG GGTTCCACCACCACCCCGAAACCGGGTTGTCACAT Cre07.g343500 GGAGGCGGAGGTATGATTGGGGTCGCGGACTT GGTTCCACCACCACCTGCCTCCTTCAGCGCTGC
Cre07.g343534 GGAGGCGGAGGTATGAACATTATCAGCAATACCGGG GGTTCCACCACCACCTCATGCCTTCTTCAGCGC Cre07.g343567 GGAGGCGGAGGTATGAACATTATCAGCAATACCGGG GGTTCCACCACCACCTGCCTTCTTCAGCGCTGC
Cre07.g343600 GGAGGCGGAGGTATGCAATCAAGCGGGATCTG GGTTCCACCACCACCTGCCTTCTTCAGCGCTG Cre07.g343626 GGAGGCGGAGGTATGACGGACGCGGGTC GGTTCCACCACCACCTTAACGCCGCCCCTCC
Cre07.g343650 GGAGGCGGAGGTATGCCACCTAGACGGGC GGTTCCACCACCACCTGCCTCCTTCAGCGCT Cre07.g343700 GGAGGCGGAGGTATGGCGCTCCGGCTCTTC GGTTCCACCACCACCGATGTCCAGCAGCAGGCG
Cre07.g343750 GGAGGCGGAGGTATGCTGCTGGCCTTGCAG GGTTCCACCACCACCGGTCTGTCCTGCAGCCGC Cre07.g343789 GGAGGCGGAGGTATGCTAGTCCGCGTCATCA GGTTCCACCACCACCCTGTAAGCCCTGGTCCCA
Cre07.g343800 GGAGGCGGAGGTATGGGCGGCCCAATTATTG GGTTCCACCACCACCGGCAATGGCGATGCCC Cre07.g343850 GGAGGCGGAGGTATGGCGCAAGCTTGGC GGTTCCACCACCACCGTCGTTGTAGTTGTCGAGTCC
Cre07.g343900 GGAGGCGGAGGTATGCAGCCGCCAAACAG GGTTCCACCACCACCCTTGGTGCCGCCAGGG Cre07.g343933 GGAGGCGGAGGTATGCTCGATGAGGGCGG GGTTCCACCACCACCGTTGGGCAGTTGGGCG
Cre07.g344000 GGAGGCGGAGGTATGCGACAACAAGTAGAGTCTG GGTTCCACCACCACCCTACCAGGGCTGCAGCC Cre07.g344100 GGAGGCGGAGGTATGGTAGGCGGCGAGG GGTTCCACCACCACCGAACCACACCGCCGGG
Cre07.g344150 GGAGGCGGAGGTATGCAAGCTGCGCCGA GGTTCCACCACCACCGTAGTAGACGGTGAGGGTGC Cre07.g344172 GGAGGCGGAGGTATGCCTGCGTCCAAGGAAA GGTTCCACCACCACCTCAGTCCACGCCGGCG
Cre07.g344186 GGAGGCGGAGGTATGCCTGCGTCCAAGGA GGTTCCACCACCACCGCTTCGGCAGTGCTTCC Cre07.g344200 GGAGGCGGAGGTATGGTGGTTGCTGGGGTG GGTTCCACCACCACCGTGCCACGCGCTGTGG
Cre07.g344250 GGAGGCGGAGGTATGAACTGGGACCTGTCAAAGC GGTTCCACCACCACCCTCGGCGTCCAGCTGCCG Cre07.g344260 GGAGGCGGAGGTATGGCATCCGTCATCAGGC GGTTCCACCACCACCGAGAGTACCGTCTGCTGAAGC
Cre07.g344300 GGAGGCGGAGGTATGCAGATGCCACACGGAGC GGTTCCACCACCACCTTACGCGCGGGAGCGC Cre07.g344350 GGAGGCGGAGGTATGGCCGTTGTCAGGTTCG GGTTCCACCACCACCAGATGACGAGGCAGCCTTG
Cre07.g344400 GGAGGCGGAGGTATGATGCTGCACGCTACTGC GGTTCCACCACCACCTGCGCTGTTGGCCCACTT Cre07.g344450 GGAGGCGGAGGTATGGCTGCGACAAGCCC GGTTCCACCACCACCTCGCCGGCCCTTGTTG
Cre07.g344500 GGAGGCGGAGGTATGGTACTCGTGATGATGTTCC GGTTCCACCACCACCTCACTTGCGCCGCTTC Cre07.g344550 GGAGGCGGAGGTATGATGCTGAGCACCAAGTTG GGTTCCACCACCACCAGACGAGGCCCACTTGACGTAG
Cre07.g344634 GGAGGCGGAGGTATGGCGCCAAAGAAGGCG GGTTCCACCACCACCGCGGCCCATCACGGCC Cre07.g344668 GGAGGCGGAGGTATGCAGCGACAGCTCTCA GGTTCCACCACCACCGTTGGAGGACGGTTCCCG
Cre07.g344702 GGAGGCGGAGGTATGACGGCTCTGCATTACG GGTTCCACCACCACCTGTCGTCGCCCACAGC Cre07.g344771 GGAGGCGGAGGTATGACGAGTATACCTGCACTCG GGTTCCACCACCACCTCATGCCTTCTCTACTCCTGC
Cre07.g344850 GGAGGCGGAGGTATGGCCTCCGAGAGCAC GGTTCCACCACCACCTCATGCCGCCACCGTC Cre07.g344950 GGAGGCGGAGGTATGATCGCTGCTAAGAGCCAG GGTTCCACCACCACCGGCGGAGCCCAGGGTCTC
Cre07.g345000 GGAGGCGGAGGTATGCAAACAGAGCCCCAG GGTTCCACCACCACCCATTGCCACGCACCCC Cre07.g345031 GGAGGCGGAGGTATGACCTACTACACCATTGCAG GGTTCCACCACCACCTCAGCAGACGGGGTCC
Cre07.g345050 GGAGGCGGAGGTATGCACTACCCGGGCATG GGTTCCACCACCACCCATGGAGCCGTCGCCGTG Cre07.g345100 GGAGGCGGAGGTATGGCTTCGCGATGCTTCTG GGTTCCACCACCACCGTCGGCCTGCGCCAGC
Cre07.g345150 GGAGGCGGAGGTATGGAGTTCGACTTTGCGTC GGTTCCACCACCACCCCACACCAGGCAGTCCG Cre07.g345200 GGAGGCGGAGGTATGGCAGTGCGGCCTGC GGTTCCACCACCACCCGGCGCCTCGAGCACC
Cre07.g345250 GGAGGCGGAGGTATGCGTGAAGCTGGCAGAGATT GGTTCCACCACCACCTGCCTTCTCTGCCCCTGCCTTA Cre07.g345250 GGAGGCGGAGGTATGCGTGAAGCTGGCAG GGTTCCACCACCACCTGCCTTCTCTGCCCCTG
Cre07.g345300 GGAGGCGGAGGTATGAGCGGTCCGGACTTGG GGTTCCACCACCACCCTACGCCGCTGGCCGC Cre07.g345350 GGAGGCGGAGGTATGACCCAGGGACCGC GGTTCCACCACCACCGTTTCCTGACTGCGTGAGAA
Cre07.g345400 GGAGGCGGAGGTATGGCGCCCAAGAAGAAGGAAG GGTTCCACCACCACCCGCCATGCCCCTCAGCTC Cre07.g345400 GGAGGCGGAGGTATGGCGCCCAAGAAGAAG GGTTCCACCACCACCCGCCATGCCCCTCAGC
Cre07.g345500 GGAGGCGGAGGTATGCTATCAGCTTCTCGTCAAG GGTTCCACCACCACCTCACCCCGCCAATGCG Cre07.g345524 GGAGGCGGAGGTATGCCAGAAACAAGGGCC GGTTCCACCACCACCCTACAGTGGCGGCGGC
Cre07.g345600 GGAGGCGGAGGTATGCCGGAAACAAGGGCC GGTTCCACCACCACCCCTCCACTCCACAAACAACTCT Cre07.g345650 GGAGGCGGAGGTATGGTAGTCGACCTGGGAAT GGTTCCACCACCACCCATCCACCAGTGGCGTC
Cre07.g345700 GGAGGCGGAGGTATGACAGGACGGCGAGCACTTA GGTTCCACCACCACCCCGCCCAGCTGCTACTGC Cre07.g345750 GGAGGCGGAGGTATGACAGCTGGTGGCCT GGTTCCACCACCACCCAGCCATTTCTCCAGTAGGG
Cre07.g345800 GGAGGCGGAGGTATGGCCAGCCTTCAGGA GGTTCCACCACCACCGCAGTGCACAGGCGAT Cre07.g345850 GGAGGCGGAGGTATGCCCTGGTCGCTCG GGTTCCACCACCACCCTACCGCAGGCGCTGG
Cre07.g345950 GGAGGCGGAGGTATGGTGGGCTCCCGGC GGTTCCACCACCACCGCAGCAGGTGTCGGCC Cre07.g346050 GGAGGCGGAGGTATGCAGACCACCCTGAAGC GGTTCCACCACCACCGTAGGCCAGGTTGCGAGA
Cre07.g346100 GGAGGCGGAGGTATGGCACGGCAGGTGGTC GGTTCCACCACCACCCCCTACCAACGGCGACGC Cre07.g346150 GGAGGCGGAGGTATGGAAACTGGAGCTGCAGC GGTTCCACCACCACCCCGCTTCTTCCGGTCCTTG
Cre07.g346150 GGAGGCGGAGGTATGGAAACTGGAGCTGCAG GGTTCCACCACCACCCCGCTTCTTCCGGTCCT Cre07.g346200 GGAGGCGGAGGTATGCCAGAAGGTAGTGGCA GGTTCCACCACCACCCTGCACGGGGTGTACGC
Cre07.g346250 GGAGGCGGAGGTATGCGTGCGACGGTTC GGTTCCACCACCACCGTTCCGCAGCCACTCG Cre07.g346317 GGAGGCGGAGGTATGCTCAAGTCCCAGGC GGTTCCACCACCACCCTAGGCCAGCCCCTGC
Cre07.g346317 GGAGGCGGAGGTATGACAATAACAAGCATGGTGG GGTTCCACCACCACCAGCACTGTGTGTGTGTGT Cre07.g346317 GGAGGCGGAGGTATGGTGGAGTTGTTGACGG GGTTCCACCACCACCCTAGGCCAGCCCCTGC
Cre07.g346350 GGAGGCGGAGGTATGTTTCTGCGCCACGC GGTTCCACCACCACCCTCAGTGCTCGCCGCC Cre07.g346400 GGAGGCGGAGGTATGACCACAGAAGCCGATCG GGTTCCACCACCACCACTGCGGGTGGCATACA
Cre07.g346418 GGAGGCGGAGGTATGCCACCTTCTAAGAAGAAGG GGTTCCACCACCACCTCACACCTTGCTAGCCGC Cre07.g346450 GGAGGCGGAGGTATGCAAGTCTGTAGCGGC GGTTCCACCACCACCCTGCGCCTTGATCCGG
Cre07.g346500 GGAGGCGGAGGTATGACGCTGACGCAGATTGG GGTTCCACCACCACCTAGCTGCCACGCCGCC Cre07.g346525 GGAGGCGGAGGTATGAGCATTTCTGTGTTATCAGCA GGTTCCACCACCACCTCACTTTGTGGTCGCGTG
Cre07.g346550 GGAGGCGGAGGTATGCGCTGCTGCCTGT GGTTCCACCACCACCCCTCAGCAGCGGAGCC Cre07.g346650 GGAGGCGGAGGTATGCGCGCTGCCATTC GGTTCCACCACCACCTTACGCACGCACGCCC
Cre07.g346672 GGAGGCGGAGGTATGAGCAAGCTGCGGGG GGTTCCACCACCACCTCAGATATTGTACACTTGCGGAG Cre07.g346698 GGAGGCGGAGGTATGTGGGCTGGGCCCTA GGTTCCACCACCACCAGCGTCCGGATCCTCG
Cre07.g346750 GGAGGCGGAGGTATGCCTGCGAGAGGCT GGTTCCACCACCACCCTCATCAGCCAGCACCAC Cre07.g346800 GGAGGCGGAGGTATGCAGACCACTCAACGC GGTTCCACCACCACCCTTCGTGCCCGCTTTCG
Cre07.g346850 GGAGGCGGAGGTATGGGCCACGGCGGTG GGTTCCACCACCACCCTTGGGCAGCTGCTTGCG Cre07.g346900 GGAGGCGGAGGTATGGCCTGGTACCTCGC GGTTCCACCACCACCCTTGGGCAGCTGCTTGC
Cre07.g346917 GGAGGCGGAGGTATGACTGAATTGCCCGCG GGTTCCACCACCACCACTGTGGAGCCATTGTAGCA Cre07.g346950 GGAGGCGGAGGTATGGGCCACGGCGGTG GGTTCCACCACCACCCTTGGGCAGCTGCTTGCG
Cre07.g347000 GGAGGCGGAGGTATGTTGGCGTTCGCATTCC GGTTCCACCACCACCAAGTGGATCCAGCGCACG Cre07.g347050 GGAGGCGGAGGTATGTCCTCAACATATCAGAAGCC GGTTCCACCACCACCTCACGCCTCCTCGTCC
Cre07.g347100 GGAGGCGGAGGTATGGACAGCTTGCAGAACGT GGTTCCACCACCACCAAGCTTGACGCCCGCCCG Cre07.g347150 GGAGGCGGAGGTATGTCGACCAAAGTTCTGTGC GGTTCCACCACCACCCTCGTACACGAACTCGTGTG
Cre07.g347200 GGAGGCGGAGGTATGGCCACAGTGGCGT GGTTCCACCACCACCGTAAAGGTGGGAAGGCTCCC Cre07.g347250 GGAGGCGGAGGTATGGAGGACGATCTGTATGGTG GGTTCCACCACCACCGCGTATCCGCTTGATGAAGC
Cre07.g347300 GGAGGCGGAGGTATGGCGGCCCCAGAAG GGTTCCACCACCACCGTAAAGGTGGGAAGGCTCCC Cre07.g347350 GGAGGCGGAGGTATGGAGGACGATCTGTATGGT GGTTCCACCACCACCTCACGCCCTCACACCC
Cre07.g347400 GGAGGCGGAGGTATGGCGGCCCCAGAAG GGTTCCACCACCACCCTCCGCTAACGTCACGAAC Cre07.g347450 GGAGGCGGAGGTATGCAGGCCTTGATCAAAGACG GGTTCCACCACCACCTTTGTCCTGCTGCGATGACG
Cre07.g347500 GGAGGCGGAGGTATGCTTCGCTGGGGGC GGTTCCACCACCACCCTATTGCGCCGCCGCG Cre07.g347550 GGAGGCGGAGGTATGGCAGCCACCCCAGA GGTTCCACCACCACCCACGCCCGCAGACCCG
Cre07.g347650 GGAGGCGGAGGTATGAGGCGCCAGGCCC GGTTCCACCACCACCCTTCTCGACAGGGGTCACTG Cre07.g347750 GGAGGCGGAGGTATGCTGTTTGCGAGCTCC GGTTCCACCACCACCTGGGTTGTGCGCCCAG
Cre07.g347800 GGAGGCGGAGGTATGTCGAAAACCAAGGATTCCT GGTTCCACCACCACCCTATTTACTCGCGGCCCC Cre07.g347850 GGAGGCGGAGGTATGCAATTCTGCCTTGAACGC GGTTCCACCACCACCCACCAGCAGGTCCCCAGGTA
Cre07.g347900 GGAGGCGGAGGTATGGCGTCGCACCTCCATTCAA GGTTCCACCACCACCCTTGGTACTACGCTTGGGGTAG Cre07.g347950 GGAGGCGGAGGTATGCAAGTGTTTGACGTGCT GGTTCCACCACCACCGCACATCCCCTCCTCCA
Cre07.g348010 GGAGGCGGAGGTATGCATGGGTTTGCAACCT GGTTCCACCACCACCCTGCACGGGGTGTACGC Cre07.g348040 GGAGGCGGAGGTATGGGCTACGCACAAACGC GGTTCCACCACCACCCCGCCCCACACCCTCG
Cre07.g348200 GGAGGCGGAGGTATGGTCCAGAATGAGGACCC GGTTCCACCACCACCTCAGGCCTCGAGCGGC Cre07.g348250 GGAGGCGGAGGTATGGCTCCGCCGGCCAAG GGTTCCACCACCACCCAGCCAGTCGTCGTCGCC
Cre07.g348300 GGAGGCGGAGGTATGACGTCATCGGAACTGC GGTTCCACCACCACCTGGGTCGTTGAGCAGGC Cre07.g348350 GGAGGCGGAGGTATGAATGCTGCAAAGCCTTG GGTTCCACCACCACCCTAGCACGCAGCCACC
Cre07.g348400 GGAGGCGGAGGTATGAAGCGACTTGACGTGC GGTTCCACCACCACCGGGGTCATTGACGTAGGCT Cre07.g348450 GGAGGCGGAGGTATGTGTCAACGCACACTTAGA GGTTCCACCACCACCTTACGCCGCCATCGCC
Cre07.g348500 GGAGGCGGAGGTATGCAAGGAGCGCTGCG GGTTCCACCACCACCCAGCCCGCGCAGCAGG Cre07.g348550 GGAGGCGGAGGTATGGCGGGTATACATGATGGAG GGTTCCACCACCACCCGGGTCCTTGACGTTGCC
Cre07.g348600 GGAGGCGGAGGTATGGAGCGAGTTTGCAGCCATC GGTTCCACCACCACCCTTGCGCGCCAGCTTCTG Cre07.g348650 GGAGGCGGAGGTATGCGTCACCTAAGAACAGG GGTTCCACCACCACCTCACTCCAGAGCCGCC
Cre07.g348700 GGAGGCGGAGGTATGGTCAAGACGAAGGGCG GGTTCCACCACCACCATCAAAAGCTCCCAGGTCCG Cre07.g348750 GGAGGCGGAGGTATGCCGCTAACCCTCACAC GGTTCCACCACCACCAACAAATGCCTCCCGCCC
Cre07.g348800 GGAGGCGGAGGTATGATGCCATCACTGAAGAACC GGTTCCACCACCACCTTACCCGACTGGGGAAGG Cre07.g348850 GGAGGCGGAGGTATGCTGCGGCGCGTGGCACAAT GGTTCCACCACCACCGGACCGCTTGCCGCCGCC
Cre07.g348900 GGAGGCGGAGGTATGGACGAAAAGAAAAATGCCT GGTTCCACCACCACCCCCGCTACCCTTGTCCATG Cre07.g348951 GGAGGCGGAGGTATGGCAGACGCAGGCGT GGTTCCACCACCACCAGTGTGCTGCCGCCGC
Cre07.g349000 GGAGGCGGAGGTATGGTTGCCTGTGACGCAAC GGTTCCACCACCACCACCCCACGGCCCCGAC Cre07.g349050 GGAGGCGGAGGTATGGCGCCGAGCGCAG GGTTCCACCACCACCGTTCTCCTTCAGGCTGCGC
Cre07.g349100 GGAGGCGGAGGTATGGCTGACGCGGCGG GGTTCCACCACCACCCTCCACACCCGCCGCA Cre07.g349119 GGAGGCGGAGGTATGCTGGTGTCATTGGTGTC GGTTCCACCACCACCCGCGTGGGCCCTACTG
Cre07.g349137 GGAGGCGGAGGTATGACCACGCGCGAGAC GGTTCCACCACCACCGCGCCGGTTACGGCCA Cre07.g349167 GGAGGCGGAGGTATGGCTCGAAGGAATCTGGT GGTTCCACCACCACCCGCACAGATGCCGGAG
Cre07.g349200 GGAGGCGGAGGTATGGCCCCGAAGTTTAACG GGTTCCACCACCACCCTTCTTGGTGGTAGCGGTAG Cre07.g349250 GGAGGCGGAGGTATGAGGCCGGCTTCGT GGTTCCACCACCACCCAGCTCGGCATGCTGATC
Cre07.g349350 GGAGGCGGAGGTATGTCGTCTGCTCTCCGT GGTTCCACCACCACCCGCCTTGAGCTTGCTCTG Cre07.g349400 GGAGGCGGAGGTATGCAGAGAGCGGCAGA GGTTCCACCACCACCCGTCTTCTGCTTCTTCGGC
Cre07.g349450 GGAGGCGGAGGTATGAACCTTGACGCGAACTC GGTTCCACCACCACCCTTGCGATGGCTAGCGC Cre07.g349540 GGAGGCGGAGGTATGCTTAGCTGCGGTCGTT GGTTCCACCACCACCCTAAACGCCGCCGCGC
Cre07.g349600 GGAGGCGGAGGTATGCTCAGCCGCGCAGCTTTG GGTTCCACCACCACCTTTCATCTTGGCCGCGAAGG Cre07.g349650 GGAGGCGGAGGTATGCTGGTTCAAGAGAGCATGG GGTTCCACCACCACCCAGCTCCTCCCTGCCCCC
Cre07.g349700 GGAGGCGGAGGTATGATGCTTTCTCGCGCACC GGTTCCACCACCACCGAACCAGTTGACGGCAGAGAA Cre07.g349750 GGAGGCGGAGGTATGCAGAAGTCTTTCCCTTGC GGTTCCACCACCACCTTACAAGCGGCGCAGG
Cre07.g349850 GGAGGCGGAGGTATGTCGGATAATGAGGAAGAATGGA GGTTCCACCACCACCATCGTCCTCATCCTCGTCGTC Cre07.g349900 GGAGGCGGAGGTATGGCAGGGGCAGCGGAC GGTTCCACCACCACCCAGCGCCGCTCCGGCAAAC
Cre07.g349950 GGAGGCGGAGGTATGTCCAATCCAAATTTTATAACGCC GGTTCCACCACCACCCAAGGTCATCACGGGCAGC Cre07.g350050 GGAGGCGGAGGTATGGCTGAGCGACTGATAGTG GGTTCCACCACCACCTAGCTCCTGCTGCTGCTG
Cre07.g350200 GGAGGCGGAGGTATGGTTGTCAGCGCGG GGTTCCACCACCACCGTCGTAGTTCTTGTCACGCT Cre07.g350250 GGAGGCGGAGGTATGGTTGTCAGCGCGGC GGTTCCACCACCACCCGGCTGGTGGTCCGGC
Cre07.g350300 GGAGGCGGAGGTATGCAGCTAGCGGCGG GGTTCCACCACCACCGCCCTGCTGCTGCTGG Cre07.g350350 GGAGGCGGAGGTATGGCGCCCACGGATG GGTTCCACCACCACCCGCAGCCAAGTCCTCAG
Cre07.g350400 GGAGGCGGAGGTATGGCGGCACGCGCTTCAAG GGTTCCACCACCACCAAGCACCCCGTGCGCAAG Cre07.g350450 GGAGGCGGAGGTATGGCTAGCTCTTCCTCGCCTA GGTTCCACCACCACCCTCGCAACGTCGGCGATA
Cre07.g350450 GGAGGCGGAGGTATGGCTAGCTCTTCCTCGC GGTTCCACCACCACCCTCGCAACGTCGGCGA Cre07.g350451 GGAGGCGGAGGTATGTTCACCGTCGCAGAC GGTTCCACCACCACCATCCTGACTGAACACTGCAAT
Cre07.g350500 GGAGGCGGAGGTATGCTCGCTTCTCGGCTTC GGTTCCACCACCACCCTTGCTCCCGGCAGCCTG Cre07.g350500 GGAGGCGGAGGTATGCTCGCTTCTCGGCT GGTTCCACCACCACCCTTGCTCCCGGCAGCC
Cre07.g350550 GGAGGCGGAGGTATGGACGCAATAAATGCATCGG GGTTCCACCACCACCCGACGTCCCAGACTTGAAGAAG Cre07.g350600 GGAGGCGGAGGTATGAGTGGGCGTTGGCG GGTTCCACCACCACCCGTCTCTGCCAGCAGC
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Cre07.g350626 GGAGGCGGAGGTATGTGTGCTTGTGCGCA GGTTCCACCACCACCCAGCCGCATTTCCGCC Cre07.g350652 GGAGGCGGAGGTATGTTGACTTGCCATTGTGTTT GGTTCCACCACCACCCTAGGCCCCAGGCAGC
Cre07.g350750 GGAGGCGGAGGTATGGATGAAGAGTGCAGCGCAT GGTTCCACCACCACCCAAGCCCACACGCGGGCC Cre07.g350800 GGAGGCGGAGGTATGGCACTGGCGCCGG GGTTCCACCACCACCGCGCTGCGGCAGTGGT
Cre07.g350850 GGAGGCGGAGGTATGCTGGAGGCCACCG GGTTCCACCACCACCCTTCTTGTTGTTCTGCTGCG Cre07.g350900 GGAGGCGGAGGTATGGGTGGTTGCGTCTCT GGTTCCACCACCACCCGTGCTCTTGCGCAGG
Cre07.g350950 GGAGGCGGAGGTATGTTGTGCATAGCATATTCAAGC GGTTCCACCACCACCCTACTGGCGCTCATCTTCTC Cre07.g350976 GGAGGCGGAGGTATGAGTCTGCTGTGTACTGTATTT GGTTCCACCACCACCCTAAGCATGCCCACATGAAAAG
Cre07.g351100 GGAGGCGGAGGTATGGGGCAAGGATGCAGC GGTTCCACCACCACCAGCACGTACGGAGCCGGC Cre07.g351200 GGAGGCGGAGGTATGGAGCTCCGACGACGA GGTTCCACCACCACCGGGCGCATTGGTTGCCAG
Cre07.g351400 GGAGGCGGAGGTATGGACGAGGCGGATTTTGAC GGTTCCACCACCACCGCGGAAGGTGCGCTTGCC Cre07.g351400 GGAGGCGGAGGTATGGACGAGGCGGATTTTG GGTTCCACCACCACCGCGGAAGGTGCGCTTG
Cre07.g351450 GGAGGCGGAGGTATGGAGTGGGAGAACACGAAG GGTTCCACCACCACCAAACTGCCCGGAGCGACC Cre07.g351450 GGAGGCGGAGGTATGGAGTGGGAGAACACGA GGTTCCACCACCACCAAACTGCCCGGAGCGA
Cre07.g351500 GGAGGCGGAGGTATGCGCGAGTTCTTCGGTT GGTTCCACCACCACCGTCAATAATAATCACGTCATCGGACA Cre07.g351550 GGAGGCGGAGGTATGGACTCGGCAATCAGCG GGTTCCACCACCACCGCCATCCACAGCCATGC
Cre07.g351600 GGAGGCGGAGGTATGTTGGCTTCGGTGGCTG GGTTCCACCACCACCCGCCTTGCGCTTGACGAAG Cre07.g351650 GGAGGCGGAGGTATGTTCAAGAACGCCTTCCAAT GGTTCCACCACCACCCGACTTCTGGATCGGCAGGAAG
Cre07.g351700 GGAGGCGGAGGTATGGCCGACCTCAAGAGC GGTTCCACCACCACCTAGCGCCGGGTACGCG Cre07.g351800 GGAGGCGGAGGTATGAGCGGAGTGCCCAGG GGTTCCACCACCACCTGACCTCTTTCCCTTCTTGCC
Cre07.g351825 GGAGGCGGAGGTATGTCGCTGCTGAGAACTTT GGTTCCACCACCACCATGCTGACTCGAAGGTTCCA Cre07.g351850 GGAGGCGGAGGTATGGGCAGCACATCAGGTG GGTTCCACCACCACCCTGCTGCTGTGCCGAGGG
Cre07.g351900 GGAGGCGGAGGTATGCAGCGGCATTCCTTTCC GGTTCCACCACCACCCTGTCGACCTGAAGCCGG Cre07.g351950 GGAGGCGGAGGTATGACGGCGCCGGAGGCG GGTTCCACCACCACCTGCCCACAACGCGAGCAC
Cre07.g352000 GGAGGCGGAGGTATGGCAATGCCTCGCC GGTTCCACCACCACCGCTGGAGTGGCTGGAGG Cre07.g352075 GGAGGCGGAGGTATGGCTGATGGAACGAAGATAG GGTTCCACCACCACCTTATCGCCAGCAGTTGACTAC
Cre07.g352150 GGAGGCGGAGGTATGCTTGAAGGGAGCCTCA GGTTCCACCACCACCCTCCTGCATCAGCCACTCG Cre07.g352213 GGAGGCGGAGGTATGCCTTTTTGCACATACGAGC GGTTCCACCACCACCTTAGCGCACCACACTGC
Cre07.g352250 GGAGGCGGAGGTATGAGTGCACAAGAATTAACATTT GGTTCCACCACCACCCTACTCCTGCAGCAGCC Cre07.g352251 GGAGGCGGAGGTATGACAAAAACAAGCAAGCGC GGTTCCACCACCACCCTGCTTCTTGCTCTTCCCC
Cre07.g352300 GGAGGCGGAGGTATGCTGCAATCACTAAAATTGTGT GGTTCCACCACCACCCCGCTGCTTCTCGGAGTC Cre07.g352350 GGAGGCGGAGGTATGCAGCGGAGATGGAGC GGTTCCACCACCACCGTAGCTGTAGCGCTCCACC
Cre07.g352400 GGAGGCGGAGGTATGAAGAAGCTGTTTGGGCA GGTTCCACCACCACCCACCAGCGACTCACCAGC Cre07.g352450 GGAGGCGGAGGTATGCTACGGGTTGGCGCC GGTTCCACCACCACCCAGCGGCTCCACAACCTT
Cre07.g352550 GGAGGCGGAGGTATGGGCCACGATAGCGAC GGTTCCACCACCACCCTTCTGCGCGGGGTCCCAG Cre07.g352600 GGAGGCGGAGGTATGGCAGCCCAGAATGCAAA GGTTCCACCACCACCACCCCTCCCCACCGCC
Cre07.g352650 GGAGGCGGAGGTATGTCGGATAAAGAAGGTAGCGC GGTTCCACCACCACCCTACGGCACACGCGGC Cre07.g352750 GGAGGCGGAGGTATGCGTCGGTCCGGGC GGTTCCACCACCACCGTAGATGATGAGCTTGGCGCG
Cre07.g352800 GGAGGCGGAGGTATGGCTGCTGCGTCAGCCTTG GGTTCCACCACCACCCATAACCGGGGGCCGCTT Cre07.g352850 GGAGGCGGAGGTATGCTGGCCCTCTCCTC GGTTCCACCACCACCCTCCGACTTCTCCTCAGTCT
Cre07.g352950 GGAGGCGGAGGTATGGCGCGTGACCGCG GGTTCCACCACCACCCACGCGCCTTGCCCTC Cre07.g352976 GGAGGCGGAGGTATGGCTGCCCCACGCC GGTTCCACCACCACCCGCCGGGTCGCTCACC
Cre07.g353050 GGAGGCGGAGGTATGGAGACGCACTTGGGC GGTTCCACCACCACCAAACTCGTAGTCTCCGGCG Cre07.g353100 GGAGGCGGAGGTATGTGCTATCTACACTATCGCC GGTTCCACCACCACCCTACCCATCGAAGTCGCAG
Cre07.g353150 GGAGGCGGAGGTATGTCGCAAGCCTCGGG GGTTCCACCACCACCCATCTCCTCCTCCTCGTCC Cre07.g353200 GGAGGCGGAGGTATGGACGCCGCCGACG GGTTCCACCACCACCCTCCCGTGGCTTCCGC
Cre07.g353230 GGAGGCGGAGGTATGAGGCAAAGCGTCCGTAG GGTTCCACCACCACCCAACCCGTCCGCCAGCTC Cre07.g353250 GGAGGCGGAGGTATGATCGACGCCGACTGC GGTTCCACCACCACCTTAGAGCGCGCGCACC
Cre07.g353300 GGAGGCGGAGGTATGGCCAGCGAGGCCGCAG GGTTCCACCACCACCGCCTGCCTTGGCCGCAGC Cre07.g353325 GGAGGCGGAGGTATGTGGCAACTATCTGCCCG GGTTCCACCACCACCGCGATTGCCGCACATCC
Cre07.g353350 GGAGGCGGAGGTATGGATGCCGCTAGGGGC GGTTCCACCACCACCCCGCTGATACTGCTGCTGC Cre07.g353400 GGAGGCGGAGGTATGTCGCCTCGGTGCTACC GGTTCCACCACCACCCGCCGGCGTTTGCTGC
Cre07.g353450 GGAGGCGGAGGTATGCAGCGCCTCGAGGTG GGTTCCACCACCACCCTTGCCGCGCAGCTTGATAAG Cre07.g353500 GGAGGCGGAGGTATGGACTTCATCGAGAGTGCTT GGTTCCACCACCACCCTCATCATCGCCGGCCTC
Cre07.g353500 GGAGGCGGAGGTATGGACTTCATCGAGAGTGCT GGTTCCACCACCACCCTCATCATCGCCGGCCT Cre07.g353550 GGAGGCGGAGGTATGGCTGAGGCTGAGGCT GGTTCCACCACCACCGCTGTCATCCTCCTCCTCGTC
Cre07.g353555 GGAGGCGGAGGTATGAGCTTTCTGGACTATGATCTCG GGTTCCACCACCACCCTTGGCGGGATTCTCGCC Cre07.g353600 GGAGGCGGAGGTATGCACAAGTCTGCTGGC GGTTCCACCACCACCTTAACGGCGGGCGCTG
Cre07.g353650 GGAGGCGGAGGTATGCCGCTGACGCGAG GGTTCCACCACCACCCAAAGCGGGCCCTGGG Cre07.g353700 GGAGGCGGAGGTATGAAGGCACTCTCTGTCCG GGTTCCACCACCACCCGCCACCGCCAGCTTG
Cre07.g353750 GGAGGCGGAGGTATGCGTTCACCTAGGCGC GGTTCCACCACCACCGAGCGCTTGCGTCCAG Cre07.g353837 GGAGGCGGAGGTATGGACAACGACCAGGTCA GGTTCCACCACCACCAGGCATGTGCTTGCGAG
Cre07.g353850 GGAGGCGGAGGTATGCTGGTAGCTCCGGTGT GGTTCCACCACCACCCTTGCCCTCATGGCTCTTGTC Cre07.g353900 GGAGGCGGAGGTATGAACGATCTGCTTCATGAGC GGTTCCACCACCACCTTAATGCATTCGCGCGGTA
Cre07.g353950 GGAGGCGGAGGTATGGGCATCAACGGGCT GGTTCCACCACCACCCCCAGTGGACCTACGACT Cre07.g354000 GGAGGCGGAGGTATGGCGTCAACGGAAGGC GGTTCCACCACCACCGAACTCCTCCACGTCGTCC
Cre07.g354075 GGAGGCGGAGGTATGAGCCGGAGTACCGCC GGTTCCACCACCACCGCTGCTGCGCCCAGGG Cre07.g354100 GGAGGCGGAGGTATGGTGGCGCCGGACTA GGTTCCACCACCACCCTACTGCCCCGCAACGC
Cre07.g354150 GGAGGCGGAGGTATGTCTCACATAACTCATTTGGGC GGTTCCACCACCACCCTACTCCATCTCGACCTCAAGG Cre07.g354200 GGAGGCGGAGGTATGGCGCCAAAGAAGGTTCTTC GGTTCCACCACCACCCATCTTGGCCGCCACGATCTTG
Cre07.g354250 GGAGGCGGAGGTATGCAAGCTGACGACCCC GGTTCCACCACCACCCGTGCAGCACTTCTTAGCAG Cre07.g354301 GGAGGCGGAGGTATGAGCCTCCTCGCTGCA GGTTCCACCACCACCGGAGTGGTTGGGCTTCCAG
Cre07.g354350 GGAGGCGGAGGTATGCAGCGACAGGTCGG GGTTCCACCACCACCTCACAGCTTGCGCCGC Cre07.g354400 GGAGGCGGAGGTATGTCGAACGTATTTGCAAACTG GGTTCCACCACCACCTCATAGCTTGCGCCGC
Cre07.g354450 GGAGGCGGAGGTATGCTGTCGTCCATGCTCC GGTTCCACCACCACCTCACAGCTTGCGCCGC Cre07.g354500 GGAGGCGGAGGTATGACTGGAGAGGGCAAAGGAG GGTTCCACCACCACCAGCGCCCGTGTCCATCAT
Cre07.g354500 GGAGGCGGAGGTATGACTGGAGAGGGCAAAGG GGTTCCACCACCACCAGCGCCCGTGTCCATC Cre07.g354700 GGAGGCGGAGGTATGCTGGCGAGCAGCA GGTTCCACCACCACCCAGCTTCTCGTAGTGCGC
Cre07.g354750 GGAGGCGGAGGTATGACAGCGGGCAACA GGTTCCACCACCACCTCACTTGAGATCATACGAGAAGA Cre07.g354800 GGAGGCGGAGGTATGGCGCTCCGGACCG GGTTCCACCACCACCCTGCCGCCCCTCCTCG
Cre07.g354900 GGAGGCGGAGGTATGGCCACTGCTGCCC GGTTCCACCACCACCCATCTGTTGCCGCTCCAA Cre07.g354976 GGAGGCGGAGGTATGGCTGCGGTGGTCA GGTTCCACCACCACCGTCCTGGCCACTGCCC
Cre07.g355050 GGAGGCGGAGGTATGGGCAACAAGCCATCGGC GGTTCCACCACCACCGCTGTCGCCCGCCACG Cre07.g355100 GGAGGCGGAGGTATGCATGCCCAAGATGAAGTTT GGTTCCACCACCACCCGTCCACACCGCCAACAG
Cre07.g355150 GGAGGCGGAGGTATGTCCTTGTTACGAGCTGGG GGTTCCACCACCACCGGACCAGACGGCCAGGAT Cre07.g355250 GGAGGCGGAGGTATGGCCACAGCCGCTATGAAG GGTTCCACCACCACCCTGCGACATGGGCAGCGG
Cre07.g355300 GGAGGCGGAGGTATGAGCGCTCCAGCAGCA GGTTCCACCACCACCCACATGCTTGTCATGGGGGC Cre07.g355350 GGAGGCGGAGGTATGGTGCTTGAAGTTCAGCCC GGTTCCACCACCACCCTGCCCCTGCCCCTGC
Cre07.g355400 GGAGGCGGAGGTATGCGGGAGCGGGGTGCC GGTTCCACCACCACCCCGCCCAACGCCCGCCTTGAAC Cre07.g355433 GGAGGCGGAGGTATGCTGCTGGAGAACGC GGTTCCACCACCACCTCTCCGGCCGGGAGTG
Cre07.g355500 GGAGGCGGAGGTATGGGTAGACCATTCTATGAGTGG GGTTCCACCACCACCTCAGTAGTCGTCGCTGTCG Cre07.g355550 GGAGGCGGAGGTATGGGAGGTAATGACGAGGCC GGTTCCACCACCACCCGCGGCCAGACCTCTAGG
Cre07.g355600 GGAGGCGGAGGTATGGTGGAGAAGATGCACAC GGTTCCACCACCACCGAGATTACCATCTGCCACCG Cre07.g355650 GGAGGCGGAGGTATGCTGGAGGCGGGGGCAATC GGTTCCACCACCACCTGTCGAGGCAGCACCGGG
Cre07.g355700 GGAGGCGGAGGTATGGCAGACGACATCGAGG GGTTCCACCACCACCGAACTTCATCCACTTCTTCTGTGC Cre07.g355750 GGAGGCGGAGGTATGACAGCGTTAGAATCACAAAGC GGTTCCACCACCACCTTAGGTCTGGCGCGGAC
Cre07.g355800 GGAGGCGGAGGTATGATAGCGGCCACCTCAG GGTTCCACCACCACCTTTACTGTCCTCCTCATCGCTG Cre07.g355850 GGAGGCGGAGGTATGTCGACTTCCGGTCTGCTTT GGTTCCACCACCACCCTCGCGGCCAGGGAGCGG
Cre07.g355950 GGAGGCGGAGGTATGGCTCAAGTCCAGGCG GGTTCCACCACCACCGATCACGTGCATGGTTCCC Cre07.g356000 GGAGGCGGAGGTATGTCGCGCACCTGTTG GGTTCCACCACCACCAGCCTCCAGCTCCATAGC
Cre07.g356050 GGAGGCGGAGGTATGGTTGCAAAGAGCGAGGC GGTTCCACCACCACCCTACCCCAGCCGCGCC Cre07.g356150 GGAGGCGGAGGTATGGGCGGCGCGACTGTG GGTTCCACCACCACCCTGCCCCTTCTTGGCTGC
Cre07.g356200 GGAGGCGGAGGTATGATGCAGTCGTATACGTCTGC GGTTCCACCACCACCGAAGCCCGACATGAAGCCCAT Cre07.g356350 GGAGGCGGAGGTATGCTGCGTGGTGCTGTTTC GGTTCCACCACCACCCGCTTGCAGCGCTGACAG
Cre07.g356400 GGAGGCGGAGGTATGGCGCAAATCACTCCGG GGTTCCACCACCACCATCCTGCACGTACTGGTACTCA Cre07.g356450 GGAGGCGGAGGTATGTCCCTGACGCCCCA GGTTCCACCACCACCAGGCGCCCCTTGCTCC
Cre07.g356600 GGAGGCGGAGGTATGCCGGCAAAGCGCA GGTTCCACCACCACCCTTGCCGCCCTTCTTGG Cre07.g356650 GGAGGCGGAGGTATGCCTCGGCAGCGGG GGTTCCACCACCACCGCCCGAGGTGCCGGTG
Cre07.g356750 GGAGGCGGAGGTATGTCACGGCGGTATGGGA GGTTCCACCACCACCCTACCAGCCGCGCCGG Cre07.g356800 GGAGGCGGAGGTATGCTTCCAGTGTCAGCAGC GGTTCCACCACCACCGCTGCCGCCAGCACAC
Cre07.g356850 GGAGGCGGAGGTATGGCCCCTCGTCGCC GGTTCCACCACCACCCTGCATGCTGCTGGCC Cre07.g356900 GGAGGCGGAGGTATGTTCGGGCATCAGCGTG GGTTCCACCACCACCGCCCGACTCCGCTGGC
Cre07.g356950 GGAGGCGGAGGTATGCCGTTGCTTGCTACTGC GGTTCCACCACCACCCTAGGCGGCGGAGCGG Cre07.g356960 GGAGGCGGAGGTATGGCGGCAAACGCCA GGTTCCACCACCACCTCATGACGCAGCGGCG
Cre07.g356970 GGAGGCGGAGGTATGGAACACAGCGGATTGC GGTTCCACCACCACCAGCCTCCAGCTCCATAGC Cre07.g356980 GGAGGCGGAGGTATGCGCGCCAGGCAGT GGTTCCACCACCACCCGTGATCTCCGTCTGCAGG
Cre07.g357000 GGAGGCGGAGGTATGCACACCACCGCGG GGTTCCACCACCACCGCCACTGGCAGCAGTG Cre07.g357033 GGAGGCGGAGGTATGCCTGGGCGCAGGC GGTTCCACCACCACCGCCGCTTTGCGCGCTG
Cre07.g357100 GGAGGCGGAGGTATGCAACTGCCGCCCT GGTTCCACCACCACCGGCGTCGGTCTGGTCG Cre07.g357150 GGAGGCGGAGGTATGAGCTCCGCAAGCGC GGTTCCACCACCACCCAGGCCCAGCTCCTCG
Cre07.g357157 GGAGGCGGAGGTATGGTCCAGGACAGCATGA GGTTCCACCACCACCCCCCAGCCCAATGTCCG Cre07.g357200 GGAGGCGGAGGTATGAAGATTGCCTGCATCGGT GGTTCCACCACCACCATAGCCCTTGACCAGGAAGGG
Cre07.g357250 GGAGGCGGAGGTATGTCGACAGCGGACGC GGTTCCACCACCACCCGGCTGCCAGCTCAGC Cre07.g357300 GGAGGCGGAGGTATGCTTGCGTCTCGACAAT GGTTCCACCACCACCCTACTGCGGCAGCGAC
Cre07.g357400 GGAGGCGGAGGTATGAAGCTGACTCGCGCG GGTTCCACCACCACCCTCCCCGTGCACCCGG Cre07.g357450 GGAGGCGGAGGTATGTCGACACGGCGAAAATC GGTTCCACCACCACCTCACACCGCCGCCACA
Cre07.g357486 GGAGGCGGAGGTATGCCCGTAGACTCCAATTCC GGTTCCACCACCACCAAATGCCGAGCACGAGAG Cre07.g357500 GGAGGCGGAGGTATGCCTGCTGGCTCAGG GGTTCCACCACCACCCTCTGACATCCCGTCCTCC
Cre07.g357576 GGAGGCGGAGGTATGGCCCCACCACCAC GGTTCCACCACCACCTGCTCGCCAGCAAAGAC Cre07.g357600 GGAGGCGGAGGTATGAGCTTAACAATGGAAGACTG GGTTCCACCACCACCCTATGAGTTCCCAACTAGACCA
Cre07.g357650 GGAGGCGGAGGTATGGCACTTCACAATTCAGCGA GGTTCCACCACCACCGTACAGCTGGTCCGGGATG Cre07.g357700 GGAGGCGGAGGTATGGATAGGAGCGGCTTCA GGTTCCACCACCACCTGCAGCCGCCTTCTTGC
Cre07.g357750 GGAGGCGGAGGTATGTGCCGGGCGTTGTTC GGTTCCACCACCACCCACCGACGGCCCAAAGTC Cre07.g357800 GGAGGCGGAGGTATGCATTTAGCGCAGCCTCA GGTTCCACCACCACCCGAGGGCACCAGGCGC
Cre07.g357850 GGAGGCGGAGGTATGGCCGTGGGTGTTAAGA GGTTCCACCACCACCCTCCTCGTCCTCAGCCTC Cre07.g357876 GGAGGCGGAGGTATGGGTGGGACTACCGC GGTTCCACCACCACCATACCGTAGTGCAGCTAGTTG
Cre07.g357900 GGAGGCGGAGGTATGGCGCTTGCGCCTC GGTTCCACCACCACCAGCGGCCCTCCGTGTG Cre07.g357950 GGAGGCGGAGGTATGGGCGGAGGAACCC GGTTCCACCACCACCTGCCATGGCCGTCACG
Cre07.g358001 GGAGGCGGAGGTATGCAGCACAAGTATCAGATCA GGTTCCACCACCACCTCAACAGGTATTACTGATAGTGGC Cre08.g358100 GGAGGCGGAGGTATGTCAGCAGGTGCCAACG GGTTCCACCACCACCCAGGCCCGTCACGCCA
Cre08.g358126 GGAGGCGGAGGTATGGACTTCTTGACTTTCGCG GGTTCCACCACCACCGCACAGGTCGCTAACCAG Cre08.g358150 GGAGGCGGAGGTATGCTGGCGCTGCACA GGTTCCACCACCACCTGTTGCTTTCATCGCCTTGC
Cre08.g358200 GGAGGCGGAGGTATGACAGAAGCCTTGCCAG GGTTCCACCACCACCCTGCACCACGCACTTGC Cre08.g358250 GGAGGCGGAGGTATGCCTATCACTGCAAGGCC GGTTCCACCACCACCGAACAAACCGGTCTGCATGAG
Cre08.g358326 GGAGGCGGAGGTATGGACAATGTGCATCGGC GGTTCCACCACCACCGCTACTGCGCCGCTTC Cre08.g358350 GGAGGCGGAGGTATGAGCAGCACTGGATCTGG GGTTCCACCACCACCTGCACCTGCCCATGGATC
Cre08.g358400 GGAGGCGGAGGTATGGACTCGCCTTCGCCAT GGTTCCACCACCACCCCCCTGCCATGGTCGAAG Cre08.g358450 GGAGGCGGAGGTATGCGGTACGCCGCCC GGTTCCACCACCACCCTCCACGAGCGGCTCCG
Cre08.g358521 GGAGGCGGAGGTATGCTCGCTTACAACCAGCTC GGTTCCACCACCACCTGCGCGCGCACGCTTA Cre08.g358522 GGAGGCGGAGGTATGGCGCGCCTGCGCCTC GGTTCCACCACCACCGTGGGCCACTGCCGCCTG
Cre08.g358523 GGAGGCGGAGGTATGCAGGGCCTGCAGC GGTTCCACCACCACCCTACCTCGCCCGCCCC Cre08.g358524 GGAGGCGGAGGTATGGTCGCGTTCTCCGG GGTTCCACCACCACCGGGTGTGAGGTAGATGTCGG
Cre08.g358525 GGAGGCGGAGGTATGTTAAACAGCAAGGCACGC GGTTCCACCACCACCGGCCTCTGCCAGCTGCTG Cre08.g358526 GGAGGCGGAGGTATGGCGTCCCTGCTCG GGTTCCACCACCACCGTCCTTCTTCTCGGACTTGTT
Cre08.g358527 GGAGGCGGAGGTATGGGCGTGGCCGACT GGTTCCACCACCACCCTGTTGGCCACAACATCCTG Cre08.g358528 GGAGGCGGAGGTATGCCGCCCAAAAAGAAGGAT GGTTCCACCACCACCCACCTTGAGCGAGCCCCT
Cre08.g358529 GGAGGCGGAGGTATGCCGCACCCGCACCCTAG GGTTCCACCACCACCGTCCAGGATGCGCATGGC Cre08.g358530 GGAGGCGGAGGTATGATACCCCTCGATCCCAGC GGTTCCACCACCACCCCTGCCCCCGCTGCTG
Cre08.g358531 GGAGGCGGAGGTATGGCGCATCCTACGCCCTA GGTTCCACCACCACCCTGCGTCTTGCCCACTGG Cre08.g358532 GGAGGCGGAGGTATGATGGCCCAGGCACAG GGTTCCACCACCACCGTCCTCGCCGCTACTCCC
Cre08.g358534 GGAGGCGGAGGTATGCAGAAGGCGACGATTG GGTTCCACCACCACCCGAGTGCACGGCCACC Cre08.g358535 GGAGGCGGAGGTATGGCCAGCTCCTCGAA GGTTCCACCACCACCTGCGCTCGCCAGAATCC
Cre08.g358536 GGAGGCGGAGGTATGCGCGGCAGCAACA GGTTCCACCACCACCGGATGACGTGGGGTACGC Cre08.g358537 GGAGGCGGAGGTATGTTTGAAAGCGCCGACTA GGTTCCACCACCACCTCACGCCCCCTCCTGC
Cre08.g358538 GGAGGCGGAGGTATGATGCTTAAAGCTGGAAACCG GGTTCCACCACCACCCTTGGTGTTGCTGGTGCTGAA Cre08.g358539 GGAGGCGGAGGTATGGCCGCTTGGGGAC GGTTCCACCACCACCCGCCTGGTCCTTCAGCT
Cre08.g358540 GGAGGCGGAGGTATGATGCTTCAGCAGCGGACAT GGTTCCACCACCACCGGCGAAGCCCTTGCCCTT Cre08.g358541 GGAGGCGGAGGTATGACCTCGCCACCCC GGTTCCACCACCACCGTCTGCGAGCAACCGAC
Cre08.g358544 GGAGGCGGAGGTATGTCCACCTCTAACACTCCG GGTTCCACCACCACCCAAACGCACCATGGCATC Cre08.g358545 GGAGGCGGAGGTATGATGATTGATGAGTCTACTGAC GGTTCCACCACCACCTTAGCACGAGACATCCACA
Cre08.g358546 GGAGGCGGAGGTATGTTGTCTCGGGAGGATGC GGTTCCACCACCACCCTGCCGCTCCTGCTTG Cre08.g358547 GGAGGCGGAGGTATGGACCAGTACGAGCGC GGTTCCACCACCACCCGTGTAGCCGAACTCGG
Cre08.g358548 GGAGGCGGAGGTATGACTGACACAAACACACACG GGTTCCACCACCACCTCACTCGTAGTCGAAGTCCT Cre08.g358549 GGAGGCGGAGGTATGCGTGGTGGCGAGG GGTTCCACCACCACCCTTGATGATGGCCTCGACG
Cre08.g358552 GGAGGCGGAGGTATGGCAAACAGCTGGCTT GGTTCCACCACCACCCATGAGTGCCGCCACG Cre08.g358553 GGAGGCGGAGGTATGACGGACGCCTTCGC GGTTCCACCACCACCGGTGCAGGGCTGCAGC
Cre08.g358554 GGAGGCGGAGGTATGGCCGGACTCCTGGCTAA GGTTCCACCACCACCCACCACCCCCACCACCAC Cre08.g358555 GGAGGCGGAGGTATGCGCGGCGTTGCTAGC GGTTCCACCACCACCATGCTGCCCGCTCGACGC
Cre08.g358556 GGAGGCGGAGGTATGGGCCACAACGACGT GGTTCCACCACCACCCTTGTACTTGACGAAGCCGA Cre08.g358557 GGAGGCGGAGGTATGAAGACCAAGGTCCTAGTCG GGTTCCACCACCACCTCACGCCCGCTTCTTGC
Cre08.g358558 GGAGGCGGAGGTATGAAACTTCAGCTCTTTCGACT GGTTCCACCACCACCTCAATAGTTCCCGGCGCC Cre08.g358559 GGAGGCGGAGGTATGTCCGCAAAGCAGCGC GGTTCCACCACCACCTTTCCCTGGCCCCGCC
Cre08.g358560 GGAGGCGGAGGTATGCCACCGACCCCTTC GGTTCCACCACCACCCAGGCGCATGTCCTGG Cre08.g358561 GGAGGCGGAGGTATGACGCGGTTTAAGAACTGC GGTTCCACCACCACCTGGCCGAATGCCGCTG
Cre08.g358562 GGAGGCGGAGGTATGGCCCTGACCATGCG GGTTCCACCACCACCCGAGAGCTGGGCCAGG Cre08.g358563 GGAGGCGGAGGTATGGCGAGCGGCCTGCAAAAG GGTTCCACCACCACCGCCGCGGCGGCGCGACAG
Cre08.g358563 GGAGGCGGAGGTATGGCGAGCGGCCTGC GGTTCCACCACCACCCACCCTCACCTTGGTGTACAG Cre08.g358564 GGAGGCGGAGGTATGCCTCGCTATTTGCGGG GGTTCCACCACCACCGCTGATGCAGCAGCAGCC
Cre08.g358564 GGAGGCGGAGGTATGCCTCGCTATTTGCGG GGTTCCACCACCACCGCTGATGCAGCAGCAGC Cre08.g358565 GGAGGCGGAGGTATGAGCCCCACCCTCCT GGTTCCACCACCACCCGCGTAGCCCTCCTCA
Cre08.g358567 GGAGGCGGAGGTATGCAATCCCCAGATAGCGATC GGTTCCACCACCACCCTCCCTCTCAAGTACCGTGGT Cre08.g358567 GGAGGCGGAGGTATGCAATCCCCAGATAGCGA GGTTCCACCACCACCCTCCCTCTCAAGTACCGTGG
Cre08.g358568 GGAGGCGGAGGTATGCGTGCGCGCCCAA GGTTCCACCACCACCAAGCTTGTCTGGTACTGCGGC Cre08.g358569 GGAGGCGGAGGTATGAGTGGGTATACGAGCACG GGTTCCACCACCACCCCAGTTGGTGCGGTCTC
Cre08.g358570 GGAGGCGGAGGTATGGCCGGGGGCAACCTATTTA GGTTCCACCACCACCCGCGGGCGCGGTGATGGG Cre08.g358571 GGAGGCGGAGGTATGCCAAAATTGCACTATCGC GGTTCCACCACCACCTCACGGCTCCCTGGCC
Cre08.g358572 GGAGGCGGAGGTATGGCGGCAGGCCCAA GGTTCCACCACCACCTGAAACAAGCCTACCAAACCAAA Cre08.g358573 GGAGGCGGAGGTATGTCAGCATCCTCAATCACAC GGTTCCACCACCACCCTACCGACGCGCACGC
Cre08.g358574 GGAGGCGGAGGTATGTTCATGATGTTAAGCCCGT GGTTCCACCACCACCTTACGCTGACGCCACCC Cre08.g358576 GGAGGCGGAGGTATGGGTAACGAGGTGTCCC GGTTCCACCACCACCCGTCTGCACCACCCGC
Cre08.g358577 GGAGGCGGAGGTATGGGCAACCGTCTGTCC GGTTCCACCACCACCCGTGCTCACCACGCGC Cre08.g358578 GGAGGCGGAGGTATGGTGGGAGACACAGCG GGTTCCACCACCACCTCGCAGCAGCTCAGCC
Cre08.g358580 GGAGGCGGAGGTATGCAGTCGTCTCTTTGTGCC GGTTCCACCACCACCCTTGAGCATCAGCTCGAGCG Cre08.g358580 GGAGGCGGAGGTATGCAGTCGTCTCTTTGTGC GGTTCCACCACCACCCTTGAGCATCAGCTCGAGC
Cre08.g358581 GGAGGCGGAGGTATGCAGGCCAGCCTGC GGTTCCACCACCACCCGTTCCGGACGCTTGG Cre08.g358582 GGAGGCGGAGGTATGCACAAGTGCAACTGCGT GGTTCCACCACCACCGCCGCCGCCCAAGACC
Cre08.g358583 GGAGGCGGAGGTATGGCTCTGCTGTCGCT GGTTCCACCACCACCTCACTCCAAAAACAAGATACGACC Cre08.g358600 GGAGGCGGAGGTATGTTTTGGCCTAGACTAGTGC GGTTCCACCACCACCTCACACCATGCCGATGAGG
Cre08.g358616 GGAGGCGGAGGTATGAGCGCACCAGCCTCC GGTTCCACCACCACCTTACGACGCGGCCGGC Cre08.g358650 GGAGGCGGAGGTATGGCGTGCGCGCCTCAGCTTA GGTTCCACCACCACCCAACCCGCCGCCGCTACC
Cre08.g358700 GGAGGCGGAGGTATGCCCAGGCCACCTGA GGTTCCACCACCACCAGGCCGCCAGCCTGTG Cre08.g358751 GGAGGCGGAGGTATGGATAGTATAGAGCAGCTTCTA GGTTCCACCACCACCCTACTCTGGGTCGTCCAG
Cre08.g358800 GGAGGCGGAGGTATGGGCACGGTGGACGCG GGTTCCACCACCACCGCCGCCGCACTTCTTCTT Cre08.g358900 GGAGGCGGAGGTATGGAGCTATCGCACGTCC GGTTCCACCACCACCCTTCTTTATGAACTCGTCCTTCACG
Cre08.g358950 GGAGGCGGAGGTATGCTCGGTGACCCGAC GGTTCCACCACCACCCTGCAGAGTAGACCACAGTG Cre08.g359000 GGAGGCGGAGGTATGTCGCAGCAACAGCAG GGTTCCACCACCACCCATGGGCGGCAGCAGC
Cre08.g359051 GGAGGCGGAGGTATGGACGAGCACGTGCA GGTTCCACCACCACCCCAGCCCTCGCGCATG Cre08.g359100 GGAGGCGGAGGTATGCCAGCGGGCGACTTG GGTTCCACCACCACCGAACTGCTTACCACGGCACC
Cre08.g359133 GGAGGCGGAGGTATGACTTCTTCCTCTGCTGTTC GGTTCCACCACCACCTCAGGTGAACGGCCTCA Cre08.g359166 GGAGGCGGAGGTATGCAGGTGCCAAAACCTCC GGTTCCACCACCACCTCAACGCGCTCCCGCG
Cre08.g359200 GGAGGCGGAGGTATGAGCTCGTCCACCTCG GGTTCCACCACCACCGCCGTAGTTTGCAACCTGC Cre08.g359250 GGAGGCGGAGGTATGAATCCTAGCATCCAGCTG GGTTCCACCACCACCTTACAGGATCTTGACTGTTTGGAA
Cre08.g359300 GGAGGCGGAGGTATGTCTCGTCACCACCAGC GGTTCCACCACCACCGCAGTTGCTGATCTCCCAG Cre08.g359350 GGAGGCGGAGGTATGCAGGCGCAGATGC GGTTCCACCACCACCCTTGGCGGTCTTGGTCTTG
Cre08.g359400 GGAGGCGGAGGTATGTTCCTGGTCCAGAGGG GGTTCCACCACCACCCGTCCGCACCACGTTG Cre08.g359450 GGAGGCGGAGGTATGGGCAACGTGAGCCTG GGTTCCACCACCACCCTACCCGGCGCCCTCG
Cre08.g359500 GGAGGCGGAGGTATGATTGGGCGCAAGAAACTTC GGTTCCACCACCACCGTGCTTTGTCCTTTTGCCAAGC Cre08.g359550 GGAGGCGGAGGTATGGTAAGGCGCTTGCTC GGTTCCACCACCACCCTGCTGCTGCTGCTGC
Cre08.g359567 GGAGGCGGAGGTATGTGGCGTGACGCTG GGTTCCACCACCACCCTCGAGCCCGGTCAAATC Cre08.g359600 GGAGGCGGAGGTATGAGTCTCCATAATCACCGACG GGTTCCACCACCACCTTACTTGCGGCGTGAGAC
Cre08.g359650 GGAGGCGGAGGTATGGCTGCAGAGCCCT GGTTCCACCACCACCGGCCTCCGCCTTCTCG Cre08.g359700 GGAGGCGGAGGTATGTCGCTCCATGCTGC GGTTCCACCACCACCTTATGCCGTGGCCGCC
Cre08.g359750 GGAGGCGGAGGTATGCCGAAGATAGGATTCTACCG GGTTCCACCACCACCCTCGTCGTCCTCGCCGCC Cre08.g359800 GGAGGCGGAGGTATGATGGGGACCAGCAAGC GGTTCCACCACCACCCGGCTTGATGCGGTACTG
Cre08.g359850 GGAGGCGGAGGTATGGCCGCTAGACCTCC GGTTCCACCACCACCCAAGTGCACCAGAACCTTTG Cre08.g359900 GGAGGCGGAGGTATGCTCAGTCGCGAGTACTG GGTTCCACCACCACCCGAGCTCATCTCGCTGTCC
Cre08.g359950 GGAGGCGGAGGTATGACGAACAAGCCGGC GGTTCCACCACCACCCACGACCACAGGCGCC Cre08.g360001 GGAGGCGGAGGTATGGCGTTGTGTCTTTTCAGT GGTTCCACCACCACCCACCTCAGCCGCACCG
Cre08.g360050 GGAGGCGGAGGTATGGCGGTAACAGAGACCCC GGTTCCACCACCACCATTGGTGTCAATCACAACTAGCG Cre08.g360100 GGAGGCGGAGGTATGATCCCAGAGATGCTTGACC GGTTCCACCACCACCTCACTTGCCGGCTGCC
Cre08.g360150 GGAGGCGGAGGTATGCTTCCGGCGCACC GGTTCCACCACCACCCTACAGCCGCCGCTGC Cre08.g360200 GGAGGCGGAGGTATGTCCGACAGCACGGAGT GGTTCCACCACCACCCGCACGGTTGGCGGGG
Cre08.g360250 GGAGGCGGAGGTATGTCGACATGCAATAACCTATT GGTTCCACCACCACCCTACGAGCGCGCGTTC Cre08.g360300 GGAGGCGGAGGTATGGCCACACAGGTCGCCAAG GGTTCCACCACCACCGGGCGCATCCTCCTCCGG
Cre08.g360350 GGAGGCGGAGGTATGTCTACCGAGACCGCCAA GGTTCCACCACCACCCTTGCGCGGAATGCGCTT Cre08.g360444 GGAGGCGGAGGTATGGATCTATACAAGACAGGCCG GGTTCCACCACCACCTCAGTGTGTACTGCCACGT
Cre08.g360450 GGAGGCGGAGGTATGCCAGGCTTGTGGCA GGTTCCACCACCACCCTCCCGCACGCAGCTG Cre08.g360500 GGAGGCGGAGGTATGGCGGCTGGCTCAAGC GGTTCCACCACCACCCTCCATCTTCTCCTCGCCGTC
Cre08.g360550 GGAGGCGGAGGTATGTGGCGAAGCCGGAAC GGTTCCACCACCACCGGGATGCAGCTTGCAGCC Cre08.g360564 GGAGGCGGAGGTATGCCATGGTCTTCGCGGTTTT GGTTCCACCACCACCCACCGCGTCGCTGCTGCTC
Cre08.g360564 GGAGGCGGAGGTATGCCATGGTCTTCGCGG GGTTCCACCACCACCCACCGCGTCGCTGCTG Cre08.g360600 GGAGGCGGAGGTATGGCGGCCGGATCTG GGTTCCACCACCACCGACCTGCTTGAAGCCCTTG
Cre08.g360650 GGAGGCGGAGGTATGTCTTTCCTTGGATGCGAG GGTTCCACCACCACCCTTCTTGAAGACGGCGGAA Cre08.g360700 GGAGGCGGAGGTATGCAAGACGTAGATATCGGAAT GGTTCCACCACCACCTCACTCACCCACAAGGTCC
Cre08.g360750 GGAGGCGGAGGTATGGATGCGGTGGTGCG GGTTCCACCACCACCCCGCAGGCACTGCAGG Cre08.g360801 GGAGGCGGAGGTATGATGCAACAGACCATTTCCTC GGTTCCACCACCACCCAGCAGGGCACTGGCCAC
Cre08.g360850 GGAGGCGGAGGTATGCTCAGTCGCGCGC GGTTCCACCACCACCAGTAGCAAGCTTCTGCCGC Cre08.g360900 GGAGGCGGAGGTATGGCTGACGCCGCCG GGTTCCACCACCACCCTTGAGCGGGATGAAGCGC
Cre08.g360950 GGAGGCGGAGGTATGCAGACCCAGCTAACGG GGTTCCACCACCACCCTTGCGGCCGGCCTTG Cre08.g361000 GGAGGCGGAGGTATGCGGCCTGCCTCCT GGTTCCACCACCACCTAACGCTTTGTAGCAAGCTCT
Cre08.g361050 GGAGGCGGAGGTATGCTTAAGCAGACGGCTGC GGTTCCACCACCACCCAGCGGCGAACTCGCCGAG Cre08.g361063 GGAGGCGGAGGTATGAGCTACGCGCCAGA GGTTCCACCACCACCCTACCGCCAGGGCACG
Cre08.g361100 GGAGGCGGAGGTATGGCCGAGCCAGCCG GGTTCCACCACCACCCACACGACATTTGCGGATCTT Cre08.g361150 GGAGGCGGAGGTATGGCGCGCCAGAGCG GGTTCCACCACCACCTGTCCTCCAGCCGCCG
Cre08.g361200 GGAGGCGGAGGTATGAGCACGCCCCCGCGCAG GGTTCCACCACCACCGGCGCCCGTGTCGGCCCTCAG Cre08.g361250 GGAGGCGGAGGTATGCTGTCTCAGCCCTCCG GGTTCCACCACCACCTCGCCCGGTGTTGCCC
Cre08.g361300 GGAGGCGGAGGTATGCTAGCAGGCCTGCTC GGTTCCACCACCACCCCCCTCCCCCTCCCCC Cre08.g361350 GGAGGCGGAGGTATGAAGAGTATAGGCGCCACC GGTTCCACCACCACCCTACGATGCCGCCGCC
Cre08.g361450 GGAGGCGGAGGTATGTCCGAAAGCGGGGG GGTTCCACCACCACCTTCCTCAGCCCCGCTC Cre08.g361500 GGAGGCGGAGGTATGGATGAAACGCGCACC GGTTCCACCACCACCGAAGCCGCGGTTGATCTT
Cre08.g361551 GGAGGCGGAGGTATGGCCATCAGAGAGCTGT GGTTCCACCACCACCCCGCTTCGCTCTTGCC Cre08.g361600 GGAGGCGGAGGTATGTTTAGATTATTCGCGCTGTG GGTTCCACCACCACCTCACCGTCTCCGCCTC
Cre08.g361650 GGAGGCGGAGGTATGCACGCGTACTTGTTGTATAC GGTTCCACCACCACCAGGCTGCATCGCCTTCAG Cre08.g361700 GGAGGCGGAGGTATGGATGTTGCCATGGCAA GGTTCCACCACCACCAACCAGCATGCCGTCTTC
Cre08.g361750 GGAGGCGGAGGTATGTGGTCTACGCACGCC GGTTCCACCACCACCATGCTGCGGGTGCGTG Cre08.g361800 GGAGGCGGAGGTATGAGCGGCCGCGGTG GGTTCCACCACCACCGTAGACCGGCCCCTCGT
Cre08.g361850 GGAGGCGGAGGTATGCAGCTTTCCAGGTGC GGTTCCACCACCACCCTGGCTGGCTGCTGCC Cre08.g361900 GGAGGCGGAGGTATGTTCGGATACTTCGACAAGT GGTTCCACCACCACCTCAGCACGCAATGCCAA
Cre08.g361925 GGAGGCGGAGGTATGGCGGCGGCGCATC GGTTCCACCACCACCCTACCGTGGCGCCGCC Cre08.g361950 GGAGGCGGAGGTATGGCACCAGCTCCAAGC GGTTCCACCACCACCCGCACGCTTGGAGTTGG
Cre08.g361984 GGAGGCGGAGGTATGTTCGGATACTTCGACAAGT GGTTCCACCACCACCCTATTGCTCCAACAGATTGCATG Cre08.g362019 GGAGGCGGAGGTATGGCACCAGCTCCAAGC GGTTCCACCACCACCTCAAAAGTCATAGAATACGCCCC
Cre08.g362036 GGAGGCGGAGGTATGACGGGTGTTGGACGT GGTTCCACCACCACCCCCTTCCGATTGATTCAACCC Cre08.g362050 GGAGGCGGAGGTATGGCGCCAGCTCCCA GGTTCCACCACCACCCACACGCTTGAGGCTGG
Cre08.g362100 GGAGGCGGAGGTATGTCCGCAAACCTCCCC GGTTCCACCACCACCCGCCCGCTTGGAGTTG Cre08.g362200 GGAGGCGGAGGTATGACCGACGCTGTTGCG GGTTCCACCACCACCGGATGCCACCGCCCCAATAG
Cre08.g362250 GGAGGCGGAGGTATGGAGACACAGCAGCTAAGG GGTTCCACCACCACCCACAGCCAGGTTTCGGTG Cre08.g362300 GGAGGCGGAGGTATGGCGGCAAGCGATG GGTTCCACCACCACCGTGTGTGCCCCACGGT
Cre08.g362350 GGAGGCGGAGGTATGACCTCCGTGGAAGAGG GGTTCCACCACCACCTGGCCTCAACAGAGCTGC Cre08.g362400 GGAGGCGGAGGTATGCCACGCACGCTTG GGTTCCACCACCACCGGTAGCAGCAGCTGCTATC
Cre08.g362450 GGAGGCGGAGGTATGGACAGGTCGCTTCTCTCC GGTTCCACCACCACCGTGCTGGCCCTCCCACAC Cre08.g362500 GGAGGCGGAGGTATGCCGCGAGCGCCTGCG GGTTCCACCACCACCCCGTGCCTCCCCCTGTGA
Cre08.g362550 GGAGGCGGAGGTATGCTTGGCGTCGCCGGG GGTTCCACCACCACCCCGCCCATGCCCCAGCGC Cre08.g362600 GGAGGCGGAGGTATGAACTATCCTAATTTCCCGGT GGTTCCACCACCACCACATCCGGCGACTTTGCC
Cre08.g362682 GGAGGCGGAGGTATGCCGCGACCTCGCA GGTTCCACCACCACCCTCCGGCCTTGCTGCC Cre08.g362700 GGAGGCGGAGGTATGCCGCCATACGGCGAG GGTTCCACCACCACCAGCTTGCCCTGCATCTCCTCTT
Cre08.g362750 GGAGGCGGAGGTATGAGGAACTTAGTCTTCGGGT GGTTCCACCACCACCCTACCGCGACCGTGACG Cre08.g362776 GGAGGCGGAGGTATGGCGCCACCGAGCA GGTTCCACCACCACCCTGCTGCTGCTGCTGC
Cre08.g362800 GGAGGCGGAGGTATGGCGACCGTGCTGC GGTTCCACCACCACCTCAGCTGCCACGGGGG Cre08.g362850 GGAGGCGGAGGTATGGAGGACGAAAGCGCG GGTTCCACCACCACCGTCGTCGTCCCAGGCA
Cre08.g362900 GGAGGCGGAGGTATGCAGCAGCTTCAAATGAATG GGTTCCACCACCACCCTAGGCCTCCACCTCCC Cre08.g362950 GGAGGCGGAGGTATGGCGCGTTCGAGCC GGTTCCACCACCACCAGGAGAGGGGCTGGGG
Cre08.g363050 GGAGGCGGAGGTATGCCGTCTGAGAGCGA GGTTCCACCACCACCTTAATGCAGGCCGCCCG Cre08.g363200 GGAGGCGGAGGTATGGTCTCCCGCTCCCA GGTTCCACCACCACCCTTCTTCTGGGGCAGGTCA
Cre08.g363250 GGAGGCGGAGGTATGCCCTCCGCGCTGG GGTTCCACCACCACCAAACCTGGTCCCTACACGC Cre08.g363267 GGAGGCGGAGGTATGGAGGAACCGACGCC GGTTCCACCACCACCGGGGCGTCTGTGTTTGG
Cre08.g363283 GGAGGCGGAGGTATGCGGACTCGCCAAAC GGTTCCACCACCACCCTGCACCTCACTGCGC Cre08.g363300 GGAGGCGGAGGTATGCTGAACTCCAGAAGCCAG GGTTCCACCACCACCCGCCCACACGTACTCCAC
Cre08.g363350 GGAGGCGGAGGTATGGGTGGGGCGAAGC GGTTCCACCACCACCATGCAAACCCCTGCCGC Cre08.g363367 GGAGGCGGAGGTATGTTCATTGCGTCGCGG GGTTCCACCACCACCCTGCACCTGCTGCGAC
Cre08.g363383 GGAGGCGGAGGTATGTCTCCACATCGGGCC GGTTCCACCACCACCCATCGCTGCGCTCCAG Cre08.g363400 GGAGGCGGAGGTATGGACCACAACAGTGCTCT GGTTCCACCACCACCCTGCACGGGCAGCAGC
Cre08.g363450 GGAGGCGGAGGTATGGCGCGGCAAAAGC GGTTCCACCACCACCGCCGTGCTTGGGGCAG Cre08.g363500 GGAGGCGGAGGTATGAAGCCTAGCACTGCATATC GGTTCCACCACCACCCTACTGCGTCTTCAGGAGC
Cre08.g363600 GGAGGCGGAGGTATGGCTGCAGCCAAAGGC GGTTCCACCACCACCCGCCTTCTTGGCTTTACTGCTA Cre08.g363650 GGAGGCGGAGGTATGGACCTCACGGAGCTGTG GGTTCCACCACCACCCGGCCCATGCACCGCC
Cre08.g363700 GGAGGCGGAGGTATGCACAGCTTGCTGCG GGTTCCACCACCACCCTCGTCGCCCTCCTCAC Cre08.g363750 GGAGGCGGAGGTATGGTGGAGCTCGGGGGAAA GGTTCCACCACCACCCATGCTCATGGAGAATTTGTTTGC
Cre08.g363800 GGAGGCGGAGGTATGGACGCCATGCAGGA GGTTCCACCACCACCGGTGACTGGCCGGATTCG Cre08.g363837 GGAGGCGGAGGTATGAGCGTGGCGGGTG GGTTCCACCACCACCCTTGGCCTCGTACCACGT
Cre08.g363874 GGAGGCGGAGGTATGGGCCTTTCGTCGCTC GGTTCCACCACCACCCTGCCTGCTGCTGCTCCT Cre08.g364050 GGAGGCGGAGGTATGGAGGGACTGATCGGC GGTTCCACCACCACCCTTCTTCATCTGCTGTTGCAG
Cre08.g364100 GGAGGCGGAGGTATGACGCTGGTCGTCGC GGTTCCACCACCACCTTAGGCGGGCGCGCAG Cre08.g364151 GGAGGCGGAGGTATGCCAGAAGCTCCACCA GGTTCCACCACCACCGCGCCTCAGGAAGGAGC
Cre08.g364200 GGAGGCGGAGGTATGGCTGGAACCAAGGCT GGTTCCACCACCACCCTCCTCCACGTGGCCT Cre08.g364250 GGAGGCGGAGGTATGAAATACCTGGACATCCCCC GGTTCCACCACCACCAACGTCCATCTCCGTGGC
Cre08.g364300 GGAGGCGGAGGTATGTACCCGCAAGCTGGT GGTTCCACCACCACCCGAGATGACACAGTCCAGAC Cre08.g364351 GGAGGCGGAGGTATGATTGTAGCGTGCGCACT GGTTCCACCACCACCCTACCGCAGCCGCCGT
Cre08.g364400 GGAGGCGGAGGTATGGAGCCCTCTCCGAGC GGTTCCACCACCACCGATCTGGTCCGGGGGC Cre08.g364450 GGAGGCGGAGGTATGGTCTGCATTCGCCCA GGTTCCACCACCACCGCTGCTGGCGGCTGTG
Cre08.g364550 GGAGGCGGAGGTATGGACGGACATGGGGG GGTTCCACCACCACCCTTCAGACCGAAGCCCTGC Cre08.g364600 GGAGGCGGAGGTATGGCGTCCCCACCGC GGTTCCACCACCACCGCCGTGCAGCACCACC
Cre08.g364650 GGAGGCGGAGGTATGCTCCAGCGCACCG GGTTCCACCACCACCCTACGCGATGCGCGCC Cre08.g364726 GGAGGCGGAGGTATGGACAGGCATGGAACTACC GGTTCCACCACCACCCCGTGGCTCATCGCAC
Cre08.g364800 GGAGGCGGAGGTATGCAGCTTCGTGCGCCC GGTTCCACCACCACCCTTGCGGTGCGTCTCGGC Cre08.g364800 GGAGGCGGAGGTATGCAGCTTCGTGCGC GGTTCCACCACCACCCTTGCGGTGCGTCTCG
Cre08.g364862 GGAGGCGGAGGTATGGGGAATTGTTTGAGCAGC GGTTCCACCACCACCCGCGTACTGCGGCACCTG Cre08.g364862 GGAGGCGGAGGTATGGGGAATTGTTTGAGCAGC GGTTCCACCACCACCCGCGTACTGCGGCACC
Cre08.g364931 GGAGGCGGAGGTATGAACCAAGACAGCGAGGT GGTTCCACCACCACCCATGCCATCGTACGCGG Cre08.g364950 GGAGGCGGAGGTATGATTCAGCCTGCCGATG GGTTCCACCACCACCCATGCCATCGTACGCGG
Cre08.g364989 GGAGGCGGAGGTATGCTGTCCGCTCTGC GGTTCCACCACCACCTCATACCAAATTGTCCATCTGAT Cre08.g365027 GGAGGCGGAGGTATGCAGGTGTCGGTGGAG GGTTCCACCACCACCCGCGTACTGCGGCACC
Cre08.g365050 GGAGGCGGAGGTATGGGCGCCTTGGCGC GGTTCCACCACCACCCATGCCGTCGTACGTGGC Cre08.g365065 GGAGGCGGAGGTATGCCCGCCCAGGGCA GGTTCCACCACCACCCATGCCGTCGTACGCGG
Cre08.g365100 GGAGGCGGAGGTATGGCTCGCTCTTCAGCAAG GGTTCCACCACCACCCATGCCATCGTACGCGGC Cre08.g365103 GGAGGCGGAGGTATGGGCGCCTTGGCGC GGTTCCACCACCACCCATGCCGTCGTACGCGG
Cre08.g365141 GGAGGCGGAGGTATGGGCGCCTTGGCGC GGTTCCACCACCACCTCAGGGTTTGCTGCCATTCAC Cre08.g365150 GGAGGCGGAGGTATGGGCGCCTTGGCGC GGTTCCACCACCACCCATGCCATCGTACGCGGC
Cre08.g365200 GGAGGCGGAGGTATGGGCGCCTTGGCGC GGTTCCACCACCACCCATGCCGTCGTACGCGG Cre08.g365204 GGAGGCGGAGGTATGGGCGCCTTGGCGC GGTTCCACCACCACCCATGCCGTCGTACGCGG
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Cre08.g365205 GGAGGCGGAGGTATGGGCGCCTTGGCGC GGTTCCACCACCACCCATGCCGTCGTACGCGG Cre08.g365300 GGAGGCGGAGGTATGGGCGCCTTGGCGCTG GGTTCCACCACCACCCATGCCGTCGTACGCGGC
Cre08.g365351 GGAGGCGGAGGTATGTTGAGGTCTCGGGGC GGTTCCACCACCACCGCCTTCTTGGTCCTCAGGC Cre08.g365400 GGAGGCGGAGGTATGGCGACCCTCACCAG GGTTCCACCACCACCTTACTTCTTCTTGCCCTTCTTGT
Cre08.g365450 GGAGGCGGAGGTATGGGACAGTTCTACTCGCGA GGTTCCACCACCACCTCACTTGCCCGCCGGC Cre08.g365550 GGAGGCGGAGGTATGCCACCGCGGAAAAAC GGTTCCACCACCACCCTGCGCCTCCTGCTGC
Cre08.g365600 GGAGGCGGAGGTATGGCAACCTATCCAGCAGC GGTTCCACCACCACCGCGCTTCTGCTTCGTCG Cre08.g365632 GGAGGCGGAGGTATGGCCCTTGCTCAGAAGTCT GGTTCCACCACCACCGGCGGTGCCCAGTCGC
Cre08.g365664 GGAGGCGGAGGTATGCTCACATCACCATCGC GGTTCCACCACCACCGCCAGGCCGCGTGTAG Cre08.g365692 GGAGGCGGAGGTATGCTTCTCAAGGGCATTACAAC GGTTCCACCACCACCCTTGGTCGCGAGCTGCTT
Cre08.g365750 GGAGGCGGAGGTATGCAGCGCCCATCTGC GGTTCCACCACCACCGGGCGGAAGCAGCGTC Cre08.g365800 GGAGGCGGAGGTATGGAGCCGCCGCAGC GGTTCCACCACCACCTTCCCCCTCCTCCCCCA
Cre08.g365825 GGAGGCGGAGGTATGGCCGTAATGGCAGCG GGTTCCACCACCACCCCGCTTGACGCTCACCGC Cre08.g365825 GGAGGCGGAGGTATGGCCGTAATGGCAGC GGTTCCACCACCACCCCGCTTGACGCTCACC
Cre08.g365851 GGAGGCGGAGGTATGCAGCTGCAACATCCC GGTTCCACCACCACCCTGCTGCCCCTGCACG Cre08.g365900 GGAGGCGGAGGTATGGCTATGATGATGCGCAAGG GGTTCCACCACCACCGATGGCCTTGAGGTTGTCGG
Cre08.g365950 GGAGGCGGAGGTATGCAGGTCACGATGAATCTT GGTTCCACCACCACCGGGCGTGAAGGTGGGC Cre08.g366000 GGAGGCGGAGGTATGTATGACTTTTGCTTTTCGCC GGTTCCACCACCACCCTAGTGCGCCTTGCCG
Cre08.g366050 GGAGGCGGAGGTATGTGTGTCATCGTGGACGAA GGTTCCACCACCACCCGGCTGCTGTTGCTGCAG Cre08.g366200 GGAGGCGGAGGTATGGGCCACACGAGCC GGTTCCACCACCACCCTACCCGCTGTTGGCG
Cre08.g366250 GGAGGCGGAGGTATGCTGGCCAAACTACAGCC GGTTCCACCACCACCATCACCGCTGCGCAAGTC Cre08.g366300 GGAGGCGGAGGTATGCAGGTTCTGCAAGATGATG GGTTCCACCACCACCATAAACAGTGGAATATGTCCGCA
Cre08.g366350 GGAGGCGGAGGTATGCTGTCACAGGAGGATGA GGTTCCACCACCACCGCTGCCGCCGTAACTG Cre08.g366400 GGAGGCGGAGGTATGAAGCTGACTTTCCGCACC GGTTCCACCACCACCGTCAAACATGTTCTCCGCCAG
Cre08.g366450 GGAGGCGGAGGTATGGCGTTCATGCTCATGC GGTTCCACCACCACCGAACTCCAGCAGGCACTG Cre08.g366500 GGAGGCGGAGGTATGGCGTTCATGCTCATGC GGTTCCACCACCACCGAACTCCAGCAGGCACTG
Cre08.g366550 GGAGGCGGAGGTATGGAGCGAAAGGAGGTAGACC GGTTCCACCACCACCCATATCGTGCGCCGCCGC Cre08.g366579 GGAGGCGGAGGTATGGCGAGCGCTGCCAAG GGTTCCACCACCACCTTTCTTGCTCCGCAGCGC
Cre08.g366676 GGAGGCGGAGGTATGCGTCGTCGTTCTCTGG GGTTCCACCACCACCTCCCCCGCCCATGCCT Cre08.g366700 GGAGGCGGAGGTATGAAGCGGCAAAGGCAGAC GGTTCCACCACCACCGAGCCGCTCCACGCCG
Cre08.g366750 GGAGGCGGAGGTATGTTTCCGCTTTCTTTGCTC GGTTCCACCACCACCCTTCTCAGACGGCAACATTGC Cre08.g366800 GGAGGCGGAGGTATGGCCGCCGCCCATC GGTTCCACCACCACCTGCAGCATCAAACGCGTCTA
Cre08.g366850 GGAGGCGGAGGTATGCCGACAGCGCACT GGTTCCACCACCACCGTGGCGCTTGCTTCCG Cre08.g366874 GGAGGCGGAGGTATGGAGGAGCTCAGAAAGAAGT GGTTCCACCACCACCTCACCCAGCCCGCCTG
Cre08.g366900 GGAGGCGGAGGTATGGGGGTCGGCGATG GGTTCCACCACCACCCACTGCTCCTTTCCGCAA Cre08.g366950 GGAGGCGGAGGTATGAGTATAACAAGACTACGCGAT GGTTCCACCACCACCCTACGGCCGCGACTGG
Cre08.g367000 GGAGGCGGAGGTATGAAGATTATCAGCAACAGGCT GGTTCCACCACCACCTTACTGCGGCCCAGAAGC Cre08.g367050 GGAGGCGGAGGTATGGCTCAACCAAGGCTAAAC GGTTCCACCACCACCCTCGTTGAAGGGCACTAGG
Cre08.g367100 GGAGGCGGAGGTATGCCGCCTCCGATTGC GGTTCCACCACCACCCGCCTTAAAGCAGCCGA Cre08.g367200 GGAGGCGGAGGTATGGCAGCCCAGGTGGTG GGTTCCACCACCACCCGTCTTGGTGATGCGCTTGATC
Cre08.g367250 GGAGGCGGAGGTATGGCCCGGTCTGGCTCG GGTTCCACCACCACCGGTGATGTTCTTGCGCAGC Cre08.g367300 GGAGGCGGAGGTATGGCTCCGCTCAGCCCAGAG GGTTCCACCACCACCATCCTCGAAGCCGTCTCCG
Cre08.g367350 GGAGGCGGAGGTATGCAAGCTTACAGGAGGGC GGTTCCACCACCACCAGCTGCCGTGTTCTGCT Cre08.g367400 GGAGGCGGAGGTATGCTCGCGAACGTCG GGTTCCACCACCACCCAGGCTCTTGAGGTTGTCG
Cre08.g367500 GGAGGCGGAGGTATGCTCGCGAACGTCGTTTC GGTTCCACCACCACCCAGGCTCTTGAGGTTGTCGG Cre08.g367550 GGAGGCGGAGGTATGGCGCAAGCAACCAG GGTTCCACCACCACCGTTGGTAGGCCCGCCG
Cre08.g367600 GGAGGCGGAGGTATGGTTTTCCTCAACTCGGTC GGTTCCACCACCACCCTACAGGCGCGGCTCG Cre08.g367650 GGAGGCGGAGGTATGGCGCGGGGCCCCGGTGAC GGTTCCACCACCACCCGCGGCCGCTGGCTCTGTG
Cre08.g367750 GGAGGCGGAGGTATGCCGAAGCTGTTGCTTGC GGTTCCACCACCACCCTACCCGCCGGCCTGC Cre08.g367800 GGAGGCGGAGGTATGTCGGAAGATGCAGCTGC GGTTCCACCACCACCCAACCGGCTGCCGCTC
Cre08.g367850 GGAGGCGGAGGTATGGCGAGGGCGCACA GGTTCCACCACCACCCCAGGGATTGCGCGGG Cre08.g367876 GGAGGCGGAGGTATGGCCAAGGCGGCCG GGTTCCACCACCACCAGCAGCAGCCGCCTGC
Cre08.g367900 GGAGGCGGAGGTATGCCTGCACATACTGTACC GGTTCCACCACCACCGAACGCCGGCTTCACAA Cre08.g368050 GGAGGCGGAGGTATGCCAAAGCGAAAGCAGGAG GGTTCCACCACCACCCACCTGCACCCGCTTCTTCTTG
Cre08.g368150 GGAGGCGGAGGTATGGCGCTGGGCCAGG GGTTCCACCACCACCCCGACTTTGGCCTGGTAACG Cre08.g368176 GGAGGCGGAGGTATGGCCGGGCTATTCCAA GGTTCCACCACCACCTCAGCCTGCGCGCTTG
Cre08.g368200 GGAGGCGGAGGTATGCGCTCTGCGTGGC GGTTCCACCACCACCCTGCCCATTGCTCATCAGC Cre08.g368226 GGAGGCGGAGGTATGCCTCGGGCCAGCC GGTTCCACCACCACCGGGAAGGGCCAATAGGAGAAG
Cre08.g368250 GGAGGCGGAGGTATGACAGGACCAGTAAACACAAA GGTTCCACCACCACCCTACTTGCCCAGCTCCGC Cre08.g368300 GGAGGCGGAGGTATGCTGCGACCTTCCATAGAG GGTTCCACCACCACCCTCTGCTGCTGCTTTGCGTTT
Cre08.g368300 GGAGGCGGAGGTATGCTGCGACCTTCCATAGA GGTTCCACCACCACCCTCTGCTGCTGCTTTGCG Cre08.g368350 GGAGGCGGAGGTATGTCAAGATACAGCAGCGG GGTTCCACCACCACCATACTGCGGGTCGCCC
Cre08.g368450 GGAGGCGGAGGTATGGCGTTCCTCCGCT GGTTCCACCACCACCATCCTTCTTCAACCGCTGC Cre08.g368500 GGAGGCGGAGGTATGCCAAAAGCAGCGCCG GGTTCCACCACCACCCTCAAACACCACCTTCTTGGGC
Cre08.g368550 GGAGGCGGAGGTATGCCAGCGGCGCGGAGG GGTTCCACCACCACCGGGCGACTGCGCCTGCTG Cre08.g368600 GGAGGCGGAGGTATGTCGCACTATGCTTCCACT GGTTCCACCACCACCTCACCACCGCCAGCGG
Cre08.g368650 GGAGGCGGAGGTATGTGCCTTCCGATCCTCG GGTTCCACCACCACCGAAGACGGTGACCAGCAC Cre08.g368700 GGAGGCGGAGGTATGCTGCAGCAATTGGGC GGTTCCACCACCACCGCCTCCCATGTTTTTGAGCAC
Cre08.g368750 GGAGGCGGAGGTATGGACACAAATGATGACACAACT GGTTCCACCACCACCGGAGTGGTCGTCATTAAAGGCC Cre08.g368800 GGAGGCGGAGGTATGACCATGGGTACGATGAC GGTTCCACCACCACCTTACATGCCCTTGAACTTAGAG
Cre08.g368850 GGAGGCGGAGGTATGGCCTACCGCGCGC GGTTCCACCACCACCAGCCATGAGCTGGGAGTAGAA Cre08.g368900 GGAGGCGGAGGTATGGCAGCGGGAGCTATG GGTTCCACCACCACCCAACCCCTCGTTCAGCATCTT
Cre08.g368950 GGAGGCGGAGGTATGCCCGGTCATACATCGC GGTTCCACCACCACCGTGCTTGGTCTGGGCCTG Cre08.g369000 GGAGGCGGAGGTATGAAGCTTTTACAAAGGACACC GGTTCCACCACCACCCTAGTCCTTCTTGCCCGGG
Cre08.g369050 GGAGGCGGAGGTATGTGCCTTCCTATCCTCGT GGTTCCACCACCACCGAAGACGGTGACCAGCAC Cre08.g369100 GGAGGCGGAGGTATGTGCCTTCCTATCCTCGT GGTTCCACCACCACCGAAGACGGTGACCAGCAC
Cre08.g369150 GGAGGCGGAGGTATGGAGACGCTGGGCCGCAAG GGTTCCACCACCACCACCCCGGATCTCCTTCTCGAA Cre08.g369200 GGAGGCGGAGGTATGATTTTGGCCAGTTGCGT GGTTCCACCACCACCCATGCATGTACCCCACAACA
Cre08.g369300 GGAGGCGGAGGTATGCGCGCGTTGTTCGCG GGTTCCACCACCACCCATTACGTCGCAGCGGTTG Cre08.g369350 GGAGGCGGAGGTATGCATGTCCTGCTCGACG GGTTCCACCACCACCCTTGTCCTTCTTCGTCTCCTC
Cre08.g369400 GGAGGCGGAGGTATGACAGAGAAGCTCGCGCC GGTTCCACCACCACCCGGCTCCTCCGGCGGT Cre08.g369451 GGAGGCGGAGGTATGGGGGTCATTCGGGGATC GGTTCCACCACCACCTCAGCCGCGCCATGCC
Cre08.g369500 GGAGGCGGAGGTATGTTTTTCTTTTTGGCAAGTTACCTG GGTTCCACCACCACCTTTCAGCCGCAAGCCACA Cre08.g369550 GGAGGCGGAGGTATGTGCCTCCCGATCCTAATGA GGTTCCACCACCACCGAAGACGGTGACCAGCACCTTT
Cre08.g369600 GGAGGCGGAGGTATGCAGCACAGGGTGAGC GGTTCCACCACCACCATGCTCAGCAGCGGGCCTTC Cre08.g369650 GGAGGCGGAGGTATGCCGCCAAGCCATG GGTTCCACCACCACCTAGCACGTTCCAGGCGT
Cre08.g369667 GGAGGCGGAGGTATGGAGCAGGCGAGAGG GGTTCCACCACCACCCTACCAGCGCCAGCAGC Cre08.g369683 GGAGGCGGAGGTATGAGCGCCTGGCGTC GGTTCCACCACCACCTCCACGCCATCCTGCA
Cre08.g369700 GGAGGCGGAGGTATGGAGGCCTCCAAAGGG GGTTCCACCACCACCCTACCAGCGCCAGCAGC Cre08.g369720 GGAGGCGGAGGTATGTCGGAGGCGGTGGAG GGTTCCACCACCACCTCCACGCCACCCTGCATC
Cre08.g369720 GGAGGCGGAGGTATGTCGGAGGCGGTGG GGTTCCACCACCACCTCCACGCCACCCTGCA Cre08.g369740 GGAGGCGGAGGTATGGTGGAGGTGGCCC GGTTCCACCACCACCCCATTTGTGGTGATGCAGC
Cre08.g369800 GGAGGCGGAGGTATGGCGACAACAGACAACAAG GGTTCCACCACCACCGATGCCCGCGGAAGTCGG Cre08.g369850 GGAGGCGGAGGTATGCGCGTGCGGCAAACAGAAC GGTTCCACCACCACCTCCACGCCACCCTGCATC
Cre08.g369900 GGAGGCGGAGGTATGGAGGCCTCCAAAGGG GGTTCCACCACCACCCTACCAGCGCCAGCGG Cre08.g369950 GGAGGCGGAGGTATGACGGCATTGAAGGAGTGC GGTTCCACCACCACCCTGCCGCTGCAGCTGC
Cre08.g369976 GGAGGCGGAGGTATGACGCGTCCGGGCT GGTTCCACCACCACCACCGAACCGACCCCAGA Cre08.g370083 GGAGGCGGAGGTATGTCACGATACACAACGTGT GGTTCCACCACCACCTCAGCCTGCGCGCTTG
Cre08.g370200 GGAGGCGGAGGTATGCTGCACGAGCTCATAGAG GGTTCCACCACCACCTGCCGGCGGTACTACCCTC Cre08.g370250 GGAGGCGGAGGTATGGCGAGCGCTATCGGA GGTTCCACCACCACCAGCCCTGGCAACGGCG
Cre08.g370300 GGAGGCGGAGGTATGTCCCAGAGCCAGAAGC GGTTCCACCACCACCTCAGATGCTTAGGATGAACTTCTT Cre08.g370350 GGAGGCGGAGGTATGGCGCAGAGCTCGG GGTTCCACCACCACCCAACCCTGTCCGGTCCT
Cre08.g370401 GGAGGCGGAGGTATGGCTCTTCGTGCGGTTC GGTTCCACCACCACCGCCTCCATGCCGCAGCTG Cre08.g370450 GGAGGCGGAGGTATGACTTCCCTGCTTCGCG GGTTCCACCACCACCAGAACTGACGTTCCGGACG
Cre08.g370500 GGAGGCGGAGGTATGGTACATACGCCACCTTGTC GGTTCCACCACCACCGTGCTGGAAGAAGAAGGCCAG Cre08.g370550 GGAGGCGGAGGTATGCGGGCGCGACGGCTG GGTTCCACCACCACCTCGCTGCGGCAGCACCTTGTAC
Cre08.g370601 GGAGGCGGAGGTATGGTCAGCACACGGAGG GGTTCCACCACCACCGAGCTTGAGCGACACGG Cre08.g370700 GGAGGCGGAGGTATGCGCGGCCGTTACATC GGTTCCACCACCACCCTCGATCGCCTCCGCCTT
Cre08.g370850 GGAGGCGGAGGTATGTTGAAGCTCTTTTCCGTCA GGTTCCACCACCACCTTAGCACGATGCCGAGCA Cre08.g370900 GGAGGCGGAGGTATGCGGTCGTGCTCTCT GGTTCCACCACCACCGAAAGTGATGGGAACGGGC
Cre08.g370950 GGAGGCGGAGGTATGTGCCTTCAGATGCTACTC GGTTCCACCACCACCGAAGACGGTGACCAGCAC Cre08.g371000 GGAGGCGGAGGTATGGGCCCAGCGCTAA GGTTCCACCACCACCGTAAGCCTCCGCATCCCG
Cre08.g371052 GGAGGCGGAGGTATGCCGGTGTTGCTGCTT GGTTCCACCACCACCCTGGTCTGCCCCAGCAGG Cre08.g371150 GGAGGCGGAGGTATGTGCCTTCAGATGCTACTC GGTTCCACCACCACCGAAGACGGTGACCAGCAC
Cre08.g371250 GGAGGCGGAGGTATGTGCCTTCAGATGCTACTC GGTTCCACCACCACCGAAGACGGTGACCAGCAC Cre08.g371350 GGAGGCGGAGGTATGTGCCTTCAGATGCTACTC GGTTCCACCACCACCGAAGACGGTGACCAGCAC
Cre08.g371400 GGAGGCGGAGGTATGCCGGCGAGGCTCGAAG GGTTCCACCACCACCCATGAGCCCCGGCGCCTG Cre08.g371450 GGAGGCGGAGGTATGGCAGGCATCGATCCG GGTTCCACCACCACCCTTGAGCAGCGAGCGCGC
Cre08.g371533 GGAGGCGGAGGTATGACGTCGCTCGTGAAG GGTTCCACCACCACCGCGCACAGTATCCCATTCA Cre08.g371566 GGAGGCGGAGGTATGACAGTGCTGTGCCCT GGTTCCACCACCACCAACACGCCAAGCAAGCC
Cre08.g371600 GGAGGCGGAGGTATGTCAGCGCACAGCCTG GGTTCCACCACCACCGTGCGAGCCACGTGCTGG Cre08.g371650 GGAGGCGGAGGTATGTCCACGACGTCCCTAGC GGTTCCACCACCACCCGCGCGCTTCTCCGAGGAAG
Cre08.g371700 GGAGGCGGAGGTATGACCGGCGGCAAAGAGC GGTTCCACCACCACCTCAGCAGCGTGCGCGG Cre08.g371800 GGAGGCGGAGGTATGCAGGCCCACGCCG GGTTCCACCACCACCGGGCGGAAGCAGCGTC
Cre08.g371801 GGAGGCGGAGGTATGCGCTGGCAGGCAG GGTTCCACCACCACCTCAGCCTGCGCGCTTG Cre08.g371840 GGAGGCGGAGGTATGGCTTGCCTAGTGGCA GGTTCCACCACCACCTTGCCCAACAATGAGAAACCG
Cre08.g371879 GGAGGCGGAGGTATGTCGTCTACTATGCCAGCC GGTTCCACCACCACCGTTGTAATGCAACAACGACGA Cre08.g371918 GGAGGCGGAGGTATGCTGTCGCTGCACAAG GGTTCCACCACCACCCTTGCTCGCCTCGAAGC
Cre08.g371957 GGAGGCGGAGGTATGGAGAATGAAGACGGACCT GGTTCCACCACCACCCGGCAGCAGGCTGCTG Cre08.g372000 GGAGGCGGAGGTATGCAGGTTTCACGCGCT GGTTCCACCACCACCCGCCTGCTTGGGCGCT
Cre08.g372050 GGAGGCGGAGGTATGCCATCCTGGGCCC GGTTCCACCACCACCCCGAGCCCACGACACC Cre08.g372100 GGAGGCGGAGGTATGGGCAAGGAGGCCCCC GGTTCCACCACCACCGTCGACCTCCTCGATCTTGG
Cre08.g372150 GGAGGCGGAGGTATGCCGACCCTGGGCG GGTTCCACCACCACCCTACAGCGCGCCGGCG Cre08.g372200 GGAGGCGGAGGTATGCCTCTGCCCTTCAAGC GGTTCCACCACCACCCTGAGGGCTGTTGGGCA
Cre08.g372250 GGAGGCGGAGGTATGCAGCGCCAGGTGCTT GGTTCCACCACCACCCTTCTTCTTCTTGGCCTCAGCT Cre08.g372300 GGAGGCGGAGGTATGGCGAGCTCTAGATGCG GGTTCCACCACCACCTTTGCGCGTTGCCGAA
Cre08.g372350 GGAGGCGGAGGTATGGGCTACCCCTCGTTC GGTTCCACCACCACCCTTGTTGGCCTTGGCCA Cre08.g372400 GGAGGCGGAGGTATGGCTGGAAAGCAGTGTATG GGTTCCACCACCACCTCAGCGGGGTCCTGCG
Cre08.g372450 GGAGGCGGAGGTATGGCCCTCGCCTCTAAGG GGTTCCACCACCACCCAGGACGGCGGCCAGGAC Cre08.g372550 GGAGGCGGAGGTATGGATGCCTACGAGAAGATTGA GGTTCCACCACCACCGCAGACAACGTTGGCGGC
Cre08.g372650 GGAGGCGGAGGTATGGTGGCGCAGCTGC GGTTCCACCACCACCCACCTCCTCCCACTCACTC Cre08.g372750 GGAGGCGGAGGTATGGCCGCGGAAATAGATC GGTTCCACCACCACCCCGGCGCACGTAGATC
Cre08.g372800 GGAGGCGGAGGTATGTTTCTTTACTCGCTCACGC GGTTCCACCACCACCCTACAAGATCTTGTTGCGGATGT Cre08.g372850 GGAGGCGGAGGTATGGCGCCGCTAGCACCAG GGTTCCACCACCACCCAACTCGTCCACCAGCACG
Cre08.g372900 GGAGGCGGAGGTATGAGCGAGTTGACAGCGG GGTTCCACCACCACCGAGGTCCTGCAGCAGCGAG Cre08.g372900 GGAGGCGGAGGTATGAGCGAGTTGACAGCG GGTTCCACCACCACCGAGGTCCTGCAGCAGCG
Cre08.g372950 GGAGGCGGAGGTATGCAGGTCTTTGCCAATCG GGTTCCACCACCACCGTGCTCCTCATCGGGGGT Cre08.g373000 GGAGGCGGAGGTATGATCCTCTCAAAGGACTCTGG GGTTCCACCACCACCTCAGGCCCCTAAACCCC
Cre08.g373100 GGAGGCGGAGGTATGATGCTCTCCAACCGCACT GGTTCCACCACCACCCTACGCCGCCGCCAGC Cre08.g373150 GGAGGCGGAGGTATGCAGATGCGCTGTACC GGTTCCACCACCACCACTTGCAGCACCATACTGG
Cre08.g373225 GGAGGCGGAGGTATGCCGGGGCTGGGGG GGTTCCACCACCACCACCGGCGCACTGGTGG Cre08.g373250 GGAGGCGGAGGTATGGCGGAGTCGCAGTACTCTT GGTTCCACCACCACCCTCCACCTCCTGAAGGTAGTCG
Cre08.g373300 GGAGGCGGAGGTATGTTTTCGTGTCGCAAGGG GGTTCCACCACCACCTACTAGGGCTGCGTCTGTGG Cre08.g373341 GGAGGCGGAGGTATGGTAGTTTACCCATGCGTC GGTTCCACCACCACCGTAAGCCACCACACACACG
Cre08.g373342 GGAGGCGGAGGTATGGTTCTCGCCGGCG GGTTCCACCACCACCGCCCTCAACCGTCTCACT Cre08.g373343 GGAGGCGGAGGTATGAGGAGGGTGTCGCAG GGTTCCACCACCACCAACCCAGACTTTGTCGTGC
Cre08.g373344 GGAGGCGGAGGTATGCCGGAACCCATGGAG GGTTCCACCACCACCAAAATGTCCCGTCAATCCCTCC Cre08.g373345 GGAGGCGGAGGTATGAACCGGCGTAGGCC GGTTCCACCACCACCCACGGCAACGAGGAAGC
Cre08.g373346 GGAGGCGGAGGTATGCACGGTTTCATTCTGATCA GGTTCCACCACCACCCAGGTTAACCCACGATGACATC Cre08.g373348 GGAGGCGGAGGTATGCGGAGCAGCTCGT GGTTCCACCACCACCTGGGAAGCACCGCAGC
Cre08.g373349 GGAGGCGGAGGTATGGTCCGTTTGCCCCG GGTTCCACCACCACCCTGCAACACGGAACGGC Cre08.g373350 GGAGGCGGAGGTATGTACAGCAGCACCAGC GGTTCCACCACCACCTCAAAAAAAAAGGTCGGTGAGTT
Cre08.g373351 GGAGGCGGAGGTATGGCTGCGCAGCCTG GGTTCCACCACCACCCCCTTGCGGGTTAACCG Cre08.g373352 GGAGGCGGAGGTATGTTCACTCGCACTCACAG GGTTCCACCACCACCAGCGTCAGGCTGCGTC
Cre08.g373353 GGAGGCGGAGGTATGCGCTTATTGTGCACCG GGTTCCACCACCACCCGTGAACTGCCATGAATCCC Cre08.g373354 GGAGGCGGAGGTATGGGCGCTTCAGCAGC GGTTCCACCACCACCGTCATTCACTGCCTCCACC
Cre08.g373356 GGAGGCGGAGGTATGCTCGCCAGCGTTAGG GGTTCCACCACCACCGGGCCCTGCTAACGGC Cre08.g373357 GGAGGCGGAGGTATGAGCAACGTCGCTGG GGTTCCACCACCACCATCCGGAATGCTGCGC
Cre08.g373358 GGAGGCGGAGGTATGCCGGCCAAAGCTG GGTTCCACCACCACCGCTGTCGGCACGGTTC Cre08.g373359 GGAGGCGGAGGTATGGCATTGTTATGGCCCAA GGTTCCACCACCACCTGCTTCCAAATTCCACAGACT
Cre08.g373360 GGAGGCGGAGGTATGGGCGCTTCAGCAGC GGTTCCACCACCACCTAGCCTCCACCTTCGCC Cre08.g373361 GGAGGCGGAGGTATGGGCGCTTCAGCAGC GGTTCCACCACCACCATTACCCACCTCCTCGACC
Cre08.g373362 GGAGGCGGAGGTATGGGTGGCACTCCAAAGA GGTTCCACCACCACCCCGCATAGTGCAGTCTCTG Cre08.g373363 GGAGGCGGAGGTATGCGTGTGTATGCTGCTT GGTTCCACCACCACCGCACCACCATGATGCTCTC
Cre08.g373364 GGAGGCGGAGGTATGGCCGCGCACTTCG GGTTCCACCACCACCAGCGTTCTGGGGCTCC Cre08.g373365 GGAGGCGGAGGTATGGTCGCCCGTGTCTGC GGTTCCACCACCACCCTTGCCCCTGGCGGCG
Cre08.g373366 GGAGGCGGAGGTATGGGTGGCACTCCAAAGAGAA GGTTCCACCACCACCCCGCATAGTGCAGTCTCTGG Cre08.g373367 GGAGGCGGAGGTATGGCCCTGCGCTTTCG GGTTCCACCACCACCCAGCTTCGCAATGGCGC
Cre08.g373368 GGAGGCGGAGGTATGGAGCGCCAGATCCG GGTTCCACCACCACCCGCCATAGCAGCAGCTG Cre08.g373369 GGAGGCGGAGGTATGGGCAAGAAAGTGTATGGAG GGTTCCACCACCACCTCAGACCCTCCAGAGGAGG
Cre08.g373370 GGAGGCGGAGGTATGAACCGGCGTAGGCC GGTTCCACCACCACCCACGGCAACGAGGAAGC Cre08.g373372 GGAGGCGGAGGTATGACCCAGCACTACGGT GGTTCCACCACCACCGAAGGGGTTGTTCAGCGG
Cre08.g373373 GGAGGCGGAGGTATGCAATCAATAGGGACGCA GGTTCCACCACCACCTTAGGCGGCTCCCTCCT Cre08.g373374 GGAGGCGGAGGTATGGAGATTCAATCTCGGGCG GGTTCCACCACCACCCCTGCAGCAGCAGATGTG
Cre08.g373375 GGAGGCGGAGGTATGTGCAAGGAGCTGGGA GGTTCCACCACCACCGCAGGTCTTCCAGTGTCCC Cre08.g373376 GGAGGCGGAGGTATGTCCGCCCTGAACACC GGTTCCACCACCACCACATTGCCGAGCCTGCT
Cre08.g373377 GGAGGCGGAGGTATGGCGGGGGGCAAAG GGTTCCACCACCACCTCACAGGAACCAACCCTTACT Cre08.g373400 GGAGGCGGAGGTATGCTACATGAGCTTGGTCG GGTTCCACCACCACCCGAACCAGTGCAGCCG
Cre08.g373407 GGAGGCGGAGGTATGAGCAATCCGAAGAACCAG GGTTCCACCACCACCTGGCCTGCAGCAGTGC Cre08.g373414 GGAGGCGGAGGTATGTACAGCAGCACCAGC GGTTCCACCACCACCGGTTTCGGACAGATCTTCGG
Cre08.g373421 GGAGGCGGAGGTATGTGCGTCAGGCTGGC GGTTCCACCACCACCGCCGCCTTGAGCTGTG Cre08.g373428 GGAGGCGGAGGTATGCAGCCACTGACGTCC GGTTCCACCACCACCTTGTGGAAATGCTGCGCC
Cre08.g373436 GGAGGCGGAGGTATGCCGGAGCAGGGCT GGTTCCACCACCACCCTAAGCGGGCTCCAGCC Cre08.g373450 GGAGGCGGAGGTATGTCGCAAACTCTGAAGCATG GGTTCCACCACCACCCAGCATGTGCTGGAAGATGATG
Cre08.g373500 GGAGGCGGAGGTATGGCGGACAGCCTAGC GGTTCCACCACCACCTGGTTGTCGTGGTGGTGG Cre08.g373583 GGAGGCGGAGGTATGAGGCGGACTCTTGCC GGTTCCACCACCACCTCCTGACTTCGGGCCC
Cre08.g373650 GGAGGCGGAGGTATGTCGAGCTGCCTGCT GGTTCCACCACCACCCTACAAGTCTTCATACGACAGCT Cre08.g373764 GGAGGCGGAGGTATGGATGGCGATGGTGGG GGTTCCACCACCACCCCCACCCTCACCAGAGC
Cre08.g373840 GGAGGCGGAGGTATGGCAATTGAGCATAGTGGC GGTTCCACCACCACCCACCAGTTGGGCGGCG Cre08.g373916 GGAGGCGGAGGTATGGGCGTTCCGGGCCTCTTC GGTTCCACCACCACCCGGCCGCCGCTGTTGCTG
Cre08.g374050 GGAGGCGGAGGTATGGACATCGAAAGACCGCTT GGTTCCACCACCACCCACGCCCAGCCCCAGG Cre08.g374100 GGAGGCGGAGGTATGGCGAGCCCGCTCT GGTTCCACCACCACCCTTCTTCCCCTTGCTGCTG
Cre08.g374150 GGAGGCGGAGGTATGAAGACACAACCAGTGATCGA GGTTCCACCACCACCCTTCTCCGCCTCCCTGCC Cre08.g374250 GGAGGCGGAGGTATGGTGCGCGCATCCG GGTTCCACCACCACCCACGTTGCTGGTGGATGC
Cre08.g374300 GGAGGCGGAGGTATGGAAGGCCTGGAGGCG GGTTCCACCACCACCCTACTGCGGCGGCGGC Cre08.g374350 GGAGGCGGAGGTATGGCCGCGACAACAACC GGTTCCACCACCACCGCTGGAGCCGGCAGCACC
Cre08.g374400 GGAGGCGGAGGTATGGATCCATTTACCCTTGAGCC GGTTCCACCACCACCCCGCAACCACCACAGCCG Cre08.g374436 GGAGGCGGAGGTATGACTTCTTCCTCTGCTGTTC GGTTCCACCACCACCTTACCAGCAGCAGTGTTGG
Cre08.g374550 GGAGGCGGAGGTATGTCGGCATGTTCACTTGT GGTTCCACCACCACCCGTTGACACGGCACTCG Cre08.g374600 GGAGGCGGAGGTATGGCGAATCGGCCACT GGTTCCACCACCACCAATAGCCGCCGCCCAG
Cre08.g374650 GGAGGCGGAGGTATGGCAACTTTGGTCCAGGC GGTTCCACCACCACCATGGTCCGTGAACGGCAC Cre08.g374850 GGAGGCGGAGGTATGTCGCCAGGGCTGC GGTTCCACCACCACCGCCGTCGTCACCCACC
Cre08.g374900 GGAGGCGGAGGTATGAAAAACAAGCCATGCACC GGTTCCACCACCACCGTTATCTCCCGCCCACAGC Cre08.g374926 GGAGGCGGAGGTATGTCGCCAAACCTGTTCA GGTTCCACCACCACCGTTATCTCCCGCCCACAGC
Cre08.g374950 GGAGGCGGAGGTATGGGCGATATGTTGACACTG GGTTCCACCACCACCTCAGAACGAGTGCGGCG Cre08.g375000 GGAGGCGGAGGTATGAGCAGCGAGGCGC GGTTCCACCACCACCAGCCTTGGCGTCCCTC
Cre08.g375050 GGAGGCGGAGGTATGGAGGGAGGGAACGACC GGTTCCACCACCACCCTGCCGGGGCAGTCCC Cre08.g375084 GGAGGCGGAGGTATGCCTCCAGGAGGCATGG GGTTCCACCACCACCTCACAGCCCCAGCGCC
Cre08.g375150 GGAGGCGGAGGTATGGCTGACAGCGATGC GGTTCCACCACCACCGTCGTCGTAATCCAAGCCC Cre08.g375200 GGAGGCGGAGGTATGGCGCACCAACGGACTATTC GGTTCCACCACCACCAGAGAACAGCGCTGACACCTT
Cre08.g375250 GGAGGCGGAGGTATGCCCCGCAGCACGT GGTTCCACCACCACCTGCTGCCTTGCCGGTC Cre08.g375301 GGAGGCGGAGGTATGCAGCGACTGGGACC GGTTCCACCACCACCCACGAACAGGTGCAGCG
Cre08.g375350 GGAGGCGGAGGTATGGCGCGTGGTGATGATG GGTTCCACCACCACCGGATAGCGATGGCGCAGG Cre08.g375400 GGAGGCGGAGGTATGGCGAGCATGGCTGCG GGTTCCACCACCACCGATAGCGCCCGCCGCACG
Cre08.g375400 GGAGGCGGAGGTATGGCGAGCATGGCTGC GGTTCCACCACCACCGATAGCGCCCGCCGCA Cre08.g375450 GGAGGCGGAGGTATGCCCAGAAACCAGCAAA GGTTCCACCACCACCCTGCAGAGGGCTGCGG
Cre08.g375500 GGAGGCGGAGGTATGTGCGGCATCGTGGGCTATT GGTTCCACCACCACCGTGCTCCTCAGACACCGTG Cre08.g375550 GGAGGCGGAGGTATGGTGCCCCTGCTAGCT GGTTCCACCACCACCCTCGAAGCCCTTCTTGGGC
Cre08.g375600 GGAGGCGGAGGTATGCACCCTGCCGAGCTC GGTTCCACCACCACCTCCCTTGCTACCGCCGGC Cre08.g375650 GGAGGCGGAGGTATGAGCGATAGCGACTCCG GGTTCCACCACCACCTCTCCCGCTCTCCAGGA
Cre08.g375676 GGAGGCGGAGGTATGGCGCGTAGTTACCATATAAG GGTTCCACCACCACCCTACAGAGGGTGGGATGCA Cre08.g375700 GGAGGCGGAGGTATGCTGCTGCAATATTTGCG GGTTCCACCACCACCGTTGCCCCCCTCCTCC
Cre08.g375751 GGAGGCGGAGGTATGCGACAGCTTAGGGCAG GGTTCCACCACCACCTCAGCGGCTGCCGTCG Cre08.g375801 GGAGGCGGAGGTATGACTCGGCCAGTAAAAAAGA GGTTCCACCACCACCTTACTCATCCATCTTTACAGGCC
Cre08.g375850 GGAGGCGGAGGTATGTCTGACAGTGACGATGAGC GGTTCCACCACCACCTCACTTGGTGCGTTTGGAC Cre08.g375900 GGAGGCGGAGGTATGAGCACCCAAATTCTTGGGA GGTTCCACCACCACCCGCCCCCAGGCTAGCCAG
Cre08.g375950 GGAGGCGGAGGTATGCAGAGCCTGCGTGGC GGTTCCACCACCACCCATGTGCTGCTGGACGACG Cre08.g376000 GGAGGCGGAGGTATGGCCGCAAAGGCTCCG GGTTCCACCACCACCTACGATGGTGGCGGACAAG
Cre08.g376050 GGAGGCGGAGGTATGTTCTACGAGGACGTGTGG GGTTCCACCACCACCCCGGAAGACGAAGGACGC Cre08.g376100 GGAGGCGGAGGTATGGGTGGCGGACTTTCG GGTTCCACCACCACCGCTGGAGCCGGTGGAGAT
Cre08.g376150 GGAGGCGGAGGTATGGCGACGCCGTCAGGCTC GGTTCCACCACCACCCCACGCCGCAGCGCTCCG Cre08.g376200 GGAGGCGGAGGTATGCAGCTCAGATGCAGTTT GGTTCCACCACCACCGCACGACGACGAGGCT
Cre08.g376250 GGAGGCGGAGGTATGGTGAACACCGATACTGAGA GGTTCCACCACCACCTCAAGCATGCATGTCCGC Cre08.g376300 GGAGGCGGAGGTATGTCGACCGCTCAGCT GGTTCCACCACCACCCAGCTCCTCGCCCTCG
Cre08.g376350 GGAGGCGGAGGTATGGCCGTCAGCGTCGTG GGTTCCACCACCACCCTGCACCGGCACCTCATAC Cre08.g376450 GGAGGCGGAGGTATGCCTCTGCAAGTGGCG GGTTCCACCACCACCAGCCCGCTTGCTGGGCTC
Cre08.g376500 GGAGGCGGAGGTATGGTGGAGGGGCACC GGTTCCACCACCACCTTACGTGTTCTCCATGTAATATGA Cre08.g376550 GGAGGCGGAGGTATGGTCGACATTGCCGCTG GGTTCCACCACCACCCGCCTCTCGTGAGGGGTCTT
Cre08.g376650 GGAGGCGGAGGTATGCCGTGCTTAAGTATATTGA GGTTCCACCACCACCTTACGCATACGTGCTCCT Cre08.g376700 GGAGGCGGAGGTATGTCGAAACCAATATTGGCTCG GGTTCCACCACCACCTTAGAAACCGAAACCCTCATAGG
Cre08.g376720 GGAGGCGGAGGTATGACTTCTTTATATACCGCATGG GGTTCCACCACCACCTCAAGCATCAGTAAGGGCG Cre08.g376740 GGAGGCGGAGGTATGGAGGACTGGGTCGCG GGTTCCACCACCACCCTTTGGCGGGCACTCCGTC
Cre08.g376850 GGAGGCGGAGGTATGGAGAGGCCGGCGC GGTTCCACCACCACCTCACATGCCTGCGGGC Cre08.g376900 GGAGGCGGAGGTATGCATTCGGACGCTGGC GGTTCCACCACCACCGGAGCCGCTGGGAGCC
Cre08.g376950 GGAGGCGGAGGTATGTGCGTGTCGTCGCTG GGTTCCACCACCACCAGCCACGCAGGTGGTCCG Cre08.g377000 GGAGGCGGAGGTATGTGCAGCCCGGCAG GGTTCCACCACCACCCGACCGCTTGGCCTTTT
Cre08.g377050 GGAGGCGGAGGTATGGAATGGATGCATGACTCC GGTTCCACCACCACCTCAAGCAGGCGGTGACG Cre08.g377100 GGAGGCGGAGGTATGTCATCAGTTTCTCACGGG GGTTCCACCACCACCTCAATCCGCGCGTCTCC
Cre08.g377150 GGAGGCGGAGGTATGCCTTCGTTGCATCGCTCTA GGTTCCACCACCACCGATGGCGCCCTTGGCCCG Cre08.g377251 GGAGGCGGAGGTATGACCAGGGTCTGTCTTGG GGTTCCACCACCACCCTTGATGAGCTGATGACCCG
Cre08.g377300 GGAGGCGGAGGTATGTCTTGTATCGCAGCGC GGTTCCACCACCACCCTTGCCCTCCCCCCAG Cre08.g377350 GGAGGCGGAGGTATGGCGGAGGGTCAGATG GGTTCCACCACCACCGTGCGCAATCTTGCCGT
Cre08.g377400 GGAGGCGGAGGTATGCCGCCTGCTGAGGTG GGTTCCACCACCACCCTGGCGCACACAGCCCTG Cre08.g377450 GGAGGCGGAGGTATGGCGGCTGGCGCCTCG GGTTCCACCACCACCCGCCTGCAGCGCCTCCGC
Cre08.g377500 GGAGGCGGAGGTATGGCTAGCACCGACACG GGTTCCACCACCACCGCCCAGGAAGTGTGTGC Cre08.g377550 GGAGGCGGAGGTATGGGCCGCCCCTTCA GGTTCCACCACCACCCCAGTTGCCCTCCTTCATG
Cre08.g377600 GGAGGCGGAGGTATGGTGGGGCAGGGCG GGTTCCACCACCACCTCATTTCCCAAAAATTGACCGCA Cre08.g377650 GGAGGCGGAGGTATGTTCACGACCAGCAAGC GGTTCCACCACCACCCCGCCGCTTGTCCTTATT
Cre08.g377700 GGAGGCGGAGGTATGCCGACTGGGACTGG GGTTCCACCACCACCCTAAGCAACCGCCGGC Cre08.g377800 GGAGGCGGAGGTATGGACTTGAGCGCATGTG GGTTCCACCACCACCATCGCACATCAGCCCGT
Cre08.g377850 GGAGGCGGAGGTATGGCGCCGCCGAAAG GGTTCCACCACCACCAAAGCCCTGAAAGCAGGC Cre08.g377900 GGAGGCGGAGGTATGGAGGTCGACACCACGA GGTTCCACCACCACCCTACCCGCGCCCGCTC
Cre08.g378000 GGAGGCGGAGGTATGGGGGAGAACTACCTCAAC GGTTCCACCACCACCCTAGTTGCGGCCGCCG Cre08.g378050 GGAGGCGGAGGTATGGCGTACATTCTTGATTTCCT GGTTCCACCACCACCTTACGCCAGTGGCGACA
Cre08.g378100 GGAGGCGGAGGTATGGCACCAGCTAGCGTCATAA GGTTCCACCACCACCCGACGTGGTGGCAGCAGC Cre08.g378150 GGAGGCGGAGGTATGATGCTTGGACAAACACGAA GGTTCCACCACCACCCAAGTCGTCGTCGTCGTTGG
Cre08.g378200 GGAGGCGGAGGTATGGCCACGCAAACTGGC GGTTCCACCACCACCGGGCTGCAGGCGGTCCAT Cre08.g378250 GGAGGCGGAGGTATGGACGGGGAGTCGGCA GGTTCCACCACCACCGAGGAAGTAGGGGTGGATGGC
Cre08.g378300 GGAGGCGGAGGTATGGGCAGCCCAGTCG GGTTCCACCACCACCCATGTGCTGTGGGTTTGCC Cre08.g378351 GGAGGCGGAGGTATGGGATACCACAGCACCC GGTTCCACCACCACCCCCGTTGGTGTTAGTGAAGC
Cre08.g378417 GGAGGCGGAGGTATGGCTCGCCATACAGCG GGTTCCACCACCACCGGCACACGAAACGTTCATTG Cre08.g378450 GGAGGCGGAGGTATGCAGCCCACAGCGC GGTTCCACCACCACCGTTGACCCGCCCCCGC
Cre08.g378500 GGAGGCGGAGGTATGGCAAGCCAGGGCAC GGTTCCACCACCACCCTCCGCCGTCAGCCCG Cre08.g378550 GGAGGCGGAGGTATGGGTGGCTATGCTAAGCC GGTTCCACCACCACCCTCCGACGACTTGGCAGC
Cre08.g378601 GGAGGCGGAGGTATGTTGCAACTCGCCGTT GGTTCCACCACCACCAAGATCTCGGCCCGCTC Cre08.g378650 GGAGGCGGAGGTATGGCCCAGGCCAGCA GGTTCCACCACCACCTGCCCCTAGCTCCTCATCC
Cre08.g378700 GGAGGCGGAGGTATGGGGAGCAAGCGCA GGTTCCACCACCACCTCACATTTTGAAGCCCAGACT Cre08.g378750 GGAGGCGGAGGTATGGCGACCACCTCCG GGTTCCACCACCACCCTCCTGCTCCAACGTGC
Cre08.g378800 GGAGGCGGAGGTATGCGAGGCTCCACTGGC GGTTCCACCACCACCGCAGGAGCACGGCACCGG Cre08.g378850 GGAGGCGGAGGTATGATGCAGGCTAGCTCTCGC GGTTCCACCACCACCGTCCCGCAGCGCCTGC
Cre08.g378900 GGAGGCGGAGGTATGGCTCTACGTAGCGCT GGTTCCACCACCACCCTCGCGCCACTCCAGC Cre08.g378950 GGAGGCGGAGGTATGGCTTCTGAGCTTGCATGG GGTTCCACCACCACCGCAGATGACGCAGCCACA
Cre08.g379000 GGAGGCGGAGGTATGTCCACCCAAGCTCCC GGTTCCACCACCACCCTTCTTGCCGCCCGCC Cre08.g379050 GGAGGCGGAGGTATGGAAGCGCCGACGC GGTTCCACCACCACCTTGTACGCGCACGTCTC
Cre08.g379150 GGAGGCGGAGGTATGCTATTTCACACCTGCAGG GGTTCCACCACCACCGCACGAGACATCCACATTCT Cre08.g379163 GGAGGCGGAGGTATGCAGCCTCTGCTGCT GGTTCCACCACCACCACCGACAGGCCCCGTG
Cre08.g379175 GGAGGCGGAGGTATGTATGCCAACTGTTGCTCT GGTTCCACCACCACCCTTTGACCCACCGGCCG Cre08.g379187 GGAGGCGGAGGTATGCTATTTCACACCTGCAGG GGTTCCACCACCACCGCACGAGACATCCACATTCT
Cre08.g379200 GGAGGCGGAGGTATGCTGTTGAACCGTCAGTC GGTTCCACCACCACCCTTTGACCCACCGGCCG Cre08.g379350 GGAGGCGGAGGTATGTCCTCTCTTCTCAAGACCC GGTTCCACCACCACCCTACTCGGAGGCGGCG
Cre08.g379450 GGAGGCGGAGGTATGAAGGGCGCTCGCCCG GGTTCCACCACCACCGGGCCGTACACCGCCACC Cre08.g379450 GGAGGCGGAGGTATGAAGGGCGCTCGCC GGTTCCACCACCACCGGGCCGTACACCGCCA
Cre08.g379500 GGAGGCGGAGGTATGGTCTTCTGCTGCTTCG GGTTCCACCACCACCCATGGCAGGGGCTGCT Cre08.g379550 GGAGGCGGAGGTATGGACGCGCAGCGATTG GGTTCCACCACCACCATCAAAGATTTTCTCGCCGGAG
Cre08.g379576 GGAGGCGGAGGTATGAGGAACGTTGGCAACA GGTTCCACCACCACCGGCCTTCTTGGCCTTCTTC Cre08.g379650 GGAGGCGGAGGTATGTCCGCGCTGCTCTCG GGTTCCACCACCACCCTGGCCCAGCTGCTCGGC
Cre08.g379700 GGAGGCGGAGGTATGATCACCGCCTCGCACA GGTTCCACCACCACCTCAGGGCCGAGGCCCC Cre08.g379750 GGAGGCGGAGGTATGAACCCTGGTCAACCGGTC GGTTCCACCACCACCCTCGGGCTTCTCCCTTTGTAAT
Cre08.g379900 GGAGGCGGAGGTATGCCAGTCGCGCCCC GGTTCCACCACCACCCACAGACCACAGGCCGG Cre08.g380000 GGAGGCGGAGGTATGGCGTCCGCCAACCGC GGTTCCACCACCACCCGCCTTGAGCCGCATCAC
Cre08.g380100 GGAGGCGGAGGTATGGCTTCGCGATGCTTCTG GGTTCCACCACCACCGTCGGCCTGCGCCAGC Cre08.g380201 GGAGGCGGAGGTATGTCGGCCAACTCCTCG GGTTCCACCACCACCCTTCTTCACGCCCATGCTCTC
Cre08.g380250 GGAGGCGGAGGTATGCAGCCCGCTGCGAGC GGTTCCACCACCACCATCCTCGTAGACGCGGCA Cre08.g380300 GGAGGCGGAGGTATGGGCTTCTTCAACTTTGGCA GGTTCCACCACCACCGCCGTAGCAGCGGATGGG
Cre08.g380350 GGAGGCGGAGGTATGGCGGGTGGTGCCAAG GGTTCCACCACCACCCGAGCGCGCGTTTATGGA Cre08.g380400 GGAGGCGGAGGTATGTCGATGCAGTGCCAAAC GGTTCCACCACCACCGAGCACCTCCTCCGCCTTGTAG
Cre08.g380452 GGAGGCGGAGGTATGGCGGAGCTTCGCA GGTTCCACCACCACCTTAAGGCCCCGCCCCG Cre08.g380500 GGAGGCGGAGGTATGTCGTCTGCGACGGA GGTTCCACCACCACCGGCCGCGGCCTTTTCTA
Cre08.g380550 GGAGGCGGAGGTATGGCCAGCGCTGCAA GGTTCCACCACCACCCAGCAGGGGCATCGCG Cre08.g380600 GGAGGCGGAGGTATGCCAGCGGATGAGGT GGTTCCACCACCACCCCCGGGGGGATTGCAA
Cre08.g380650 GGAGGCGGAGGTATGTTGCCGCTGCTGTTTCTA GGTTCCACCACCACCGCAGTCGCTCGCCAGGTAG Cre08.g380700 GGAGGCGGAGGTATGGCCGCGATGTTGC GGTTCCACCACCACCCTCATCTCGCAGCTTGGC
Cre08.g380763 GGAGGCGGAGGTATGCCGGCGCCTCAAC GGTTCCACCACCACCCACGTGTATCCTCGTTGTACA Cre08.g380800 GGAGGCGGAGGTATGGCCGCGATGTTGC GGTTCCACCACCACCCTCATCTCGCGGTTTGGC
Cre08.g380850 GGAGGCGGAGGTATGGCCACATCACGGTCA GGTTCCACCACCACCCGCGTCCACGGACAGT Cre08.g380950 GGAGGCGGAGGTATGAGCAAGCTTGCACCGT GGTTCCACCACCACCTGCGTCCTCGCCCCAC
Cre08.g381000 GGAGGCGGAGGTATGCAGCACGGGGCAC GGTTCCACCACCACCCAGCTGCTGCTCATCGG Cre08.g381050 GGAGGCGGAGGTATGAGAATGCACTGCAGCGTC GGTTCCACCACCACCGCTGCTGCTGCTCTTATACAAG
Cre08.g381075 GGAGGCGGAGGTATGCAGGACGCCTGGC GGTTCCACCACCACCCTACCAGGCCGCCACC Cre08.g381100 GGAGGCGGAGGTATGCAGGACGCCTGGC GGTTCCACCACCACCTGCAGCTGACGGCGTA
Cre08.g381150 GGAGGCGGAGGTATGGCCACATCACGGTCA GGTTCCACCACCACCCTACCAGGCCGCCACC Cre08.g381200 GGAGGCGGAGGTATGGCCACATCACGGTCA GGTTCCACCACCACCCTACCAGGCCGCCACC
Cre08.g381250 GGAGGCGGAGGTATGCAGGACGCCTGGC GGTTCCACCACCACCCTACCAGGCCGCCACC Cre08.g381300 GGAGGCGGAGGTATGCAGGACGCCTGGC GGTTCCACCACCACCCTACCAGGCCGCCACC
Cre08.g381350 GGAGGCGGAGGTATGATGCAGGACGCCTGG GGTTCCACCACCACCCTACCAGGCCGCCACC Cre08.g381450 GGAGGCGGAGGTATGCCAGCCAGTTTGAAACAC GGTTCCACCACCACCCCCGAACCTGAACGGGTTCAT
Cre08.g381483 GGAGGCGGAGGTATGGCAGGGCACTTAACAGTAGA GGTTCCACCACCACCCTACCGCGCGCTCGCC Cre08.g381516 GGAGGCGGAGGTATGGGATTCCTGCGCAATATG GGTTCCACCACCACCTCACGCTGTGGGCGTC
Cre08.g381550 GGAGGCGGAGGTATGGTGCACTACTCAGGGAA GGTTCCACCACCACCCCTCTGCCTCTTCTTGGTGC Cre08.g381600 GGAGGCGGAGGTATGGAGCTGCTACCCAAAGC GGTTCCACCACCACCGTTCTGGCTCCAGCTGC
Cre08.g381650 GGAGGCGGAGGTATGCTAGCGGGCGCCC GGTTCCACCACCACCCCAGTCCCTCAGCGCTCG Cre08.g381702 GGAGGCGGAGGTATGCTTAACTCTGGCGCCTT GGTTCCACCACCACCCGACGACGACGAGGTCGTC
Cre08.g381750 GGAGGCGGAGGTATGGGCAGCCAGGGGC GGTTCCACCACCACCCAGCATGTCTTCCGCAATTGG Cre08.g381800 GGAGGCGGAGGTATGGTGCAGGCGGCCCTG GGTTCCACCACCACCCTGCCGGCCCACGCCGAAGAAG
Cre08.g381850 GGAGGCGGAGGTATGAGCGCCGGACTTCG GGTTCCACCACCACCTCATGCGCAGTCGCCG Cre08.g381983 GGAGGCGGAGGTATGCAGCCTCTGCTGCC GGTTCCACCACCACCCTGCTGCTGCTGTGGC
Cre08.g382100 GGAGGCGGAGGTATGAGCTACAAGCCAATCTCTGT GGTTCCACCACCACCATGCATCTCAATGCCTCCACAG Cre08.g382150 GGAGGCGGAGGTATGGCCGCTGACGAGC GGTTCCACCACCACCCGTCGCCGCTGTTGGC
Cre08.g382200 GGAGGCGGAGGTATGGGCAAGCTCCTTCCT GGTTCCACCACCACCCCCCATCTCGATTCCTCCC Cre08.g382250 GGAGGCGGAGGTATGGTCCGCATAGGTCCA GGTTCCACCACCACCACCCATCTCGATTCCCCC
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Cre08.g382300 GGAGGCGGAGGTATGACTTCGCTGCTGGGTC GGTTCCACCACCACCCTACCGGGCAGCCGGC Cre08.g382350 GGAGGCGGAGGTATGTTGCCCAAGGATCCGG GGTTCCACCACCACCGTTGTCCTTGTTGCCCTTCTC
Cre08.g382400 GGAGGCGGAGGTATGACTCGTGCGACGCT GGTTCCACCACCACCTTGCTTGCGGTGGTGC Cre08.g382450 GGAGGCGGAGGTATGCAGTGCTGCGCAA GGTTCCACCACCACCTTCAGCCACCACGGGC
Cre08.g382476 GGAGGCGGAGGTATGGAGCTAGCGGCCC GGTTCCACCACCACCTCTGCTGGGCAAGGACC Cre08.g382500 GGAGGCGGAGGTATGGCCCCTAAGGAGCAG GGTTCCACCACCACCTTAGGCAGCGGTGGCG
Cre08.g382515 GGAGGCGGAGGTATGAGCGCGCCTTCGG GGTTCCACCACCACCACCCTCAGCGGCCATC Cre08.g382530 GGAGGCGGAGGTATGAGTGCAGCGCCCC GGTTCCACCACCACCCTCCTCGGGCACGTGC
Cre08.g382560 GGAGGCGGAGGTATGAACCTGCAGCGCCAA GGTTCCACCACCACCGTCCCACAGCCGCGGG Cre08.g382575 GGAGGCGGAGGTATGCTGTGCTGCGCCC GGTTCCACCACCACCCACGTGGTAGGAGCCGC
Cre08.g382605 GGAGGCGGAGGTATGGGATGCAGCGCCAG GGTTCCACCACCACCCATGTGCGCCAGGCGC Cre08.g382620 GGAGGCGGAGGTATGCGATGGCTGGTGGCT GGTTCCACCACCACCCAGCAGGGTGCGGCGG
Cre08.g382650 GGAGGCGGAGGTATGACCGGGCCCGGAGAC GGTTCCACCACCACCGGGCAGCTTGCCCTGCGTGAG Cre08.g382689 GGAGGCGGAGGTATGCTTGAAGCGACCCG GGTTCCACCACCACCTGACACCTGGATCGCCA
Cre08.g382700 GGAGGCGGAGGTATGGAGGGCCCTGCCC GGTTCCACCACCACCTGACACCTGGATCGCCAC Cre08.g382716 GGAGGCGGAGGTATGATTGACGAGCTAGAGGGC GGTTCCACCACCACCTGACACCTGGATCGCCA
Cre08.g382800 GGAGGCGGAGGTATGAAGGGCACAGCTGGC GGTTCCACCACCACCCCTCTGCGCCGTCTGCAG Cre08.g382825 GGAGGCGGAGGTATGAGCAACAGCAACCAACAG GGTTCCACCACCACCCGAGCCGGCTGGGGAG
Cre08.g382850 GGAGGCGGAGGTATGAGCGCTGCTGCTGA GGTTCCACCACCACCTCAGAGGCTGGCGGCG Cre08.g382900 GGAGGCGGAGGTATGCCGCCTCGCATCG GGTTCCACCACCACCCACCTCCACCTCCACCC
Cre08.g382950 GGAGGCGGAGGTATGGGCGGTTCCGAGC GGTTCCACCACCACCCTTCTTCTTCGCAAGGGCG Cre08.g383050 GGAGGCGGAGGTATGCATAGATCTGCGCTTTGGT GGTTCCACCACCACCCAACGCGCCGTCCTTCTC
Cre08.g383101 GGAGGCGGAGGTATGGCACCCAAAAAGGAGG GGTTCCACCACCACCGGCCAGGGTGCGGTAG Cre08.g383150 GGAGGCGGAGGTATGACAACACTAAGGAGATTTACATGC GGTTCCACCACCACCCTCCCACTCCAGGTCCTCG
Cre08.g383300 GGAGGCGGAGGTATGATGCTATCCACACGTGTAGG GGTTCCACCACCACCTCACAGCCCCACGCCC Cre08.g383350 GGAGGCGGAGGTATGGTACTTTTTGTCGACACAGG GGTTCCACCACCACCCTACTGCTGCAGCCCCA
Cre08.g383400 GGAGGCGGAGGTATGGCACTGACCGTGCG GGTTCCACCACCACCCGGCTGCTGCTGCTGC Cre08.g383450 GGAGGCGGAGGTATGTTGAGCAAGCGTTCTAGA GGTTCCACCACCACCTCAAGCACTACGCCCGG
Cre08.g383550 GGAGGCGGAGGTATGGGTCAGGCGGCAT GGTTCCACCACCACCCAGCTTGAAGGCGCGC Cre08.g383650 GGAGGCGGAGGTATGAGCGCGGACGGCC GGTTCCACCACCACCTCAAAGCCGCCCGCCC
Cre08.g383702 GGAGGCGGAGGTATGGTGAACGCAGCCCT GGTTCCACCACCACCAGTGGTGGCCGCGATG Cre08.g383750 GGAGGCGGAGGTATGCTCATGAAGTTTTCCAGCG GGTTCCACCACCACCTCACACGGAGGTGACATCG
Cre08.g383850 GGAGGCGGAGGTATGGACGTCGATCTGCCGT GGTTCCACCACCACCATCGCGGGCGTCAGCG Cre08.g383900 GGAGGCGGAGGTATGCAGGTGACCATCAAGGC GGTTCCACCACCACCCTGCTGCTGGCCCTCT
Cre08.g383950 GGAGGCGGAGGTATGCATTCCAACTATGTGGCGAC GGTTCCACCACCACCCTACGCGCCACCGGCG Cre08.g384000 GGAGGCGGAGGTATGCAGCTTTGCTCGAGCG GGTTCCACCACCACCCTGCCTGATCGGCCTCAG
Cre08.g384000 GGAGGCGGAGGTATGCAGCTTTGCTCGAGC GGTTCCACCACCACCCTGCCTGATCGGCCTCA Cre08.g384050 GGAGGCGGAGGTATGCGCATCCGCGTGC GGTTCCACCACCACCCTAGGGCCCCACGGTGG
Cre08.g384150 GGAGGCGGAGGTATGGAGGGCCCACCGC GGTTCCACCACCACCAGCATTGACGTACTTGGGCT Cre08.g384200 GGAGGCGGAGGTATGGCTACCAATCTGGTGTGC GGTTCCACCACCACCCTACGGCGGCCCGCAC
Cre08.g384355 GGAGGCGGAGGTATGCTCGCGACACTCTTC GGTTCCACCACCACCGCTATCGAAGAAGGTCAGGGT Cre08.g384500 GGAGGCGGAGGTATGGGGCTGGCGCAGC GGTTCCACCACCACCAGGCGCCAGTGTGAGGG
Cre08.g384550 GGAGGCGGAGGTATGGCGTCTCTACTAGGTCG GGTTCCACCACCACCGGCTGTGTTGACCAGGTAC Cre08.g384600 GGAGGCGGAGGTATGCCCTCGGCGGGGCTAG GGTTCCACCACCACCGTAGTAATGCGTGCTGCCCC
Cre08.g384628 GGAGGCGGAGGTATGCAGACAGAGGAGCGTAA GGTTCCACCACCACCCTACCGCCCCTGCCCC Cre08.g384650 GGAGGCGGAGGTATGCATTCCATTTCCGCTCG GGTTCCACCACCACCGTTCATGAAGAAGGCGTAGGG
Cre08.g384700 GGAGGCGGAGGTATGAAACTCAAGGAGCTTCATGC GGTTCCACCACCACCGTCCTCGTCCTCTTCCCCC Cre08.g384750 GGAGGCGGAGGTATGGCGCTAGGCATGCA GGTTCCACCACCACCGTTGGTCTTCTCCCACACC
Cre08.g384800 GGAGGCGGAGGTATGCACACATGGTTGCCA GGTTCCACCACCACCGTCCGCGTAGGCGCTG Cre08.g384850 GGAGGCGGAGGTATGATCGACCCCCAAACCC GGTTCCACCACCACCGTGGCCTGCGGCTACGTC
Cre08.g384864 GGAGGCGGAGGTATGGCTCCGGCCCCAG GGTTCCACCACCACCCTGCCGCTGCACGTAGG Cre08.g384900 GGAGGCGGAGGTATGTCGCTCAACGCCTCG GGTTCCACCACCACCCTACACCGACTGCGCCG
Cre08.g384950 GGAGGCGGAGGTATGCAGCAGCAGCAGC GGTTCCACCACCACCGAAGTGGCCTGGGCCG Cre08.g385000 GGAGGCGGAGGTATGCTCGGAGCCGAGGATGTTA GGTTCCACCACCACCAGGCTCGTCCAGCTGTACC
Cre08.g385050 GGAGGCGGAGGTATGAAGAAAGCTATCAGGTCTTTGC GGTTCCACCACCACCGCGCATGCTCTCAGACCG Cre08.g385100 GGAGGCGGAGGTATGAGTGACGAGGAGGACCTG GGTTCCACCACCACCCTACCGGCGCGCAGCT
Cre08.g385150 GGAGGCGGAGGTATGGAGCGGGAAGAGGC GGTTCCACCACCACCCATGAGGCCGGTGATGGT Cre08.g385200 GGAGGCGGAGGTATGGCGACTAAAGTCCAGAAG GGTTCCACCACCACCCCGCCCAGTTGTCTGAATG
Cre08.g385250 GGAGGCGGAGGTATGGACCTCGAGGACTTTGA GGTTCCACCACCACCTGAGCGCCTGAAGAAGGG Cre08.g385300 GGAGGCGGAGGTATGCCGGCGAGGGGAG GGTTCCACCACCACCCACAGCCACCTGGCTCA
Cre08.g385350 GGAGGCGGAGGTATGCCGCCCGCGTGTG GGTTCCACCACCACCCTGCTGTTGCTGCTGGCA Cre08.g385400 GGAGGCGGAGGTATGCACCTGGTGTTCATCAGC GGTTCCACCACCACCCTGCCCTCCAGCAGTGCC
Cre08.g385450 GGAGGCGGAGGTATGACAATACCTTTTGAGCATGGT GGTTCCACCACCACCCACGAGCGGGTAGTCGGG Cre08.g385500 GGAGGCGGAGGTATGTTGCAGGGCTTTGCCT GGTTCCACCACCACCGTTGGTCTTCTCCCACACCG
Cre08.g385600 GGAGGCGGAGGTATGGTGGCCTCCGGCT GGTTCCACCACCACCGAGCCAGTCCACACCCC Cre08.g385650 GGAGGCGGAGGTATGGCCACTGCCGCGAGGTAC GGTTCCACCACCACCCAGCTGCGGCGGGTGCTC
Cre08.g385675 GGAGGCGGAGGTATGCCGGTGTTGGGACA GGTTCCACCACCACCAACGCCAGTGCGCTGG Cre08.g385700 GGAGGCGGAGGTATGAGTAATACAATTGGAAGGTCAGA GGTTCCACCACCACCCAGCAGCTCTTCCTCGTGC
Cre08.g385750 GGAGGCGGAGGTATGGGCGTGGCCGGATGC GGTTCCACCACCACCCGGGTGCTGCAGTCGAGC Cre08.g385800 GGAGGCGGAGGTATGCTGGGCTCCCCGT GGTTCCACCACCACCTTCCTGCCCAGCCTCC
Cre08.g385850 GGAGGCGGAGGTATGGCTGCCAATATGACCAATC GGTTCCACCACCACCTCGCGGCTTCTGCTGCTG Cre08.g385900 GGAGGCGGAGGTATGGGCATCCTCCAACGC GGTTCCACCACCACCGTGCGCGGCCTTGGTC
Cre08.g385950 GGAGGCGGAGGTATGGGCAACTCCATGCTCAAG GGTTCCACCACCACCGAACGTGTCTGCGGCCTTTTC Cre08.g385951 GGAGGCGGAGGTATGTCACACGAGCTTCCGC GGTTCCACCACCACCTGGGACGCCCACAGCC
Cre08.g386050 GGAGGCGGAGGTATGCCTACTGTAACGGGATTCC GGTTCCACCACCACCGTTGTTGAGCAGTAGCCCGAT Cre08.g386100 GGAGGCGGAGGTATGATACTCATTCAAGGTGGTTAT GGTTCCACCACCACCTCAGCACTTGTGATGGTGG
Cre09.g386113 GGAGGCGGAGGTATGGAGGACTCACGCTCACTC GGTTCCACCACCACCCGCACCCTGCGCCTCAATT Cre09.g386119 GGAGGCGGAGGTATGGAGGCGGGGAATCC GGTTCCACCACCACCTTAGGCTTGCCGCCTGC
Cre09.g386125 GGAGGCGGAGGTATGAGCGACTCCAGCAAACG GGTTCCACCACCACCGCCTGCGCACTTGCGC Cre09.g386131 GGAGGCGGAGGTATGCAGCTAGGACACATCTTC GGTTCCACCACCACCCATGGGCCTGGCGTGA
Cre09.g386137 GGAGGCGGAGGTATGGAAGTAGGTTCGCGTTC GGTTCCACCACCACCCACGTGCGGTATGCTCTG Cre09.g386143 GGAGGCGGAGGTATGGTGAATCGTTGGCTGCG GGTTCCACCACCACCCCCCTGCTGGGCTCCAGT
Cre09.g386149 GGAGGCGGAGGTATGCGCGTCATCTCTTCTTCC GGTTCCACCACCACCCTAGAGGCGCGGGGCC Cre09.g386155 GGAGGCGGAGGTATGGTGGCCGCCTGCA GGTTCCACCACCACCCATCCCGATGTCTACCAGCA
Cre09.g386161 GGAGGCGGAGGTATGGCGCGCTGCTATTC GGTTCCACCACCACCGGGCATCCACTCAGCGT Cre09.g386167 GGAGGCGGAGGTATGAAGACTTCACGCACTGTC GGTTCCACCACCACCAAGTTTGGTGGCGTCCAG
Cre09.g386173 GGAGGCGGAGGTATGCGCACCGCAACTG GGTTCCACCACCACCGCTGGGTTTCTCCGACG Cre09.g386200 GGAGGCGGAGGTATGCTGCTATCGAAAAGATTAACG GGTTCCACCACCACCTCAGGCCTCTGACATGGC
Cre09.g386250 GGAGGCGGAGGTATGGTCTGGGACTCACACG GGTTCCACCACCACCCATCTTGGCCACTTCCAGTAG Cre09.g386350 GGAGGCGGAGGTATGGATTTAATAAGCGAGTCAGACC GGTTCCACCACCACCGCAGAATTTCCAGCGCTGC
Cre09.g386400 GGAGGCGGAGGTATGTCCAAACGCACTGCTGA GGTTCCACCACCACCCCTCCACTTGATGGACACCAG Cre09.g386450 GGAGGCGGAGGTATGTACGAGGCCTTTGAGC GGTTCCACCACCACCTCACCGATAGATTGAGGTGGT
Cre09.g386476 GGAGGCGGAGGTATGTTGGCCCAGCTGTGG GGTTCCACCACCACCAGCCTCCAGCTCCATAGC Cre09.g386500 GGAGGCGGAGGTATGGAACAGATATGCGGCC GGTTCCACCACCACCAGCCTCCAGCTCCATAGC
Cre09.g386550 GGAGGCGGAGGTATGGCCTCTGCAGAGGCT GGTTCCACCACCACCCCACTTGCCCCACTCATCG Cre09.g386600 GGAGGCGGAGGTATGAACGCTTCCAGTCCGCT GGTTCCACCACCACCCCGCCACACAGCCGCC
Cre09.g386650 GGAGGCGGAGGTATGGCCAAGGAGGAGAAGA GGTTCCACCACCACCTTAGGCCTCGCCGCTG Cre09.g386700 GGAGGCGGAGGTATGGTTAGCTCATCAGTAGCTCG GGTTCCACCACCACCTGTCCGGATCTTGTGCACG
Cre09.g386730 GGAGGCGGAGGTATGGCCGTGGTGGCGC GGTTCCACCACCACCAGCCTCCAGCTCCATAGCTT Cre09.g386731 GGAGGCGGAGGTATGGACCTCGGGGAGGA GGTTCCACCACCACCTGAGAACTGGCCCCGC
Cre09.g386732 GGAGGCGGAGGTATGCTGCCGATCCATCGATAC GGTTCCACCACCACCCGCTGTTGCCATGCTGGC Cre09.g386733 GGAGGCGGAGGTATGGGTGGCACTCCAAAGAGAA GGTTCCACCACCACCCCGCATAGTGCAGTCTCTGG
Cre09.g386734 GGAGGCGGAGGTATGGAGGGGCTGCGGCTT GGTTCCACCACCACCCTTCTTGCCCTTGAGCCGG Cre09.g386735 GGAGGCGGAGGTATGTCGTCGGGAGGAGC GGTTCCACCACCACCCTACGCCAGCGCCAGC
Cre09.g386737 GGAGGCGGAGGTATGTTGCAGCTAGTCTTTGTCC GGTTCCACCACCACCTCAGGCACCGCCATCA Cre09.g386738 GGAGGCGGAGGTATGTCCCAAGTACTCACGAGA GGTTCCACCACCACCCACTTTCCCGGCTCCGC
Cre09.g386739 GGAGGCGGAGGTATGGAGATATTGCTTGGTAGAGC GGTTCCACCACCACCTCAACCTGCGCGCCAG Cre09.g386740 GGAGGCGGAGGTATGAGTACGTCCGGTAGCG GGTTCCACCACCACCTCGGTGGCCCATAACGA
Cre09.g386741 GGAGGCGGAGGTATGAGTTCTTCGGTGTTGTGT GGTTCCACCACCACCGAATCTGCAGAGCCAGGAAG Cre09.g386742 GGAGGCGGAGGTATGGTCGCCATCAGCATTG GGTTCCACCACCACCCTTGCTGCGCCACTGC
Cre09.g386743 GGAGGCGGAGGTATGCTTGAGATCGGCCTCG GGTTCCACCACCACCGCAGTACGGGTCATTGGC Cre09.g386744 GGAGGCGGAGGTATGAACTGCTACTGTGCCCT GGTTCCACCACCACCGAGCACAAGGCGGTGC
Cre09.g386745 GGAGGCGGAGGTATGTATGTGACTGCTGTGTGG GGTTCCACCACCACCGCCTTCAGGGCGGCTA Cre09.g386746 GGAGGCGGAGGTATGCCCGCCCCGTCTG GGTTCCACCACCACCCTCGGACGCCAGCTGC
Cre09.g386747 GGAGGCGGAGGTATGAGTCGCTCCAAGTCCC GGTTCCACCACCACCCTTGTCCAGCCTGCAGTAG Cre09.g386748 GGAGGCGGAGGTATGGCGCTGCCGGGTA GGTTCCACCACCACCTCAGCCGCGCCATGCC
Cre09.g386750 GGAGGCGGAGGTATGGCCAGCGAGGCCC GGTTCCACCACCACCGTCGACCTCCTCCATGCG Cre09.g386751 GGAGGCGGAGGTATGTATGTGACTGCTGTGTGG GGTTCCACCACCACCGCCTTCAGGGCGGCTA
Cre09.g386753 GGAGGCGGAGGTATGGCAGACGCAACGGG GGTTCCACCACCACCTCAGTCGTCGCCCGGC Cre09.g386756 GGAGGCGGAGGTATGCTGCGCATCACAAGC GGTTCCACCACCACCGAAACCAGGAGGGCGCC
Cre09.g386757 GGAGGCGGAGGTATGGAGCCGAACCTTCCC GGTTCCACCACCACCCATGCTCCCCTCCTTCAAC Cre09.g386758 GGAGGCGGAGGTATGAAGGCCCTGCGAAGTG GGTTCCACCACCACCGTACTTGACGGTCCCGTCTC
Cre09.g386759 GGAGGCGGAGGTATGGGCAGCCAGGCGG GGTTCCACCACCACCGTTGCTCTCTAGCCAGGCG Cre09.g386838 GGAGGCGGAGGTATGTCTTTCCGCTCAGCCG GGTTCCACCACCACCCTAATCGTCCTGGAAGTCTAGGTA
Cre09.g386850 GGAGGCGGAGGTATGAAGCGAGTTTCATTGGTATTC GGTTCCACCACCACCCTAGGAGCTGCCGCCC Cre09.g386875 GGAGGCGGAGGTATGGCACCTAAATCGCTTGC GGTTCCACCACCACCCTCATACCTGCCCAGTTCG
Cre09.g386900 GGAGGCGGAGGTATGGAGATGCCATTGTCGCTG GGTTCCACCACCACCCCCACAGCAGCCGCCG Cre09.g386912 GGAGGCGGAGGTATGGCGATTGATAAAGCACCGA GGTTCCACCACCACCGCTGATGACCAGCGGTCG
Cre09.g386949 GGAGGCGGAGGTATGCTGCAATCGCACAAGA GGTTCCACCACCACCCACCAGGCGGTGAGGG Cre09.g386950 GGAGGCGGAGGTATGTCATTGACGTTTCTAGGGC GGTTCCACCACCACCCTACTTCTTGGCCTGATGGC
Cre09.g386986 GGAGGCGGAGGTATGAAGCTCAATTCACGCGC GGTTCCACCACCACCCACCAGGCGGTTGGGC Cre09.g387000 GGAGGCGGAGGTATGCGTGCTTCGCTTCAGA GGTTCCACCACCACCTTAGCGCGCGGCGGTA
Cre09.g387060 GGAGGCGGAGGTATGGTCTTCCACGTCTCGC GGTTCCACCACCACCGAAACGTGTCGCTGGCTG Cre09.g387097 GGAGGCGGAGGTATGGCCTCCATGCTGGAG GGTTCCACCACCACCCGACGTCTGCGCTACCGC
Cre09.g387100 GGAGGCGGAGGTATGTTGTCTGGCTTACTTGGCC GGTTCCACCACCACCCAGGGGCATGGGCTGCAC Cre09.g387134 GGAGGCGGAGGTATGTCGCGAAAAGCGGTGG GGTTCCACCACCACCCTACCGCGCCGCCACG
Cre09.g387150 GGAGGCGGAGGTATGACGAACCCAGCCAACC GGTTCCACCACCACCGTGCTCCAGCGCTGCG Cre09.g387171 GGAGGCGGAGGTATGGCGGGAGACAAGACCA GGTTCCACCACCACCCCGGCCGCGCATCTCC
Cre09.g387200 GGAGGCGGAGGTATGGCACACTTCAGCAGGTAC GGTTCCACCACCACCGTGCTGCTGCCCATGTGT Cre09.g387208 GGAGGCGGAGGTATGTCGTTCTTTGCGCGGT GGTTCCACCACCACCGGCACACTCCGCCACTCC
Cre09.g387208 GGAGGCGGAGGTATGTCGTTCTTTGCGCGG GGTTCCACCACCACCGGCACACTCCGCCACT Cre09.g387250 GGAGGCGGAGGTATGGCCGCGGCAACAG GGTTCCACCACCACCGTAGCCCCACAGCCACC
Cre09.g387282 GGAGGCGGAGGTATGAATTTTGCCGCACTTCA GGTTCCACCACCACCTCAACTGAAGTTGTCAAAGAAATC Cre09.g387300 GGAGGCGGAGGTATGGGACCTGGGATGCAG GGTTCCACCACCACCCTCCTCGTCCCCGGCC
Cre09.g387319 GGAGGCGGAGGTATGGCGCTCGTCGCGGCG GGTTCCACCACCACCTCCCTCGCAGGCGTCGTC Cre09.g387350 GGAGGCGGAGGTATGTTGGTCACCTCGCCA GGTTCCACCACCACCAAGTGTTGCTGTTGGGTCC
Cre09.g387356 GGAGGCGGAGGTATGCGCGGCAACCATT GGTTCCACCACCACCGCTGCTATGAGCGCTGC Cre09.g387393 GGAGGCGGAGGTATGAAGAGCGCCGAGAAGGTT GGTTCCACCACCACCCTGCGGCGGCTCGCTCAC
Cre09.g387400 GGAGGCGGAGGTATGGTGACGCTGCGCG GGTTCCACCACCACCCGTGCTGGACCGGTCT Cre09.g387430 GGAGGCGGAGGTATGACGCTGCCTGACGG GGTTCCACCACCACCAAGTGAAATGGCCTGAAGTGT
Cre09.g387450 GGAGGCGGAGGTATGCGGCAAGGAAACGTT GGTTCCACCACCACCCGGAACGCTCTCCCCG Cre09.g387500 GGAGGCGGAGGTATGAGGGCCGGAGCCG GGTTCCACCACCACCCCTGCCGCCGCTCAGT
Cre09.g387502 GGAGGCGGAGGTATGCTTGTGACTCTCAGCTG GGTTCCACCACCACCTCCTGGCACGTCTCTGTAC Cre09.g387504 GGAGGCGGAGGTATGGAGCCTGGCGGGA GGTTCCACCACCACCCCCTTGCGTGCTAGCTG
Cre09.g387541 GGAGGCGGAGGTATGGGCTTGGCGGGAA GGTTCCACCACCACCCTCCCTAGCTTCTCGTCGG Cre09.g387550 GGAGGCGGAGGTATGGAGTCCATAGGCACCCG GGTTCCACCACCACCTCCGGCCCGTCCCAGC
Cre09.g387578 GGAGGCGGAGGTATGGACCTCGACAAGGAGCG GGTTCCACCACCACCTCAGGGGCGCACACGC Cre09.g387650 GGAGGCGGAGGTATGTGGGGCTCCGCCG GGTTCCACCACCACCCTCCAGTGTGAAAAGGGGCG
Cre09.g387652 GGAGGCGGAGGTATGGACTGGGTGCTGAGC GGTTCCACCACCACCTGTCCAGAACTCCATGGCAC Cre09.g387689 GGAGGCGGAGGTATGGACTGGGAAAAGAAAACCG GGTTCCACCACCACCCAGCCCCTCCAGCCTCCC
Cre09.g387700 GGAGGCGGAGGTATGGCATTCCAGAGTAGACCG GGTTCCACCACCACCTGCGGGCTTGGTGCAG Cre09.g387726 GGAGGCGGAGGTATGTGCGACAGTCCGAATGC GGTTCCACCACCACCCTAGGCGCTGCCGCCG
Cre09.g387763 GGAGGCGGAGGTATGGCCGGCAGGGCAACC GGTTCCACCACCACCTGCATGGCGCCACCGCCCAAG Cre09.g387800 GGAGGCGGAGGTATGGCGCTCTGTGCTCGC GGTTCCACCACCACCTTACGCGGCGGCACCG
Cre09.g387801 GGAGGCGGAGGTATGGGGTCGCTTGAACCACT GGTTCCACCACCACCTACAGCCCCGGGCGCA Cre09.g387838 GGAGGCGGAGGTATGGCTCCTTCAGGAGAGG GGTTCCACCACCACCCTAGGCCCACTGCCGG
Cre09.g387850 GGAGGCGGAGGTATGGTGAAAAGTAAAAAGCCAGGC GGTTCCACCACCACCGTACCCGCCTCCGCCACC Cre09.g387875 GGAGGCGGAGGTATGTCCTTCTACAGGGGAACCG GGTTCCACCACCACCCTCGTACACGTTGCGCAG
Cre09.g387900 GGAGGCGGAGGTATGGTCGCTTGCCCAGC GGTTCCACCACCACCCGCGGGAACCTCCTGA Cre09.g387949 GGAGGCGGAGGTATGCGCACACACCGCG GGTTCCACCACCACCTGATGACGCAGCGGCA
Cre09.g387950 GGAGGCGGAGGTATGCACTTAGGATCTACTTGGTGG GGTTCCACCACCACCCTTCCCAGACGGCATCAGC Cre09.g387951 GGAGGCGGAGGTATGCTCGGCTTCGGCC GGTTCCACCACCACCCATCCGGCCCACAATCC
Cre09.g387986 GGAGGCGGAGGTATGCTGCAGCAGCAGC GGTTCCACCACCACCCCACTGGCCTTGCTCCT Cre09.g388000 GGAGGCGGAGGTATGGCGGAGAACTACGTCC GGTTCCACCACCACCCCGAGGTGTCGCTGTACC
Cre09.g388050 GGAGGCGGAGGTATGCTGAACGCTAGAGGAGC GGTTCCACCACCACCGCCCATCACATCGCGG Cre09.g388060 GGAGGCGGAGGTATGTTGCTGTTCAGCGGTGC GGTTCCACCACCACCAACAACGGGCGCCGGC
Cre09.g388097 GGAGGCGGAGGTATGATGCTGCGCAGCTACC GGTTCCACCACCACCCCCATACCCCAGCCCCAC Cre09.g388100 GGAGGCGGAGGTATGGCGCAGCAACAACA GGTTCCACCACCACCTTGCTCCCCGTTGCCC
Cre09.g388134 GGAGGCGGAGGTATGTGCTTGAAGAACGGCG GGTTCCACCACCACCGACGCTCCTCACGGCA Cre09.g388150 GGAGGCGGAGGTATGAAGGTCCGCGGTAAAG GGTTCCACCACCACCCTGCTGCTGCTGCTGC
Cre09.g388171 GGAGGCGGAGGTATGGCCGACAACAAGCCTC GGTTCCACCACCACCAAGCACTATGCAATCCCTCGG Cre09.g388200 GGAGGCGGAGGTATGGGTCGTCGCCCCG GGTTCCACCACCACCCTCGTCCTTGTGCAGGGG
Cre09.g388208 GGAGGCGGAGGTATGCAATTTGCTTCCCTTCGC GGTTCCACCACCACCGTCGCTGCGCGCCATC Cre09.g388245 GGAGGCGGAGGTATGTGTACTTCAGAAACCAAGTTG GGTTCCACCACCACCTCACTGCACCTGCGCA
Cre09.g388282 GGAGGCGGAGGTATGCCCGCATGTTCAGG GGTTCCACCACCACCTGCCCCGAAATCCAACAG Cre09.g388350 GGAGGCGGAGGTATGTACAGGCGCGCCTGC GGTTCCACCACCACCGGCTCCATAGCCGCCTCC
Cre09.g388351 GGAGGCGGAGGTATGAGAGCTTCAGCATTGCTG GGTTCCACCACCACCTTACCGGCGCCCGCTA Cre09.g388352 GGAGGCGGAGGTATGAGCGACGACACGCG GGTTCCACCACCACCCGGTGAGCACGTGAACTG
Cre09.g388353 GGAGGCGGAGGTATGAGAGCGTCAGCATTGCT GGTTCCACCACCACCTTACCGGCGCCCGCTG Cre09.g388355 GGAGGCGGAGGTATGAGAGCGTCAGCATTGCT GGTTCCACCACCACCTTACCGGCGCCCGCTG
Cre09.g388356 GGAGGCGGAGGTATGCTGCCGCTGGAGCACAAG GGTTCCACCACCACCGTGAGCCGTTGAAGCCGC Cre09.g388356 GGAGGCGGAGGTATGCTGCCGCTGGAGC GGTTCCACCACCACCGTGAGCCGTTGAAGCCG
Cre09.g388372 GGAGGCGGAGGTATGCAGTCTCCCGCGC GGTTCCACCACCACCCCCGGCTGCGGACTGT Cre09.g388393 GGAGGCGGAGGTATGGTAATGTTGCGACGCAC GGTTCCACCACCACCGAACATGGCAGTCCACATGTTG
Cre09.g388430 GGAGGCGGAGGTATGAAGCGTGGGCGGG GGTTCCACCACCACCGGTGGGCCGAACCCAG Cre09.g388450 GGAGGCGGAGGTATGGCACACCCGCACCATC GGTTCCACCACCACCCAACACATCACACGTGTAGGTC
Cre09.g388467 GGAGGCGGAGGTATGAACGAGGAGTATGACGTG GGTTCCACCACCACCCGCCTCGACCGTGACG Cre09.g388500 GGAGGCGGAGGTATGCTGCACCGCACACG GGTTCCACCACCACCTCACACCGCCGCCAGC
Cre09.g388504 GGAGGCGGAGGTATGGATCTCCAGCATCCGTTATTA GGTTCCACCACCACCTCACGCCTTGGCGCGA Cre09.g388541 GGAGGCGGAGGTATGTCTTCCACTCAGGAGTCAG GGTTCCACCACCACCAGGCAGGAACGCAATTTTCC
Cre09.g388550 GGAGGCGGAGGTATGTCTCTAGTTAGAGCTGCGC GGTTCCACCACCACCCTACGCTGCCGCCTGG Cre09.g388578 GGAGGCGGAGGTATGGCTATCACTGGAAAGGGT GGTTCCACCACCACCGTTGGCGGGGTAGCTGA
Cre09.g388600 GGAGGCGGAGGTATGGACGAAGTTCGCTGC GGTTCCACCACCACCTTGCAGCGCGACACCA Cre09.g388615 GGAGGCGGAGGTATGCCCTGCAGCGCACAG GGTTCCACCACCACCCACCTCTGCCGGTATCTCCAT
Cre09.g388650 GGAGGCGGAGGTATGCGCTGTCTGAGTGAAGC GGTTCCACCACCACCTTCTGACAGCACAATCTCGACA Cre09.g388652 GGAGGCGGAGGTATGTCCCGCGGCCGTG GGTTCCACCACCACCCATCCCCCGCTGCCGT
Cre09.g388689 GGAGGCGGAGGTATGCGCGCGCTCACGT GGTTCCACCACCACCACGCCGCTGGCCTTGC Cre09.g388750 GGAGGCGGAGGTATGGCGCGCTTCCCCTAC GGTTCCACCACCACCCTGTTGCTTGCCGCCCTT
Cre09.g388763 GGAGGCGGAGGTATGCTTAGTCAGCGACTTGG GGTTCCACCACCACCCGGGCGGTACTGCAGC Cre09.g388800 GGAGGCGGAGGTATGGAGGCAAGGACAGTGTCA GGTTCCACCACCACCGGAGTGGCCGCGCACG
Cre09.g388801 GGAGGCGGAGGTATGGCGTGCTTCAGGCC GGTTCCACCACCACCAAGGTTCAGCGTGAGCG Cre09.g388838 GGAGGCGGAGGTATGCTCCGCGGGTTGA GGTTCCACCACCACCCATGACTAGGCCCCGGC
Cre09.g388850 GGAGGCGGAGGTATGGGGAACTCAAAGAGCAAG GGTTCCACCACCACCTCACTGCTTGCCGCTCG Cre09.g388852 GGAGGCGGAGGTATGTTGCACATATCATCTAAGCT GGTTCCACCACCACCCTAGCCCATGTTCCGAGT
Cre09.g388875 GGAGGCGGAGGTATGGGCAGCTTCTGGGGCTT GGTTCCACCACCACCGATGTACTCCCGCTGCGC Cre09.g388875 GGAGGCGGAGGTATGGGCAGCTTCTGGGG GGTTCCACCACCACCGATGTACTCCCGCTGCG
Cre09.g388900 GGAGGCGGAGGTATGCTCGACCCAGTGCA GGTTCCACCACCACCCTACGCGCCCACACGC Cre09.g388912 GGAGGCGGAGGTATGGTCGCCGCCTGGG GGTTCCACCACCACCCAACTCTACCGGGCTGGC
Cre09.g388949 GGAGGCGGAGGTATGGCTGCTATCAGCGTCGA GGTTCCACCACCACCGGTCCGGCCGCACCAC Cre09.g388986 GGAGGCGGAGGTATGGGTAGAAGACGCAAAAGG GGTTCCACCACCACCCTAGGTCTGCGGCTGCC
Cre09.g389000 GGAGGCGGAGGTATGCACCATCGCTGTCTTCA GGTTCCACCACCACCCAGGATGCGCACGGGC Cre09.g389001 GGAGGCGGAGGTATGGCAGCCCCGGCTGGG GGTTCCACCACCACCAGCGTCGGCACCACTGCC
Cre09.g389001 GGAGGCGGAGGTATGGCAGCCCCGGCTG GGTTCCACCACCACCAGCGTCGGCACCACTG Cre09.g389023 GGAGGCGGAGGTATGCCTGCCCTCGCCT GGTTCCACCACCACCGGGGCTGATGCGGCGG
Cre09.g389060 GGAGGCGGAGGTATGCAGGCTTTGCCACAG GGTTCCACCACCACCGGCTAGCCGCAGCCTC Cre09.g389089 GGAGGCGGAGGTATGCTCACAATCGGCGGTCTTA GGTTCCACCACCACCCGGCGCTGGCACCAGGTC
Cre09.g389097 GGAGGCGGAGGTATGAGCAGTCCGCTGGCG GGTTCCACCACCACCTCAGCCGCGCCATGCC Cre09.g389100 GGAGGCGGAGGTATGATAGGCTCTTCAGGATGGC GGTTCCACCACCACCCTACCGCTTGTACGGTGTT
Cre09.g389134 GGAGGCGGAGGTATGCGTAACACCGATGAGG GGTTCCACCACCACCCAGCATCCTCCTCCTTCTCC Cre09.g389150 GGAGGCGGAGGTATGGCCGACTACGCGGAG GGTTCCACCACCACCAAATCCATCGTCTGCCGGG
Cre09.g389150 GGAGGCGGAGGTATGGCCGACTACGCGG GGTTCCACCACCACCAAATCCATCGTCTGCCGGG Cre09.g389171 GGAGGCGGAGGTATGCAGCCCCCTCATCC GGTTCCACCACCACCTGCCTGGCCGCCATAA
Cre09.g389200 GGAGGCGGAGGTATGAGCACGGCAAGCAGTAG GGTTCCACCACCACCCGACGCATACGCCACCGC Cre09.g389208 GGAGGCGGAGGTATGGTGAAGGGCGTCTCCC GGTTCCACCACCACCCAAGGACTTGGCAGCTTCAG
Cre09.g389245 GGAGGCGGAGGTATGAAGCTGACGCGTGC GGTTCCACCACCACCATACTGTTGCATTGCAGACCA Cre09.g389250 GGAGGCGGAGGTATGGAGTCATATCACAGTGTCG GGTTCCACCACCACCTTACAGCCTGCTGCGC
Cre09.g389282 GGAGGCGGAGGTATGACGCAAGCGTCGCTAT GGTTCCACCACCACCTTTCTTGGCCCCCACCGC Cre09.g389300 GGAGGCGGAGGTATGCTGGTGAACCTGCGG GGTTCCACCACCACCATCGAGCTCATACAGCCCG
Cre09.g389319 GGAGGCGGAGGTATGGCGGCTCTGACCA GGTTCCACCACCACCTCAACGCGCAGGCCAG Cre09.g389350 GGAGGCGGAGGTATGGCAGCAACGGCAG GGTTCCACCACCACCCTGCCCACCGCCACTT
Cre09.g389356 GGAGGCGGAGGTATGCAGCAGCAGCTACGGTCTA GGTTCCACCACCACCGATGGTCGCGCCGCCGGG Cre09.g389393 GGAGGCGGAGGTATGCATTGCTCGTCGAGG GGTTCCACCACCACCCGCAGATCCCCCAGCC
Cre09.g389400 GGAGGCGGAGGTATGGCTTGGTGCAGGCTG GGTTCCACCACCACCCGCCACTGCTGCCGCT Cre09.g389430 GGAGGCGGAGGTATGGCAGATCTAGAGAGCCAGC GGTTCCACCACCACCCAGGCCCAGGCGGCAGAT
Cre09.g389500 GGAGGCGGAGGTATGTACAGCCTCTCATACGTCG GGTTCCACCACCACCCTACCAGATTCGCGCGTG Cre09.g389503 GGAGGCGGAGGTATGCCAGGCCGAGGTAG GGTTCCACCACCACCAAGGAAGGGGACGAGCG
Cre09.g389504 GGAGGCGGAGGTATGTCCTCAACCAGAAAGCAA GGTTCCACCACCACCTGGCTTGATCACAATCCAGG Cre09.g389541 GGAGGCGGAGGTATGAAGACGCTCAATTTGACGT GGTTCCACCACCACCTTATAGCTCATCGCCAACATCA
Cre09.g389550 GGAGGCGGAGGTATGCCAGACCAAAGCCTTTACG GGTTCCACCACCACCTGCCGTACTGCGCTTTGC Cre09.g389578 GGAGGCGGAGGTATGAGTTCTAGCTGCGTTGGTA GGTTCCACCACCACCCGTGAGGCGGAACGACGC
Cre09.g389600 GGAGGCGGAGGTATGCCGGCAACATTTTTTGG GGTTCCACCACCACCCCAGTCTCGCTCACGCC Cre09.g389615 GGAGGCGGAGGTATGATGCACTCGCTGCACG GGTTCCACCACCACCGACCGTGGCACTGGGCCC
Cre09.g389650 GGAGGCGGAGGTATGGGTCAGCCACTCGAC GGTTCCACCACCACCCCAGCTCCTGTCCTCATGC Cre09.g389689 GGAGGCGGAGGTATGCAGCTTACTCGCACTCAG GGTTCCACCACCACCCAGCAGCAGCTCGGCGATC
Cre09.g389700 GGAGGCGGAGGTATGCCCTCAGCTGAGCCTGTAG GGTTCCACCACCACCTGCGGCGGCTGCTTTGGC Cre09.g389750 GGAGGCGGAGGTATGACCTCGGGGCAAGACC GGTTCCACCACCACCGCTCAGCACGCACGTGTC
Cre09.g389763 GGAGGCGGAGGTATGAAGGCCGGGGCGA GGTTCCACCACCACCTACCGTCGTGGCGCCG Cre09.g389801 GGAGGCGGAGGTATGATGCTTCAATCACACTTGAGC GGTTCCACCACCACCTTAGAAGCTCGGTGGTGGC
Cre09.g389809 GGAGGCGGAGGTATGGCGAATGTGGGCTTG GGTTCCACCACCACCTGGTGAAACGAGGATAGCAGG Cre09.g389838 GGAGGCGGAGGTATGATGCCAGACTCCGAGGG GGTTCCACCACCACCTCGCCACTCAAAGCCCTG
Cre09.g389850 GGAGGCGGAGGTATGGTGTGCCGAGGCCTTC GGTTCCACCACCACCGCTGCCAGGAGAGGCAGAT Cre09.g389851 GGAGGCGGAGGTATGCTGCCACTGCGGGGC GGTTCCACCACCACCCTCCATCAGCTGCTCCACAC
Cre09.g389851 GGAGGCGGAGGTATGCTGCCACTGCGGG GGTTCCACCACCACCCTCCATCAGCTGCTCCACA Cre09.g389875 GGAGGCGGAGGTATGCCACCAGCAAATCGACG GGTTCCACCACCACCGCTCGTGGAAGTCTGCTGCTTC
Cre09.g389900 GGAGGCGGAGGTATGAGCACTGACGGCGGC GGTTCCACCACCACCATCGTCATCTCCATATCCGTGC Cre09.g389902 GGAGGCGGAGGTATGTGGGAGCCGAAGCG GGTTCCACCACCACCCGCAGCAAGTACAAGGGAA
Cre09.g389912 GGAGGCGGAGGTATGGCCATGGAGTTCAAGCTG GGTTCCACCACCACCCTTGTCCTCCACCTTGACGC Cre09.g389949 GGAGGCGGAGGTATGGCTGAATCGGCTCAAGAC GGTTCCACCACCACCTCGGACCCGGGACCCG
Cre09.g389950 GGAGGCGGAGGTATGACGATACTTACTAGCCCAATCA GGTTCCACCACCACCCTCCACAATCACTACCAGGTTGT Cre09.g389986 GGAGGCGGAGGTATGGAGAAGTTTATGCGGGC GGTTCCACCACCACCCTTCTTTTCGAACGCTGAGC
Cre09.g390023 GGAGGCGGAGGTATGGCGTCCGACCTGGCCAAC GGTTCCACCACCACCAGCCACCGCCAGAGTGCG Cre09.g390050 GGAGGCGGAGGTATGTCGGGACGCAAGCC GGTTCCACCACCACCCGCCAGCAGCTGCTTG
Cre09.g390060 GGAGGCGGAGGTATGACTGACCTGCTGCGAG GGTTCCACCACCACCTACTTGCAAGACTCCAATGGCC Cre09.g390097 GGAGGCGGAGGTATGGCCCTGAAGTTTATGGAGG GGTTCCACCACCACCCAAAGACCATGGGATGTCTTCA
Cre09.g390100 GGAGGCGGAGGTATGGCACTGGTGGCGG GGTTCCACCACCACCGGAGGCGGCGTCTTTG Cre09.g390134 GGAGGCGGAGGTATGTGTCTTCTGCCCAGCG GGTTCCACCACCACCATGCAGCTCCTTAAGCTCAGC
Cre09.g390150 GGAGGCGGAGGTATGGCTCCAAGCTCATGC GGTTCCACCACCACCCGAACATCCACGAAAGGCA Cre09.g390152 GGAGGCGGAGGTATGTCCTCCTCCCGCCA GGTTCCACCACCACCGTTGTTCTGGAACCACGAAAG
Cre09.g390171 GGAGGCGGAGGTATGCGTGAAGAGTACCTGAAGC GGTTCCACCACCACCCCGCGCCGACTCCAGACTC Cre09.g390200 GGAGGCGGAGGTATGTGGGTGCGACCGC GGTTCCACCACCACCGCTCTTGCGGACAGACC
Cre09.g390208 GGAGGCGGAGGTATGGCGCAAGACGTAGC GGTTCCACCACCACCATGCTGAACACTCTCTGGCT Cre09.g390245 GGAGGCGGAGGTATGTTGCGAAGAGTCAAGGC GGTTCCACCACCACCAGCCGCCGCTTTCTGC
Cre09.g390250 GGAGGCGGAGGTATGGAGGTAGCAGCTCAGC GGTTCCACCACCACCGATGTCCAGGGTCTGCTTG Cre09.g390282 GGAGGCGGAGGTATGGAGACAAGAGAAGAAAACTTA GGTTCCACCACCACCTCAAGTAGCCTTGCCTTTCG
Cre09.g390350 GGAGGCGGAGGTATGAAGTGTTACGATGCTTCTTGT GGTTCCACCACCACCCTAGAATATCATGGCCTTTCGCC Cre09.g390356 GGAGGCGGAGGTATGCCGGTCCTCCAGC GGTTCCACCACCACCCTGCGCGCATTGCTCT
Cre09.g390393 GGAGGCGGAGGTATGGATACTAGTAGGGCAGAGG GGTTCCACCACCACCTCATCCAAACACCCACGC Cre09.g390400 GGAGGCGGAGGTATGCTGACATCAACGCAAGC GGTTCCACCACCACCGCCGCCGCCTCCACTA
Cre09.g390430 GGAGGCGGAGGTATGGGTGATGAACGACGCC GGTTCCACCACCACCGTCGTCGTCGTCTCCGCC Cre09.g390450 GGAGGCGGAGGTATGGTCGTCCTTAGCGCGT GGTTCCACCACCACCGTGCACGCCCGCCACT
Cre09.g390467 GGAGGCGGAGGTATGGGTCGCAACGATGGC GGTTCCACCACCACCCACGCGGGTGTCGTAGCC Cre09.g390500 GGAGGCGGAGGTATGGATGATGAAGTCGAGCTTG GGTTCCACCACCACCCTACAAGCCCATGAACTCACG
Cre09.g390504 GGAGGCGGAGGTATGCAGCTGGACGATGTG GGTTCCACCACCACCAGCCTCCAGCTCCATAGC Cre09.g390541 GGAGGCGGAGGTATGGCTTGCTTTTGTGGAAGT GGTTCCACCACCACCTTAGATGGGCGGCAGGC
Cre09.g390550 GGAGGCGGAGGTATGGGGTGGGCGGGTG GGTTCCACCACCACCCCGCATGTGACGTCCATC Cre09.g390600 GGAGGCGGAGGTATGTTTCAACTCGCTTTGTACTCG GGTTCCACCACCACCCGCGAACTGCACCAGCAG
Cre09.g390603 GGAGGCGGAGGTATGCTTCAACGCCCCCA GGTTCCACCACCACCGGGGCATGGCGTCACC Cre09.g390604 GGAGGCGGAGGTATGGAGGACGGAGTGACTG GGTTCCACCACCACCCACGCTCTGCTCCAGC
Cre09.g390615 GGAGGCGGAGGTATGGGTTGCGGAGCGAGC GGTTCCACCACCACCTTACGCTGCCGGCGGC Cre09.g390652 GGAGGCGGAGGTATGCACAGTGCTGTGCC GGTTCCACCACCACCGACAGTGCGCAACGACT
Cre09.g390678 GGAGGCGGAGGTATGGGCGGGAGCGAAGAG GGTTCCACCACCACCCCGGCACAGCAGCCCCTT Cre09.g390689 GGAGGCGGAGGTATGCTGCTTGGTAGAGCGCG GGTTCCACCACCACCTCAAGCTGCGCGGCGG
Cre09.g390700 GGAGGCGGAGGTATGACCGGGCCTAGTGGAG GGTTCCACCACCACCATCGTCATCCTGCATGTCCTC Cre09.g390726 GGAGGCGGAGGTATGGGTGTCATCCATGGCC GGTTCCACCACCACCGGTCCGTTGGCCGAGT
Cre09.g390763 GGAGGCGGAGGTATGTCGTATGCGTACCTCTTCA GGTTCCACCACCACCGCAGCAGCTGCTGGACTT Cre09.g390800 GGAGGCGGAGGTATGCCACTCGCGGATGC GGTTCCACCACCACCTCGTCGGTACCTAAAGTTGGG
Cre09.g390801 GGAGGCGGAGGTATGCATGCATCTGGGGC GGTTCCACCACCACCTCACACCATTACATTCGTGTCC Cre09.g390850 GGAGGCGGAGGTATGGCGCATCAAACAGTTCGG GGTTCCACCACCACCCCCCCGCACCAGCTGC
Cre09.g390900 GGAGGCGGAGGTATGGCCACCGTGACACC GGTTCCACCACCACCTTACGGCGGCGGCTCC Cre09.g390949 GGAGGCGGAGGTATGGTCTATGGAGCAGTGTCT GGTTCCACCACCACCGTATCCACCGGTGCCATTG
Cre09.g390957 GGAGGCGGAGGTATGGAGACCTTGTCGAAGGC GGTTCCACCACCACCCGCGTACTCATGAGCGG Cre09.g390986 GGAGGCGGAGGTATGCAGCGATGTGGTACTCTAG GGTTCCACCACCACCGTTCTGCTTGGGCGGCGC
Cre09.g391000 GGAGGCGGAGGTATGCCGCGGGGACTGACGTTTC GGTTCCACCACCACCGGGGGCCCACTGTGATTGAATC Cre09.g391023 GGAGGCGGAGGTATGTTGAGCAAGACTCTAACGC GGTTCCACCACCACCAAGGAAGTAGTCGGGCACG
Cre09.g391050 GGAGGCGGAGGTATGGACCCAGTGTCCGCG GGTTCCACCACCACCTTGCTGCTCGCCGGCC Cre09.g391060 GGAGGCGGAGGTATGTATGTGACTGCTGTGTGGC GGTTCCACCACCACCTGATGATTCCGCATCGCACA
Cre09.g391097 GGAGGCGGAGGTATGGGCGTGCGCGTCT GGTTCCACCACCACCTTAGCGCTTGCCGCGG Cre09.g391100 GGAGGCGGAGGTATGGATGCCAACGAGTCTG GGTTCCACCACCACCCTCCGCAATGCTGCCG
Cre09.g391134 GGAGGCGGAGGTATGTCCGTCACCGGCC GGTTCCACCACCACCGCTTGCAAAGGAGGGGC Cre09.g391150 GGAGGCGGAGGTATGATGGTACATTGTGGTGTGGA GGTTCCACCACCACCCATGTGCTTGCCGCCATG
Cre09.g391171 GGAGGCGGAGGTATGGCGGCGCTGTTTATTTG GGTTCCACCACCACCAGGCGCGGTCACAGCCTC Cre09.g391245 GGAGGCGGAGGTATGGCACACGCTCCGT GGTTCCACCACCACCGTACACCACCGCACCCT
Cre09.g391282 GGAGGCGGAGGTATGGATGTCATGGACGCGG GGTTCCACCACCACCTCACGCGGTACCCGCC Cre09.g391350 GGAGGCGGAGGTATGGCCCGCCGGTCCT GGTTCCACCACCACCGAAGCACATGGAGCCGCC
Cre09.g391352 GGAGGCGGAGGTATGCTCGGCAACACTGTG GGTTCCACCACCACCGAAGCACATGGAGCCGC Cre09.g391353 GGAGGCGGAGGTATGTTGTCCTCGCTTTCGTCG GGTTCCACCACCACCCACGCGCTGCTGCTGGTC
Cre09.g391353 GGAGGCGGAGGTATGTTGTCCTCGCTTTCGTCG GGTTCCACCACCACCCACGCGCTGCTGCTGG Cre09.g391393 GGAGGCGGAGGTATGATCCTGGACACCTCCTGC GGTTCCACCACCACCAGCCTTCCTGCCGCCCCAAG
Cre09.g391430 GGAGGCGGAGGTATGAATCAGCTCGGCGT GGTTCCACCACCACCTCAATTGTAATTCGCATCCATATG Cre09.g391450 GGAGGCGGAGGTATGCTGCGCGCTCCTG GGTTCCACCACCACCCTACTTGCACTCCATCATCATCT
Cre09.g391467 GGAGGCGGAGGTATGGTGGTGGAGGTGAACC GGTTCCACCACCACCGGCCTCCATATGCGCCT Cre09.g391541 GGAGGCGGAGGTATGACGGAAGTGCAAACCGT GGTTCCACCACCACCTCCAGACCGGTCTATGAGCTC
Cre09.g391550 GGAGGCGGAGGTATGCCCACGGAAGGATGC GGTTCCACCACCACCCGCATGTGTTGGTGCTCG Cre09.g391615 GGAGGCGGAGGTATGGCGAGGTCTCGACCG GGTTCCACCACCACCTGCCAGAAGCCGGCGA
Cre09.g391650 GGAGGCGGAGGTATGCTGCGCGCTCCTG GGTTCCACCACCACCCTACTTGCACTCCATCATCATCT Cre09.g391689 GGAGGCGGAGGTATGCAGCAGCTACAAGGTG GGTTCCACCACCACCCACTGCCACCGCATGC
Cre09.g391700 GGAGGCGGAGGTATGCCGATGACAGCCGG GGTTCCACCACCACCCTCGTACGCCTCCAGGT Cre09.g391726 GGAGGCGGAGGTATGGTTCCTGAGGACTTCGCG GGTTCCACCACCACCGGCGTCAGGCGCCAGC
Cre09.g391753 GGAGGCGGAGGTATGGATGCGCCCAATTCACC GGTTCCACCACCACCCATGGCGCCCACACGC Cre09.g391763 GGAGGCGGAGGTATGGCCAAGGGCGGCA GGTTCCACCACCACCCTCCTCCTTCTCGTCCTCCT
Cre09.g391801 GGAGGCGGAGGTATGTCCAGCAAAAAGAATCCCA GGTTCCACCACCACCTTAGACGGCGCAGTCGC Cre09.g391838 GGAGGCGGAGGTATGCTCCGGTCGCTGTT GGTTCCACCACCACCGGCGGCAGTCGCCAAC
Cre09.g391875 GGAGGCGGAGGTATGGCAAGCTCTGAGGCG GGTTCCACCACCACCCCACTCGCAGGTCTGGC Cre09.g391900 GGAGGCGGAGGTATGGGCGGTTCTGTTATTGTGATC GGTTCCACCACCACCTTACGCGGCGGCGTGC
Cre09.g391901 GGAGGCGGAGGTATGGCAAACCATGAAGGCT GGTTCCACCACCACCACGTTGTTGCTGGTGCC Cre09.g391949 GGAGGCGGAGGTATGTCCCACTATGGCGGGG GGTTCCACCACCACCCGCCGCCAGCTCGTCGTAAC
Cre09.g391986 GGAGGCGGAGGTATGGGCCTGCAAGCCCCC GGTTCCACCACCACCGTAGTGCTCCCAGCGCCC Cre09.g392000 GGAGGCGGAGGTATGGCCAAACTGGTGGATG GGTTCCACCACCACCGGGGCTGGTTGCTGACT
Cre09.g392023 GGAGGCGGAGGTATGCTCTGCTCAATAGTTCAGC GGTTCCACCACCACCACGCCGAGTGCTCTTGGAG Cre09.g392050 GGAGGCGGAGGTATGTTCGGTGCAGCTGCT GGTTCCACCACCACCGCGGAAGCTGCGGCTC
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Cre09.g392060 GGAGGCGGAGGTATGGCCGCGTTGCTGGGTC GGTTCCACCACCACCCCCCTCCACTAGCAGCGT Cre09.g392097 GGAGGCGGAGGTATGCCTGCGGCGGTCG GGTTCCACCACCACCCAAGGACTCCGCGCCATC
Cre09.g392105 GGAGGCGGAGGTATGTGGCACGCGGCAG GGTTCCACCACCACCCTTCACCCCGCCTACCG Cre09.g392106 GGAGGCGGAGGTATGGGCGTGGAGCCCTA GGTTCCACCACCACCATGTGCCACGCATGCC
Cre09.g392134 GGAGGCGGAGGTATGCTGACATACAGCCTGCC GGTTCCACCACCACCCTGCTGCTGGCCCTCCTG Cre09.g392171 GGAGGCGGAGGTATGAGGCGCTGGCGAG GGTTCCACCACCACCTTAGGCTGCGCCGCCT
Cre09.g392208 GGAGGCGGAGGTATGACGCGTATGCAGGC GGTTCCACCACCACCCAGCCCCATGCTGGCC Cre09.g392245 GGAGGCGGAGGTATGAAGCGGTTCCACTACATT GGTTCCACCACCACCTCAGCCCGTTGACACGC
Cre09.g392251 GGAGGCGGAGGTATGGCTGGCAACGGAGGG GGTTCCACCACCACCTCAGCAGCTGGGCGCG Cre09.g392252 GGAGGCGGAGGTATGGAGGGGCGGCTGA GGTTCCACCACCACCCGAGTTGGGGCACTGGC
Cre09.g392282 GGAGGCGGAGGTATGCCGGGCGTAGCAG GGTTCCACCACCACCAAACGCGAGCCCAGTGA Cre09.g392300 GGAGGCGGAGGTATGCATGAAGGACAAAACACATG GGTTCCACCACCACCTCACCGCTTGCCGTGC
Cre09.g392319 GGAGGCGGAGGTATGGCCAAAAAGCAAAATTACCA GGTTCCACCACCACCCTTGCAAGCACACGTGTAGG Cre09.g392350 GGAGGCGGAGGTATGTCGACCAAGCTCTACGTC GGTTCCACCACCACCGTAGCCGCCGCCACCGTAG
Cre09.g392356 GGAGGCGGAGGTATGAGAGGGGTAAAGCGGGAG GGTTCCACCACCACCGCCCTTCATCTTCTTCTCGAGC Cre09.g392393 GGAGGCGGAGGTATGGTCAAGGCCGAGCC GGTTCCACCACCACCGCCCTTCATCCTCTTCTCGA
Cre09.g392400 GGAGGCGGAGGTATGACCAATACGTATTCTTGGCA GGTTCCACCACCACCTCACATGAGGTCCTCTGGC Cre09.g392430 GGAGGCGGAGGTATGAGTTTCTGGTACTATTTGTTCCTG GGTTCCACCACCACCGTGCGTCTTCTTAACACCGG
Cre09.g392467 GGAGGCGGAGGTATGTCTACCGAGGTGGTCCTTA GGTTCCACCACCACCCGAGGACACGAGCTCGGC Cre09.g392500 GGAGGCGGAGGTATGGGCTTGTGGAAGCG GGTTCCACCACCACCCGACTCGTCGTCGCTG
Cre09.g392503 GGAGGCGGAGGTATGAAGGTGGACTTCACACTC GGTTCCACCACCACCAAGCGCATAGCAGTGCG Cre09.g392504 GGAGGCGGAGGTATGGGGCCGCCGGAAC GGTTCCACCACCACCCTTCCCGTTCGTACCCGAC
Cre09.g392505 GGAGGCGGAGGTATGATGCACGGTAGCCTGTAC GGTTCCACCACCACCCTCAGCGCCCTCCTCAAC Cre09.g392542 GGAGGCGGAGGTATGGGAAGGCGACGGAGTTA GGTTCCACCACCACCGCTCCCCACCGCCATCAC
Cre09.g392542 GGAGGCGGAGGTATGGGAAGGCGACGGAG GGTTCCACCACCACCGCTCCCCACCGCCATC Cre09.g392579 GGAGGCGGAGGTATGTCAATCGCGTTGCTCT GGTTCCACCACCACCAGCCGTAGCCACAGCT
Cre09.g392616 GGAGGCGGAGGTATGCGTGCCGCTCTCG GGTTCCACCACCACCGTTCTGCGGCCCAGCG Cre09.g392650 GGAGGCGGAGGTATGAAGCGAGACAAGGACAG GGTTCCACCACCACCAGTGAAGCAGCGCCGG
Cre09.g392652 GGAGGCGGAGGTATGTTCGCCCGCAGCG GGTTCCACCACCACCTCACGCATCCAGTGCAAG Cre09.g392653 GGAGGCGGAGGTATGACAGGGCTGCTGATGC GGTTCCACCACCACCGCTACTCACGTCTGACTTGAC
Cre09.g392654 GGAGGCGGAGGTATGTATGCTGCAGCCTCTCG GGTTCCACCACCACCAATAATGCCGGCACACGT Cre09.g392692 GGAGGCGGAGGTATGGCCGATGACTTTTACCTT GGTTCCACCACCACCCTTCTGAATGGGCTGGATCTT
Cre09.g392700 GGAGGCGGAGGTATGGTTGCGGCCAGGG GGTTCCACCACCACCCTTCCCACTGCCGCGC Cre09.g392729 GGAGGCGGAGGTATGGGCGGGCCCGTTCAG GGTTCCACCACCACCACAGTTTGCACCGGCGCC
Cre09.g392750 GGAGGCGGAGGTATGGCAAAAGTCTGCGATTCC GGTTCCACCACCACCGTGCTCGTTGACGCCACC Cre09.g392766 GGAGGCGGAGGTATGCAGCCTACAGAGCAGAGC GGTTCCACCACCACCCTAGCGGCCGCTGGCG
Cre09.g392800 GGAGGCGGAGGTATGTCGGGTTCCTACGCTA GGTTCCACCACCACCTCAGCGGAAGGGCCTC Cre09.g392803 GGAGGCGGAGGTATGTTACTTGTCGCGATTGGG GGTTCCACCACCACCCTTCACCATGCCGCTGAC
Cre09.g392840 GGAGGCGGAGGTATGCTGTCGCTGCACAAG GGTTCCACCACCACCCGCTGTAGTCACTTCACGC Cre09.g392914 GGAGGCGGAGGTATGCGAGGTGACGCCA GGTTCCACCACCACCGCCAGTCCCTCCACCG
Cre09.g392950 GGAGGCGGAGGTATGGATACGGTTGCAGAGGA GGTTCCACCACCACCCTACATCGCGCCGCCG Cre09.g392951 GGAGGCGGAGGTATGGGAGGCCTACACGC GGTTCCACCACCACCAAGGTGCCACCGGCCA
Cre09.g392988 GGAGGCGGAGGTATGGACCCCGCTGCTGAA GGTTCCACCACCACCCGCGGCAAACTTGGGGTT Cre09.g393000 GGAGGCGGAGGTATGATGCGGCGCCGGG GGTTCCACCACCACCTGCGTACGTTGACTTCCAGG
Cre09.g393025 GGAGGCGGAGGTATGGCGGCTTTGGACTG GGTTCCACCACCACCTGGTTCCTTGTGTCGCG Cre09.g393050 GGAGGCGGAGGTATGAATATCACCAATTCCGACGC GGTTCCACCACCACCCTCATCCTCCCCGCTGCT
Cre09.g393062 GGAGGCGGAGGTATGACGCTGTGCCACCTG GGTTCCACCACCACCCAGCTGCCGCCGCATCTG Cre09.g393062 GGAGGCGGAGGTATGACGCTGTGCCACCT GGTTCCACCACCACCCAGCTGCCGCCGCATC
Cre09.g393099 GGAGGCGGAGGTATGGTGCTACGCACTTCCG GGTTCCACCACCACCGGCCTGAATGCTGCCC Cre09.g393100 GGAGGCGGAGGTATGTCTGGCACCACCAAGA GGTTCCACCACCACCCTCCGTTTCTTCCTGCTCC
Cre09.g393136 GGAGGCGGAGGTATGGATCCGATGCAAAAGCA GGTTCCACCACCACCTCAGAACAGCGCGCCG Cre09.g393150 GGAGGCGGAGGTATGGACAGCAAGGAAGCG GGTTCCACCACCACCTTACGCGGCCGTGACG
Cre09.g393173 GGAGGCGGAGGTATGCAGTCCCTTGCATCGC GGTTCCACCACCACCGAAGAAAGCCTCGCCGCCCTTA Cre09.g393200 GGAGGCGGAGGTATGCTGCAGCGCTCGGGAG GGTTCCACCACCACCCTTCTTCTCCTCAGAGGAGCTG
Cre09.g393210 GGAGGCGGAGGTATGTTTCGTTCAGCAGCGC GGTTCCACCACCACCCAAACCATCGTCATCTTCCATCC Cre09.g393247 GGAGGCGGAGGTATGCTCGGACGCCGAG GGTTCCACCACCACCTTACGCCCCACGACCG
Cre09.g393250 GGAGGCGGAGGTATGGAGCATCGACTGCTTGC GGTTCCACCACCACCCTTGGCCCCGGGCTCCTG Cre09.g393284 GGAGGCGGAGGTATGTTCGGCTGCGGCG GGTTCCACCACCACCCAGCGCTGCACGCTGC
Cre09.g393300 GGAGGCGGAGGTATGACTACTCTTGTGCTCGTGGC GGTTCCACCACCACCTCACTCCCCGGCCGCC Cre09.g393321 GGAGGCGGAGGTATGCTCGGCAATGTTGCAG GGTTCCACCACCACCCTGCCAGCCGCTGATGAA
Cre09.g393350 GGAGGCGGAGGTATGTCAGACGGTCGCCTC GGTTCCACCACCACCCAACGCCTCCGCCACG Cre09.g393358 GGAGGCGGAGGTATGGACCAGAACGTGTTTGCTC GGTTCCACCACCACCGGACAGAGCCGGGAAGTG
Cre09.g393395 GGAGGCGGAGGTATGGAGCAGGCGAGCG GGTTCCACCACCACCTCCTAATGGCGAGCCGG Cre09.g393400 GGAGGCGGAGGTATGCCCAGCACTGCGCTG GGTTCCACCACCACCCTGCTGCAGCTTGCGGCC
Cre09.g393432 GGAGGCGGAGGTATGCAGTGCCGTGCGGAC GGTTCCACCACCACCGACCAGAACGCTATCGGGTC Cre09.g393469 GGAGGCGGAGGTATGGCGCTTGGCCTTCTG GGTTCCACCACCACCGTGCAGCATGCGGCGG
Cre09.g393550 GGAGGCGGAGGTATGGCTCCAAAGAAGCGCAAG GGTTCCACCACCACCCTCCCAGCCCCGCTCTGC Cre09.g393580 GGAGGCGGAGGTATGCACCCTCAGCTTAAACAG GGTTCCACCACCACCCATGACGGCACAGCCG
Cre09.g393600 GGAGGCGGAGGTATGGCTGACGTGCTGGG GGTTCCACCACCACCGATGAGCACTGCAATGTCCT Cre09.g393617 GGAGGCGGAGGTATGGAGGCTAACGAGCATCT GGTTCCACCACCACCGCTGCCGCGTTGCATG
Cre09.g393650 GGAGGCGGAGGTATGGGAAATTGCGTCTCCG GGTTCCACCACCACCCTCCAGGAAGCCCGCG Cre09.g393691 GGAGGCGGAGGTATGCCCCGGTTGAAGCGTGTAG GGTTCCACCACCACCCCGATGCTGCCGCGCCGAC
Cre09.g393700 GGAGGCGGAGGTATGTCAAATCTGCGTGCGC GGTTCCACCACCACCCTGGCAGTCGCCGTCC Cre09.g393728 GGAGGCGGAGGTATGGCTGAAGCCTTTGAAGAATG GGTTCCACCACCACCCTCGCTGGCCTTGGGTGC
Cre09.g393750 GGAGGCGGAGGTATGAGCGGCAACGACCGG GGTTCCACCACCACCGCACCACCCTGCGCCTCC Cre09.g393765 GGAGGCGGAGGTATGCAGTCGCTCCGCG GGTTCCACCACCACCGTCGGTGGCCTGCATG
Cre09.g393802 GGAGGCGGAGGTATGCTCAGAGCCGCTTCG GGTTCCACCACCACCCTTACTGCCCTGCTTGGC Cre09.g393850 GGAGGCGGAGGTATGAACAACTCTATGCAGGGG GGTTCCACCACCACCCTGCCCAGCAGATTCGC
Cre09.g393876 GGAGGCGGAGGTATGCAAAGTTCTTTGCGCGC GGTTCCACCACCACCCTCCTGCTTCCCTGCCGTC Cre09.g393900 GGAGGCGGAGGTATGGCGAGCCTGGAGCGC GGTTCCACCACCACCCGACGAGCCCGCATCGCTG
Cre09.g393913 GGAGGCGGAGGTATGGCACCGTGTAGAGACA GGTTCCACCACCACCCTGCTTCTCCCGGAAAAGC Cre09.g393950 GGAGGCGGAGGTATGAACTCAGACGATGAGGACGC GGTTCCACCACCACCCTACTGGCCGCCGCCG
Cre09.g393953 GGAGGCGGAGGTATGTCCCGCTACGCCG GGTTCCACCACCACCCTTCTGCCACTGGTACATGAA Cre09.g393954 GGAGGCGGAGGTATGCAGGAGGAGTCTGTGTA GGTTCCACCACCACCATCGTCCACCACCAGCA
Cre09.g393991 GGAGGCGGAGGTATGGACGCGCAACGGC GGTTCCACCACCACCGCCTTGCCTTTCTCTACCTGG Cre09.g394000 GGAGGCGGAGGTATGATGGTCAGCGCGATAG GGTTCCACCACCACCATCCACCAGCCCCATGC
Cre09.g394050 GGAGGCGGAGGTATGCCCCCTCTTCAGAGC GGTTCCACCACCACCCACCTGTGACGAGGACGA Cre09.g394065 GGAGGCGGAGGTATGATGACTCCCGCTGAGG GGTTCCACCACCACCGCCGAAGTGAATCTGGGAAG
Cre09.g394102 GGAGGCGGAGGTATGGGCGCGGAGCAGAGC GGTTCCACCACCACCGATGAGCTGCTCAGTGGGG Cre09.g394150 GGAGGCGGAGGTATGCCAGGTATGCCACTAGC GGTTCCACCACCACCGCTCCAGCGCACCAGG
Cre09.g394176 GGAGGCGGAGGTATGGAGGAGGCAAGTGTAGC GGTTCCACCACCACCTTCGCACAATGCCTGGC Cre09.g394200 GGAGGCGGAGGTATGGGGCGTCTTTCAGTCG GGTTCCACCACCACCCGGGCAGCCAGAGAACGT
Cre09.g394200 GGAGGCGGAGGTATGGGGCGTCTTTCAGTCG GGTTCCACCACCACCCGGGCAGCCAGAGAACG Cre09.g394213 GGAGGCGGAGGTATGGCGGAAGCCGCTGACTTC GGTTCCACCACCACCGTACAGGTACACGCCGAAGG
Cre09.g394251 GGAGGCGGAGGTATGGCGACCCGAGCAGTTC GGTTCCACCACCACCGTACGCCGTAGTGGTTGCG Cre09.g394288 GGAGGCGGAGGTATGAGAGCTCTGTGCTGCA GGTTCCACCACCACCAGCGCCCACAAAGCAC
Cre09.g394325 GGAGGCGGAGGTATGGCCCTCTCGATGACTCT GGTTCCACCACCACCGATGAGGGGCTTGCCCATG Cre09.g394350 GGAGGCGGAGGTATGGCAGCGCCTGCTTGG GGTTCCACCACCACCCCGCACCAGTGCCTCGGC
Cre09.g394362 GGAGGCGGAGGTATGGCCCCAAAATCAGACC GGTTCCACCACCACCTCGGCTCCGCTGCATC Cre09.g394399 GGAGGCGGAGGTATGGTGAAGCCGCAGCG GGTTCCACCACCACCCAGCCGCCTGCTCTTG
Cre09.g394436 GGAGGCGGAGGTATGGCCGCTCCGGACG GGTTCCACCACCACCCGCAATGCCGAAGAAGGAG Cre09.g394450 GGAGGCGGAGGTATGTCTGGCGAGTCTGAAGC GGTTCCACCACCACCCTCGTCCTTGGTGGTCGC
Cre09.g394473 GGAGGCGGAGGTATGGCTGCGTCAATGAAATGG GGTTCCACCACCACCCTTGGCCAACTGCATCTCG Cre09.g394510 GGAGGCGGAGGTATGCTGAACCAATGCATTAACAG GGTTCCACCACCACCCCGCCCATTGGTGGCGTT
Cre09.g394547 GGAGGCGGAGGTATGCTTCTCAAATGCTCACGA GGTTCCACCACCACCTTAGCGCCAGCTAGCACG Cre09.g394550 GGAGGCGGAGGTATGGCTGCTCAAAACCTTGC GGTTCCACCACCACCGATCTGCAGCGCGGCG
Cre09.g394584 GGAGGCGGAGGTATGGCGTTGCTAGCAGACAAAA GGTTCCACCACCACCCAGCGGCTTCTTGTTCGG Cre09.g394600 GGAGGCGGAGGTATGTCGCAGAACCCCTTCTCTC GGTTCCACCACCACCAGCTCCCCAGTCCATATCCTC
Cre09.g394621 GGAGGCGGAGGTATGGCGTCCACTGGCAGT GGTTCCACCACCACCCAGTGCGTCACGCCAGTT Cre09.g394658 GGAGGCGGAGGTATGGCCAACACTGTGCCGATTC GGTTCCACCACCACCCTCGTCCCACAGCTCGGC
Cre09.g394695 GGAGGCGGAGGTATGGCGAGCCCTGGTGC GGTTCCACCACCACCCTACGCCGGCAGCCCG Cre09.g394700 GGAGGCGGAGGTATGCGGCCCGTCAGTGTG GGTTCCACCACCACCCTCCTCCTGCGGCTCCAC
Cre09.g394700 GGAGGCGGAGGTATGCGGCCCGTCAGTG GGTTCCACCACCACCCTCCTCCTGCGGCTCC Cre09.g394701 GGAGGCGGAGGTATGGCCTCGCTCTTTGC GGTTCCACCACCACCCTTGGCCTCCTCGGGG
Cre09.g394750 GGAGGCGGAGGTATGCGCCTCTCTGCTCGC GGTTCCACCACCACCGTAGACGAAGGGCTGGCC Cre09.g394800 GGAGGCGGAGGTATGGGGCAGGTGGAGCTG GGTTCCACCACCACCAAGCGGTGACGACACGCC
Cre09.g394806 GGAGGCGGAGGTATGCTATGTCGAAATACAGCAGT GGTTCCACCACCACCTGCACATGAGGCGTCCCAAATC Cre09.g394843 GGAGGCGGAGGTATGTCGTCCGTGTATGAGCG GGTTCCACCACCACCCAGCTTGCGGATGGCC
Cre09.g394900 GGAGGCGGAGGTATGCCAACAAGTTCGGCG GGTTCCACCACCACCCGGCGGCTCCAATGCG Cre09.g394917 GGAGGCGGAGGTATGCATACTCGCTGGCAGAAT GGTTCCACCACCACCCGAGTGCTTGCCCACGAT
Cre09.g394954 GGAGGCGGAGGTATGCCTTGCCGCCTTTC GGTTCCACCACCACCTGCAAAGTTGGGCTTGCC Cre09.g395000 GGAGGCGGAGGTATGCTCCTGATCCTCACGC GGTTCCACCACCACCCGGCTTTGAACCGCCG
Cre09.g395028 GGAGGCGGAGGTATGCGCGCGAGTTGGGTG GGTTCCACCACCACCGCCCTGCATGGGCCCGCG Cre09.g395050 GGAGGCGGAGGTATGCATGCCACCAACACC GGTTCCACCACCACCTGCCTGGGTAGCACCAG
Cre09.g395065 GGAGGCGGAGGTATGACACACCTGCGGTCG GGTTCCACCACCACCGTCACGGAGCAATGCCA Cre09.g395100 GGAGGCGGAGGTATGGCAAAAAGTCCTACGCAGT GGTTCCACCACCACCGCTGATGCAGCAGAAGCG
Cre09.g395102 GGAGGCGGAGGTATGCAAGACTTGCAGGACTG GGTTCCACCACCACCTGGCAGCTGCGTCTGC Cre09.g395139 GGAGGCGGAGGTATGACGGACGTCGGCAGTTTC GGTTCCACCACCACCGCTGTGCGGGAACACGCC
Cre09.g395150 GGAGGCGGAGGTATGGAGGTAGAGCAGTACTGC GGTTCCACCACCACCGTGCACCACCTGCGCC Cre09.g395176 GGAGGCGGAGGTATGCTGGGACGGATGGC GGTTCCACCACCACCCGGCGACTGCGGATATG
Cre09.g395200 GGAGGCGGAGGTATGCGCCAGCTCGTGGT GGTTCCACCACCACCCGCCACCTTGCCCGCC Cre09.g395213 GGAGGCGGAGGTATGACGGGCAAGGGCC GGTTCCACCACCACCCTTGTGGGAGCGGGTGT
Cre09.g395250 GGAGGCGGAGGTATGTATATCAACCCGTTGATGGG GGTTCCACCACCACCGTTTGCTCCCATGATGTTTTGC Cre09.g395251 GGAGGCGGAGGTATGGCGCTGTGCGTCG GGTTCCACCACCACCCTGCGGCATGCCTCCG
Cre09.g395288 GGAGGCGGAGGTATGCCATGTTCTCGCGCG GGTTCCACCACCACCAGACACCAACACTGCCGC Cre09.g395300 GGAGGCGGAGGTATGAGCGATGACGGTGATG GGTTCCACCACCACCCTGCTGGTCAGCATCCG
Cre09.g395325 GGAGGCGGAGGTATGGCAAAGAAAAAATCCAAGACG GGTTCCACCACCACCTCAGAAGCAGCACTCGCA Cre09.g395350 GGAGGCGGAGGTATGTCCGCTGCTATCGGG GGTTCCACCACCACCATGGTGCGCCTCCACC
Cre09.g395362 GGAGGCGGAGGTATGACGGTCGGAGTTGGGA GGTTCCACCACCACCCTTCTTCTTCGGATCCTGCTGC Cre09.g395399 GGAGGCGGAGGTATGTCTCAAGAATCAGATGAAACT GGTTCCACCACCACCCTACCCGCCTCCTTCAC
Cre09.g395400 GGAGGCGGAGGTATGGCGTCGGACGCGGAC GGTTCCACCACCACCGTAATGCTGCACTCCCTGCT Cre09.g395400 GGAGGCGGAGGTATGGCGTCGGACGCGG GGTTCCACCACCACCGTAATGCTGCACTCCCTGCT
Cre09.g395436 GGAGGCGGAGGTATGTCGCTCTGGGGCTGC GGTTCCACCACCACCCGATGCGCTGTAGTACCCC Cre09.g395450 GGAGGCGGAGGTATGCCCACGCTCGCCAAG GGTTCCACCACCACCCAGGTCACCATGGGTATCGTTG
Cre09.g395473 GGAGGCGGAGGTATGTTCAAGGTGCTTGCTTTG GGTTCCACCACCACCCTAGGAATCCTCTGCGGCT Cre09.g395500 GGAGGCGGAGGTATGAGCGGCACAAAAAAGTC GGTTCCACCACCACCCTGCTGCTGCTTGTCGC
Cre09.g395547 GGAGGCGGAGGTATGGCTCTCGCCTCGG GGTTCCACCACCACCCACGAGCCGCCCGAAG Cre09.g395600 GGAGGCGGAGGTATGGCCACAAAACAGCCG GGTTCCACCACCACCCAGCAGCCCCTTCGGC
Cre09.g395621 GGAGGCGGAGGTATGGAGCAACTGCGCACG GGTTCCACCACCACCCCCGCATGGCCGCAGCTTG Cre09.g395646 GGAGGCGGAGGTATGCCGTGGCCGTCGC GGTTCCACCACCACCTCATCCCCACGCCAGCG
Cre09.g395650 GGAGGCGGAGGTATGAAGACTATCGCCCACAAGT GGTTCCACCACCACCGCTGAGGCGGACCATGAC Cre09.g395658 GGAGGCGGAGGTATGCAGGCCCACGGACTA GGTTCCACCACCACCCTCCGCAGGCAGGCTTCC
Cre09.g395658 GGAGGCGGAGGTATGCAGGCCCACGGAC GGTTCCACCACCACCCTCCGCAGGCAGGCTT Cre09.g395700 GGAGGCGGAGGTATGTGCGCCGGCATTCGG GGTTCCACCACCACCGGCCGCCTTGTTGGCTTTGATG
Cre09.g395732 GGAGGCGGAGGTATGAGGGCGTGGACGC GGTTCCACCACCACCAGGCGAAAAGAACGCCC Cre09.g395750 GGAGGCGGAGGTATGCCGCGCGTTCGATCG GGTTCCACCACCACCGCGCTTCTGGAAGTTAAGCC
Cre09.g395769 GGAGGCGGAGGTATGGAGGGGGGCCTCT GGTTCCACCACCACCGGAGTCGTATGTGGCCATG Cre09.g395800 GGAGGCGGAGGTATGCCTACCTTCCTTTTATGCA GGTTCCACCACCACCTCACCCCTTGTGCAGCT
Cre09.g395806 GGAGGCGGAGGTATGTGGGCCCGGGGCACGAG GGTTCCACCACCACCCCGGCCACCCGCCACCTC Cre09.g395843 GGAGGCGGAGGTATGGCAAGCCGGCTGGCAAG GGTTCCACCACCACCAAACGGCGGCGGCGGGAG
Cre09.g395850 GGAGGCGGAGGTATGCCGCGTCCACTCTT GGTTCCACCACCACCCCAAAGCTCCTGCCGGC Cre09.g395880 GGAGGCGGAGGTATGGCCCAGGTGACGGGC GGTTCCACCACCACCCACCTGCGCAAGGTAGTCATC
Cre09.g395900 GGAGGCGGAGGTATGCAGTCCCACGCAGC GGTTCCACCACCACCCTCGTCCTCGCCCTCG Cre09.g395917 GGAGGCGGAGGTATGACTTTGCAATCTTACAAAGGGC GGTTCCACCACCACCCCGCTTCTTTGTGAGGTCGTAG
Cre09.g395925 GGAGGCGGAGGTATGCTTCGTCACCAGCGG GGTTCCACCACCACCGTGCTGCTGCCGCCAC Cre09.g395950 GGAGGCGGAGGTATGCTTCAGACCGCACCTA GGTTCCACCACCACCCTAGGGCAGCTGGCTGG
Cre09.g395954 GGAGGCGGAGGTATGAACGTTCTCCGCGC GGTTCCACCACCACCTGGCGCTGTTCTCGCC Cre09.g395991 GGAGGCGGAGGTATGTACCAAGTGCTGGTGGG GGTTCCACCACCACCGCACACACTCACCGGTG
Cre09.g396000 GGAGGCGGAGGTATGTCTACAGGCGTCGACTACT GGTTCCACCACCACCCGACACCTGCACACGCGC Cre09.g396028 GGAGGCGGAGGTATGGCAACGCTTTCGCGG GGTTCCACCACCACCCACAACACCTGCTGTCCGG
Cre09.g396050 GGAGGCGGAGGTATGACTCGACAGCAATTATTCACC GGTTCCACCACCACCCTACAGCCGCACGAACTG Cre09.g396065 GGAGGCGGAGGTATGGGCCTAGGACGACTC GGTTCCACCACCACCATCATCTTCACCGTCCGGC
Cre09.g396100 GGAGGCGGAGGTATGGCGCTGCTATGCCT GGTTCCACCACCACCCACCTTGTAGACGGGGCA Cre09.g396102 GGAGGCGGAGGTATGGGCTCGCTCCAGAAA GGTTCCACCACCACCCTGTGGCGGCATGGGC
Cre09.g396139 GGAGGCGGAGGTATGCTCGCTCCCTTGACG GGTTCCACCACCACCAACCACCATCTCCACATCCTC Cre09.g396150 GGAGGCGGAGGTATGCCGCGGTCGGTATCC GGTTCCACCACCACCCTCGCGGTACCCGGCG
Cre09.g396176 GGAGGCGGAGGTATGTCGAGCGCATGCAC GGTTCCACCACCACCTTGTTGGCCCACGCATG Cre09.g396200 GGAGGCGGAGGTATGGCTGCTCTGAAGTGGC GGTTCCACCACCACCCATGCGCTCGTCGCCA
Cre09.g396213 GGAGGCGGAGGTATGGCCCTCCGCGCTG GGTTCCACCACCACCCTTCAGCTGGGCGTACCAC Cre09.g396250 GGAGGCGGAGGTATGCCGGCGACCTACCTC GGTTCCACCACCACCCACCGACAGGCTGATCGAG
Cre09.g396252 GGAGGCGGAGGTATGAACGTGGCCATGAACCTC GGTTCCACCACCACCGGCGGGCTTGCGGACC Cre09.g396289 GGAGGCGGAGGTATGAACAGCCACAGCTGGC GGTTCCACCACCACCTGCGGCCATCAGCGGG
Cre09.g396300 GGAGGCGGAGGTATGATGTTGACCCAGACTCCTG GGTTCCACCACCACCGGCCTTGACTGCGGCCTT Cre09.g396326 GGAGGCGGAGGTATGAGCGGCACGGGGC GGTTCCACCACCACCATCGTCGTCCTCGGCGA
Cre09.g396350 GGAGGCGGAGGTATGTCCACACTCATTCTAGACGG GGTTCCACCACCACCAGCGTCATGCAGCTCAGC Cre09.g396363 GGAGGCGGAGGTATGGCGACTCCTCTTGTGG GGTTCCACCACCACCGAAGGGTGACTTTCCGACCTTC
Cre09.g396400 GGAGGCGGAGGTATGCAGATTTTCGTCAAGACTCTC GGTTCCACCACCACCTCAGAGCCCGCCACGC Cre09.g396450 GGAGGCGGAGGTATGGATAAGCGCTACTTTCCTC GGTTCCACCACCACCTCACAACGGGTCCCCAA
Cre09.g396451 GGAGGCGGAGGTATGTTTCGAGAGCCGCGATTTA GGTTCCACCACCACCACTGACGGGCGCCACGAC Cre09.g396475 GGAGGCGGAGGTATGGAGGTGCTGGGGG GGTTCCACCACCACCGCCGTACACGCGAATCC
Cre09.g396500 GGAGGCGGAGGTATGGCAGATAATACTAAGCGGA GGTTCCACCACCACCGTTCAACTTGTAGTGGGCCATC Cre09.g396512 GGAGGCGGAGGTATGGCGCTCAGGCACG GGTTCCACCACCACCTCAAGCACTCGCGCCG
Cre09.g396549 GGAGGCGGAGGTATGACGCCCCTTCACCT GGTTCCACCACCACCGCAAGACACAAAGCCCGC Cre09.g396550 GGAGGCGGAGGTATGGTGTGGGTGTCGGC GGTTCCACCACCACCCATGATGGCGCTGCTGA
Cre09.g396586 GGAGGCGGAGGTATGCGGCACGCGCTGA GGTTCCACCACCACCCGCACATGCACGCTGC Cre09.g396587 GGAGGCGGAGGTATGACGCCCGGCGTCG GGTTCCACCACCACCCACCGACGCCGCTGCT
Cre09.g396600 GGAGGCGGAGGTATGGCGCTTGGTCTTCTTGC GGTTCCACCACCACCAGCATCGGCCTCGGCG Cre09.g396624 GGAGGCGGAGGTATGGGCAACACGGTCACG GGTTCCACCACCACCCTGCTTCTTGACGGCGAT
Cre09.g396650 GGAGGCGGAGGTATGTCTCTGAACAGTAGCACTATG GGTTCCACCACCACCTTAAACGGCCGCGACG Cre09.g396661 GGAGGCGGAGGTATGGAGCACTTTGAGGTGGA GGTTCCACCACCACCCGCGAGTGCCATCATTCG
Cre09.g396698 GGAGGCGGAGGTATGCATAGTAGGCGCTTATGC GGTTCCACCACCACCGGCTTGTCGGGATGCG Cre09.g396700 GGAGGCGGAGGTATGCTGGCTGGCAAAGTGC GGTTCCACCACCACCTCAAGCGGCCAGCGCC
Cre09.g396735 GGAGGCGGAGGTATGGCTACAGTCGCCGCT GGTTCCACCACCACCTCTCCGCTTCACGGCCGTGATG Cre09.g396772 GGAGGCGGAGGTATGCGGCAGACAATTGCTCC GGTTCCACCACCACCTGACGGAGGAGGCCGAGG
Cre09.g396800 GGAGGCGGAGGTATGCGTTTAATACGTGTGCCA GGTTCCACCACCACCCATGGAGTACTCGGACGCG Cre09.g396809 GGAGGCGGAGGTATGGTGCGCATGGTTATTG GGTTCCACCACCACCTTAAAGCATGACGTATTCATCAAC
Cre09.g396846 GGAGGCGGAGGTATGGCCGTCGTTGCTCGC GGTTCCACCACCACCCATCCCACGCTCCGACGC Cre09.g396850 GGAGGCGGAGGTATGCTAAGCAACAAGCGACA GGTTCCACCACCACCTTAATCGCGCGCAGGTG
Cre09.g396883 GGAGGCGGAGGTATGCTCAGAGGCTGCGG GGTTCCACCACCACCTGCAGCTGGTCCCAGG Cre09.g396900 GGAGGCGGAGGTATGGACGCGGGTCTTCCG GGTTCCACCACCACCCAACTTGGCCGCTGCACC
Cre09.g396920 GGAGGCGGAGGTATGAAGAAGGCCGCCGT GGTTCCACCACCACCGGCTACGGGCTGCTGG Cre09.g396950 GGAGGCGGAGGTATGCTGTGGCGTGGGCATC GGTTCCACCACCACCGTACTCGCGGGGCTGGCC
Cre09.g396957 GGAGGCGGAGGTATGGAGCCGCGGTCGATTTC GGTTCCACCACCACCCTGCTCCGACCGCAGCCG Cre09.g396994 GGAGGCGGAGGTATGGCACTGTCATCAGCATGG GGTTCCACCACCACCCCGCTCCGTCAGCGTCAC
Cre09.g397002 GGAGGCGGAGGTATGTCTAGGACGTTGACATGGA GGTTCCACCACCACCTCACCACCGGGGCAGA Cre09.g397031 GGAGGCGGAGGTATGATGGAGAAGTACGGGCGC GGTTCCACCACCACCCGGCACAGCCACCGCC
Cre09.g397052 GGAGGCGGAGGTATGCTGCTTGGTAGAGCGC GGTTCCACCACCACCTCAACCTGCGCGCCGG Cre09.g397068 GGAGGCGGAGGTATGTTGGCAACTGGACATGT GGTTCCACCACCACCTGGCTCGCTTCCCTTCG
Cre09.g397095 GGAGGCGGAGGTATGGCCCTGCTTGACCGC GGTTCCACCACCACCGCCTGTGCGGCCCTCC Cre09.g397098 GGAGGCGGAGGTATGAGCGGCGAAACCG GGTTCCACCACCACCTTGTGCGCGATAAATGCCT
Cre09.g397100 GGAGGCGGAGGTATGGACTCTGCAACTCAGCACC GGTTCCACCACCACCTCAGCGCCCCCGGTCC Cre09.g397142 GGAGGCGGAGGTATGCGGAGACCTCCGATAC GGTTCCACCACCACCCTCAGGGTCCCCGCCG
Cre09.g397150 GGAGGCGGAGGTATGCTCGCCAGTGCGCCT GGTTCCACCACCACCCGGAAAGTCCAACTCAAAGTCC Cre09.g397179 GGAGGCGGAGGTATGTCGGCCCGTAGCC GGTTCCACCACCACCCGCCTCCCCACCACCA
Cre09.g397200 GGAGGCGGAGGTATGTCGTCTGTCAAGACGCTC GGTTCCACCACCACCCTGCTTGCGCATGTTGATGC Cre09.g397216 GGAGGCGGAGGTATGGAGCTCGTGTCAGGC GGTTCCACCACCACCCCGCGCCTTGACCACCAC
Cre09.g397250 GGAGGCGGAGGTATGGCGTCTCTGCAGCT GGTTCCACCACCACCTTATGCAGCCGCCTCGG Cre09.g397253 GGAGGCGGAGGTATGCCACAAACACCTCAGGC GGTTCCACCACCACCCAGCGCCCTCAGCAGCCC
Cre09.g397290 GGAGGCGGAGGTATGTCAGCTCCTGCTGCAA GGTTCCACCACCACCCGCCAACCGTCGCAGC Cre09.g397300 GGAGGCGGAGGTATGCTCGGGCAGACGCTG GGTTCCACCACCACCCGGCACGGGTGACACGCG
Cre09.g397327 GGAGGCGGAGGTATGGAAGCGTTTCGCTCAA GGTTCCACCACCACCCAGGTAGGGCTTCCACCC Cre09.g397350 GGAGGCGGAGGTATGCCCCAATACAGCATCCG GGTTCCACCACCACCCACAAAGTCGTCATCGTCGTC
Cre09.g397364 GGAGGCGGAGGTATGGCTGAAGCGCCCG GGTTCCACCACCACCAAGTGTAAGCGCATGCTTCA Cre09.g397400 GGAGGCGGAGGTATGGCCCCAGGACACATGG GGTTCCACCACCACCTTGTGCGCCTGCCGGC
Cre09.g397401 GGAGGCGGAGGTATGCACTCCAACGATGTTGC GGTTCCACCACCACCGGCACCTACCTTCCGAGC Cre09.g397438 GGAGGCGGAGGTATGTCAGCGCCTGCCCT GGTTCCACCACCACCGCCGTCTGCCTGCGCA
Cre09.g397450 GGAGGCGGAGGTATGCCTCTGCGCGAGG GGTTCCACCACCACCCTTTCGTTGGGTATGCCGG Cre09.g397475 GGAGGCGGAGGTATGAACAGGCCGGACACG GGTTCCACCACCACCGTCTAACATGAAAACTGGGCCTG
Cre09.g397500 GGAGGCGGAGGTATGAAAGGTTGGCGGCC GGTTCCACCACCACCGGGATAGCTCATGCAACATGC Cre09.g397549 GGAGGCGGAGGTATGAGCGACAAACAGTTCCCG GGTTCCACCACCACCCTGGCGGTTGTAGCCGCC
Cre09.g397586 GGAGGCGGAGGTATGGCAGAAGCAGACATATGG GGTTCCACCACCACCTGCATCTGAAGAGGGAGAGAG Cre09.g397623 GGAGGCGGAGGTATGGCACGGCGGTCCC GGTTCCACCACCACCCGCCCAGATGATCTTGCAAGC
Cre09.g397660 GGAGGCGGAGGTATGGCTCGCCAGCTTTC GGTTCCACCACCACCTTAGTTGCCGGCGGCG Cre09.g397697 GGAGGCGGAGGTATGGCCGCCGCCATTC GGTTCCACCACCACCGGCGGTCTTGGTCTGCT
Cre09.g397734 GGAGGCGGAGGTATGTACGCAGCGTTGGCG GGTTCCACCACCACCGCGCTCCGTCAGCGTCAG Cre09.g397800 GGAGGCGGAGGTATGGAGCAGCTTTCAAGTTGGA GGTTCCACCACCACCTGTACCTCCGCCGCTATG
Cre09.g397808 GGAGGCGGAGGTATGCTGGGCTGGAAAGAAG GGTTCCACCACCACCGTTGCCACTCAGCTGCG Cre09.g397845 GGAGGCGGAGGTATGGCCCTGGGCCCCA GGTTCCACCACCACCCAGAGCCAGGGACCGCC
Cre09.g397850 GGAGGCGGAGGTATGCTGCCTTGCACCCT GGTTCCACCACCACCCGCAGGGCCCACCTTG Cre09.g397900 GGAGGCGGAGGTATGCCCGGAGAGGTTGCC GGTTCCACCACCACCTTTCCCCTTTTTCCCGCCCTT
Cre09.g397919 GGAGGCGGAGGTATGCTCGCGTGGCAGGG GGTTCCACCACCACCCTACTGGCCGCCGCCG Cre09.g397950 GGAGGCGGAGGTATGGCTTATCATAGTCACTACAACA GGTTCCACCACCACCCATGGTGCGGTCCAAAAAGC
Cre09.g397993 GGAGGCGGAGGTATGCAGGTGTTTGCGCT GGTTCCACCACCACCCTCCACCTCCTGCAGTGC Cre09.g398067 GGAGGCGGAGGTATGGCCACCGACGAGGTC GGTTCCACCACCACCAGCCGACGCCACCACCTC
Cre09.g398104 GGAGGCGGAGGTATGGGGAAAGGCGAACGC GGTTCCACCACCACCGACGACGCGCTTCCGCTT Cre09.g398178 GGAGGCGGAGGTATGTTGTTGGTGCGTGAGG GGTTCCACCACCACCCGCAGGTGCAGGAGACG
Cre09.g398200 GGAGGCGGAGGTATGGGCAGTGGTCGAGATA GGTTCCACCACCACCCTTCTTGCTCGGCCCCG Cre09.g398215 GGAGGCGGAGGTATGTCGCTGCAGCTGTTGC GGTTCCACCACCACCCTATGCGGCCGCCGCG
Cre09.g398250 GGAGGCGGAGGTATGGGTAATTGCCAGGTCA GGTTCCACCACCACCCTAGTTGTAGGCATAATTTGCAG Cre09.g398252 GGAGGCGGAGGTATGATGCTCAGCACGAAGGC GGTTCCACCACCACCCGCCGAAACGGTGGCGGG
Cre09.g398289 GGAGGCGGAGGTATGGCGCGTAAAAGCAGTTTG GGTTCCACCACCACCCTGCTCATCCGGCGCCATCTC Cre09.g398300 GGAGGCGGAGGTATGCAGTATCAGCATGGATACG GGTTCCACCACCACCTCAAATGTGCGTGGAGAGC
Cre09.g398326 GGAGGCGGAGGTATGGAGCTCCTTAGCATTCTGA GGTTCCACCACCACCTCACACCACGAAGCCAGG Cre09.g398350 GGAGGCGGAGGTATGGGGGACGCCGAGC GGTTCCACCACCACCCTTGCCCGCGCCACTG
Cre09.g398363 GGAGGCGGAGGTATGAGGGCTGCAGGCG GGTTCCACCACCACCATGCTGAGCTTCTCGGCA Cre09.g398400 GGAGGCGGAGGTATGGATGCGCAGCAAAATATCC GGTTCCACCACCACCCATGTCGTCATCCAGCCTCTC
Cre09.g398401 GGAGGCGGAGGTATGGAGCTCCTTAGCATTCTGA GGTTCCACCACCACCTCACACCACGAAGCCAGG Cre09.g398438 GGAGGCGGAGGTATGCGGCGCAGGTCAA GGTTCCACCACCACCCCTGTGCAGCCGCTGG
Cre09.g398450 GGAGGCGGAGGTATGAGCGCTCAGATGCAGATG GGTTCCACCACCACCGCCGTCGCGGTAGTACAG Cre09.g398475 GGAGGCGGAGGTATGGAGCTCCTTAGCATTCTGA GGTTCCACCACCACCTCACACCACGAAGCCAGG
Cre09.g398500 GGAGGCGGAGGTATGGGCCAGACGACGCGACAAC GGTTCCACCACCACCCTGCTGCTGCGGCTGGGG Cre09.g398512 GGAGGCGGAGGTATGGAGCTCCTTAGCATACTGA GGTTCCACCACCACCTCACACCACGAAGCCAGG
Cre09.g398549 GGAGGCGGAGGTATGGGGGTGTCGCGCG GGTTCCACCACCACCCGCCGCCGCTACACTG Cre09.g398550 GGAGGCGGAGGTATGAAAAAGAAGCATGGCATTATG GGTTCCACCACCACCCTAGCCGTCCGCCATC
Cre09.g398586 GGAGGCGGAGGTATGGCCGAGCCCACGG GGTTCCACCACCACCCACCACGAAGCCAGGCA Cre09.g398623 GGAGGCGGAGGTATGCGGCGCAGGTCAA GGTTCCACCACCACCCCGTACTGTCGTTCGCTTG
Cre09.g398650 GGAGGCGGAGGTATGGGCAAGACGGACAAAAAAG GGTTCCACCACCACCACGCCTGTAGCGTGTGCG Cre09.g398652 GGAGGCGGAGGTATGTCGACCAAGTTCAGCGG GGTTCCACCACCACCACGGCACGGGTGGGTG
Cre09.g398660 GGAGGCGGAGGTATGGAGCTCCTTAGCATTATGATT GGTTCCACCACCACCTTACTGTTTCTTACACCAAGTGCG Cre09.g398697 GGAGGCGGAGGTATGGAGCTCCTTAGCATTATGATT GGTTCCACCACCACCTCAGGTCTCCAGAGCCCG
Cre09.g398702 GGAGGCGGAGGTATGCCCACCCACGCGC GGTTCCACCACCACCGCGGGTGACGCAGGTG Cre09.g398734 GGAGGCGGAGGTATGCAGCAGGGGGCAG GGTTCCACCACCACCCACCACGAAGCCAGGC
Cre09.g398750 GGAGGCGGAGGTATGCAGCTCAACCGAGCC GGTTCCACCACCACCTCACCCGCGAGACGGG Cre09.g398771 GGAGGCGGAGGTATGGAGCTCCTTAGCATTATGATT GGTTCCACCACCACCTCACACCACGAAGCCAGG
Cre09.g398845 GGAGGCGGAGGTATGGCTATAGTCGTCGGCC GGTTCCACCACCACCTCACTCTTTTGAATAAGCGACAAG Cre09.g398850 GGAGGCGGAGGTATGGACGCCATCAAAGCAGC GGTTCCACCACCACCGTGCCACTCGGCCGTCTC
Cre09.g398882 GGAGGCGGAGGTATGGCCGCACCAGCTATG GGTTCCACCACCACCCTGGTTTCCGGCATTGGAGG Cre09.g398900 GGAGGCGGAGGTATGATGCGGCGGCAACAC GGTTCCACCACCACCCTTCAGGTTGAGGCCGACC
Cre09.g398919 GGAGGCGGAGGTATGCGAGTTGGCTCTTCAGC GGTTCCACCACCACCCCGGTCACTCGCCGCC Cre09.g398983 GGAGGCGGAGGTATGCAATCAGTAGGGACGC GGTTCCACCACCACCGGCGGCTCTCTCCTCG
Cre09.g398993 GGAGGCGGAGGTATGGGCGCTGGTGGCG GGTTCCACCACCACCCTACACATTTAGGGTGCGCTCA Cre09.g399000 GGAGGCGGAGGTATGGAGCGGGTTAAGGAGGC GGTTCCACCACCACCGGCGCTCACAGGAGTTCC
Cre09.g399030 GGAGGCGGAGGTATGGGAGCGGGTGGTG GGTTCCACCACCACCTTAAACATTTAAGGTGCGCTCA Cre09.g399050 GGAGGCGGAGGTATGGCGGCTAACTACACGC GGTTCCACCACCACCGTCTCCTGGCGCCTGC
Cre09.g399067 GGAGGCGGAGGTATGCCTGCTGACCCTGATAGG GGTTCCACCACCACCGTAGCTGCCGGGGTCCAC Cre09.g399073 GGAGGCGGAGGTATGCTAGCATCGGTGACCC GGTTCCACCACCACCCGCCTTGGCGCCGTTG
Cre09.g399104 GGAGGCGGAGGTATGGCTGAACAAAGGTGGAC GGTTCCACCACCACCCTACAGCCGGCGCACG Cre09.g399141 GGAGGCGGAGGTATGACGGTGGCGACGC GGTTCCACCACCACCATCGAACAGCCTCTCCCC
Cre09.g399150 GGAGGCGGAGGTATGGCGAGCTCCTTGCG GGTTCCACCACCACCCGCCTTCGAGGCCTTG Cre09.g399178 GGAGGCGGAGGTATGGCTGGGGAGTCTAGCA GGTTCCACCACCACCCGTCTCCATCGGCACCGC
Cre09.g399200 GGAGGCGGAGGTATGGGGCTGCGTGAGAAGATC GGTTCCACCACCACCGGCGCTCACAGGTGTGCC Cre09.g399250 GGAGGCGGAGGTATGTCGGCCCTTGCAGC GGTTCCACCACCACCCTTGGGGAAGGGCACGC
Cre09.g399252 GGAGGCGGAGGTATGCGCCTACAGGCAGG GGTTCCACCACCACCCTCCTCGCGTTCGTCCT Cre09.g399289 GGAGGCGGAGGTATGCCAATACTGCAACTGGACC GGTTCCACCACCACCCAGGTCTCGCGGCTGACTTCTA
Cre09.g399300 GGAGGCGGAGGTATGCGCACCTCCATCATCG GGTTCCACCACCACCCAGGAACTCCGCCAGACTGAT Cre09.g399326 GGAGGCGGAGGTATGGGCGAGCTTGCAACG GGTTCCACCACCACCTTAGGCGGCGCTGGCG
Cre09.g399350 GGAGGCGGAGGTATGGAGGCGCTGCTATCG GGTTCCACCACCACCGAAATACAGACGAGGTGGCGC Cre09.g399400 GGAGGCGGAGGTATGCCTCAGAACGGGCAC GGTTCCACCACCACCCGCCTTCAGGTCAGCCGG
Cre09.g399402 GGAGGCGGAGGTATGGGCTTGCTCGATACATTCT GGTTCCACCACCACCGTCGTCGCGGCGCTGAAG Cre09.g399439 GGAGGCGGAGGTATGCTTGCAGAGCGTACCG GGTTCCACCACCACCCTGCACGGTGACAGTGGTC
Cre09.g399450 GGAGGCGGAGGTATGGGCGTTTTGGCTCAA GGTTCCACCACCACCCTTGCCTCCTTCAATCATGCC Cre09.g399476 GGAGGCGGAGGTATGGAGGAAGCGCGATCAG GGTTCCACCACCACCAGCCCGCTTCGGCCATTG
Cre09.g399513 GGAGGCGGAGGTATGTCGTCCTTGGACTATGATAGT GGTTCCACCACCACCTCAAAAAGGCATGTAGAAGCGG Cre09.g399550 GGAGGCGGAGGTATGGGCACAAGCTCTAGCAAG GGTTCCACCACCACCCGCCAGGCCGTTCTTCTG
Cre09.g399551 GGAGGCGGAGGTATGGAAGCCGCACACAG GGTTCCACCACCACCAGGCCCTGTGTGTACCTG Cre09.g399552 GGAGGCGGAGGTATGACGGAGACCGACCAC GGTTCCACCACCACCGCCAAGCAGGATGCGC
Cre09.g399589 GGAGGCGGAGGTATGCAGTGCTCGCCCCAAG GGTTCCACCACCACCGAAGATGTCTTGCGGAAAGCTC Cre09.g399600 GGAGGCGGAGGTATGGCCGATTGGGCCT GGTTCCACCACCACCCCGCTTGCACTGCACC
Cre09.g399601 GGAGGCGGAGGTATGTCTAAGCGACCCGCC GGTTCCACCACCACCCTGCGCCAGAACCGGTA Cre09.g399626 GGAGGCGGAGGTATGTTGAGCACGCGCG GGTTCCACCACCACCGTTTCCGCGCAGCTCC
Cre09.g399650 GGAGGCGGAGGTATGGACCAAACGCAGCG GGTTCCACCACCACCGCGGAAACGCAGCCAC Cre09.g399701 GGAGGCGGAGGTATGTCTAAGAAGGATGGAGATGC GGTTCCACCACCACCTTATTGCGCAGCACGCG
Cre09.g399738 GGAGGCGGAGGTATGGGCGCAGGCAGCATTAA GGTTCCACCACCACCAACTTTGATGCCCACACGCTC Cre09.g399849 GGAGGCGGAGGTATGTACTGGAAGAAGGAGCCA GGTTCCACCACCACCAACCCAGACTTTGTCGCG
Cre09.g399900 GGAGGCGGAGGTATGACAGCTCCTCTAATGACAGC GGTTCCACCACCACCCTACTCCTCCCCTCTCGC Cre09.g399907 GGAGGCGGAGGTATGGCTGACTTTAGCGACG GGTTCCACCACCACCGTTTGGGCTGGTATTCACAAC
Cre09.g399909 GGAGGCGGAGGTATGCCACCCCTCCCCG GGTTCCACCACCACCGAGATCATCTGCACGCCC Cre09.g399910 GGAGGCGGAGGTATGAAGAAACCTGCATATGAAGGC GGTTCCACCACCACCTTACGCGCCGACAACC
Cre09.g399911 GGAGGCGGAGGTATGTCGTCGACGACGCCAG GGTTCCACCACCACCCCGGATGCTGCGCAGGCC Cre09.g399914 GGAGGCGGAGGTATGTCTAAGCGACCCGCC GGTTCCACCACCACCCTTTGCACAGGGCCGC
Cre09.g399915 GGAGGCGGAGGTATGGGCACAAGCTCTAGCAA GGTTCCACCACCACCCTACCACCGCCGCGGT Cre09.g399916 GGAGGCGGAGGTATGCTCCCCGGTGCAC GGTTCCACCACCACCAATCTGGGGTAGCGGCA
Cre09.g399950 GGAGGCGGAGGTATGCTCAGCTGCCGCC GGTTCCACCACCACCGCCCTGGAACGCCTTG Cre09.g399997 GGAGGCGGAGGTATGGTAGGGGGCCCTGT GGTTCCACCACCACCTCAACCTTGTAAGGATGATTCCTC
Cre09.g400000 GGAGGCGGAGGTATGGCGGGTGTTCAGGACTC GGTTCCACCACCACCCTGCCCGCCGGCAACCTC Cre09.g400050 GGAGGCGGAGGTATGTATGCATCTTTGAAGCCGT GGTTCCACCACCACCCTACCGCTGCTGGCCG
Cre09.g400100 GGAGGCGGAGGTATGGAGCGCGAGCAGGCC GGTTCCACCACCACCGATCTTCTGCACCTTGCTGGC Cre09.g400108 GGAGGCGGAGGTATGCATTCTATACCGCAAGCG GGTTCCACCACCACCTCAACCTTGTAAGGATGATTCCTC
Cre09.g400145 GGAGGCGGAGGTATGTGGGGCGTGGAACA GGTTCCACCACCACCCTAAGCGGGCTCCAGCC Cre09.g400150 GGAGGCGGAGGTATGTCTGCCGCCGGCT GGTTCCACCACCACCCACCTCGCTCACGGTGA
Cre09.g400200 GGAGGCGGAGGTATGCACTCAGAGAAGCCCG GGTTCCACCACCACCCGCAAAAATTACGCGCGG Cre09.g400219 GGAGGCGGAGGTATGCAGTTCCACACTGACC GGTTCCACCACCACCAGGCAAAAGCTTTCCACCC
Cre09.g400250 GGAGGCGGAGGTATGCTGGTGCTGGACGTCATC GGTTCCACCACCACCTCGGCCGCTGGAAGCGTC Cre09.g400256 GGAGGCGGAGGTATGATGGCTGGCTGCTTTG GGTTCCACCACCACCCACCTCTTGTGCGCCC
Cre09.g400293 GGAGGCGGAGGTATGAACTCCACACCCTCGG GGTTCCACCACCACCCATGAAGCCCAGTTCGCG Cre09.g400300 GGAGGCGGAGGTATGCTGGTGCTGGACGTCATC GGTTCCACCACCACCCTGCCGCCCACTAGCGGG
Cre09.g400330 GGAGGCGGAGGTATGGCCGACTCGCAGC GGTTCCACCACCACCGTCGTCCATGTCCTCATCG Cre09.g400367 GGAGGCGGAGGTATGCTTCGCTTTAAAGGCAGT GGTTCCACCACCACCCTACGTGACGCGGCGG
Cre09.g400400 GGAGGCGGAGGTATGGCGGCAGGCCACTCT GGTTCCACCACCACCCAGCTTCTTGGCCTTGAGCT Cre09.g400404 GGAGGCGGAGGTATGGTCTTCGGCTGGGGC GGTTCCACCACCACCCCCGTCGCGCTGCTCCTC



186 APPENDIX A. APPENDIX

Cre09.g400441 GGAGGCGGAGGTATGGCTCCGTGCGAGGT GGTTCCACCACCACCCTACCGCCGGCGCTCG Cre09.g400450 GGAGGCGGAGGTATGGTCAGAACCCGGGC GGTTCCACCACCACCCAACCTCACCACCCTTAGAC
Cre09.g400478 GGAGGCGGAGGTATGGCGGCTGCAGAGG GGTTCCACCACCACCCCGGCTGTGCCTGAAG Cre09.g400500 GGAGGCGGAGGTATGTCCACGCCTCACGC GGTTCCACCACCACCCACAGTCGCCTTGCCC
Cre09.g400515 GGAGGCGGAGGTATGGTATCCGATGCCTCAAGA GGTTCCACCACCACCCTAGCGGACCGCCATGC Cre09.g400516 GGAGGCGGAGGTATGGAGGTGACGGGCG GGTTCCACCACCACCAGGGTCCTTCTCCCGCA
Cre09.g400550 GGAGGCGGAGGTATGGAGTGCAGAGGGCCG GGTTCCACCACCACCCTCCCCGTCCCCTTCCTC Cre09.g400553 GGAGGCGGAGGTATGATGCTGTCGGGAGTGG GGTTCCACCACCACCCCAGAAGGGGCACCAGC
Cre09.g400590 GGAGGCGGAGGTATGCCACGCCAGCAGC GGTTCCACCACCACCCTGCCGGCCATCCTTCG Cre09.g400600 GGAGGCGGAGGTATGACGGTCCTTTGGGGG GGTTCCACCACCACCTTACACAAACCCTTCAAACTTCTG
Cre09.g400627 GGAGGCGGAGGTATGCGGCAATTATCAGTCCTTGA GGTTCCACCACCACCCTACGACGCGCCGCGA Cre09.g400650 GGAGGCGGAGGTATGAAGCTCAACATTGCCTACC GGTTCCACCACCACCTTAGGCCTCCTTGGAGGC
Cre09.g400664 GGAGGCGGAGGTATGGCGGACGAGGAGG GGTTCCACCACCACCCATGTCCGCTGCGAGG Cre09.g400700 GGAGGCGGAGGTATGCGCCCTTCCTCCCGC GGTTCCACCACCACCCTGCACGCGACGACGCAG
Cre09.g400701 GGAGGCGGAGGTATGGACGTTGTGGATGCAGT GGTTCCACCACCACCTGCTTTCCCTTTCGGCGG Cre09.g400738 GGAGGCGGAGGTATGGCGAGCGGTCAAGCG GGTTCCACCACCACCGACAACACCTGCCGGCAC
Cre09.g400750 GGAGGCGGAGGTATGGGGTGCAACCCCCTG GGTTCCACCACCACCTTGCGGTGGCACCGTGTC Cre09.g400775 GGAGGCGGAGGTATGAAATCGACGCTTGGTCTCT GGTTCCACCACCACCCCGGAGGTCGTCCTTCACGTAA
Cre09.g400812 GGAGGCGGAGGTATGGGCGGGGAGGATG GGTTCCACCACCACCGTCTGCATGCCCGTGTC Cre09.g400900 GGAGGCGGAGGTATGTCCACCTCTAACACTCCG GGTTCCACCACCACCGCACGAGACATCCACATTCT
Cre09.g400923 GGAGGCGGAGGTATGGGCTGCGGCAGTAGC GGTTCCACCACCACCGTACGACGACAGCGGCTG Cre09.g400960 GGAGGCGGAGGTATGGCCAGCGAAGCCT GGTTCCACCACCACCCACTGCCTTGGGCCAC
Cre09.g400997 GGAGGCGGAGGTATGCAAATAGCGTCGGGAG GGTTCCACCACCACCATCGCGCTTGTACTTCTCAA Cre09.g401000 GGAGGCGGAGGTATGCAGCAGGACAGCGA GGTTCCACCACCACCGCCCTGCTGCTGCTGC
Cre09.g401022 GGAGGCGGAGGTATGTTCGCACTCATAGCGAGC GGTTCCACCACCACCATATCCGTCTGGGTGCTCCAG Cre09.g401034 GGAGGCGGAGGTATGCCTCTCAAGACCGATGA GGTTCCACCACCACCACGCCGAGAGCTTGACC
Cre09.g401071 GGAGGCGGAGGTATGCCTCTCAAGACCGATGAC GGTTCCACCACCACCACGCCGACGGCTCGAC Cre09.g401100 GGAGGCGGAGGTATGCCCTCGACACTAGAGGAC GGTTCCACCACCACCCTCGGCCTTGCCCTGCTT
Cre09.g401108 GGAGGCGGAGGTATGCAGCCGAACCAGCA GGTTCCACCACCACCCGAGGGGGAGGACAGAAG Cre09.g401145 GGAGGCGGAGGTATGGCGCCTCTTCAAGTGTT GGTTCCACCACCACCTTTCTTTTTCTTGCTGCCCGC
Cre09.g401150 GGAGGCGGAGGTATGGCAGGACGGCCACCT GGTTCCACCACCACCCGACCCTGGCCGCCACGC Cre09.g401256 GGAGGCGGAGGTATGCACCTACGTTATAGCATTGTC GGTTCCACCACCACCCTACCGCCGCCCCTCG
Cre09.g401293 GGAGGCGGAGGTATGACACCGCTCGGCGA GGTTCCACCACCACCCGCCTTGGGCACCGGC Cre09.g401300 GGAGGCGGAGGTATGCCGCGCTACTACTGT GGTTCCACCACCACCCTGCTGCTGCTGCTGC
Cre09.g401330 GGAGGCGGAGGTATGGCCCCTTCGGTGC GGTTCCACCACCACCTCAAGAGGACGCCGCG Cre09.g401350 GGAGGCGGAGGTATGCTTGCCCACACGAAC GGTTCCACCACCACCCTTGTACACCTGCATGGCT
Cre09.g401400 GGAGGCGGAGGTATGTCGGACGAGGAGCGC GGTTCCACCACCACCTCACCGGGGCCCTCGC Cre09.g401404 GGAGGCGGAGGTATGGCGGGAGCTGGCCAG GGTTCCACCACCACCTGCTGCCCCATCCTCAGC
Cre09.g401441 GGAGGCGGAGGTATGGTCCTGGCCCTGC GGTTCCACCACCACCTCGATGCACCGCGAAGG Cre09.g401450 GGAGGCGGAGGTATGGCCGACAACTACTCAGG GGTTCCACCACCACCGCTGCTGCATTGCTGTTG
Cre09.g401478 GGAGGCGGAGGTATGCGGGGCGCTACGGTC GGTTCCACCACCACCCACCTTTGCAGCCACGTC Cre09.g401500 GGAGGCGGAGGTATGACTGCTCGTGAGACAGC GGTTCCACCACCACCGCTCACCTCTGCCGGAGTGATG
Cre09.g401515 GGAGGCGGAGGTATGGCGCTAGGAGTCTGTTC GGTTCCACCACCACCGAAGAAGTCCGACTGCGCGAAC Cre09.g401550 GGAGGCGGAGGTATGACGCAGGTCCATCCT GGTTCCACCACCACCCTTCTTCTGCAGGATGATGGC
Cre09.g401551 GGAGGCGGAGGTATGCCGCACGACTTCT GGTTCCACCACCACCCTAAAAACAAGCACTGGAATTAGA Cre09.g401552 GGAGGCGGAGGTATGCCACCAAGACGTGCG GGTTCCACCACCACCTGTTGCCCCTTCCTCAGC
Cre09.g401589 GGAGGCGGAGGTATGCCGCCCAGACTTCGC GGTTCCACCACCACCTGTTGCCCCTTCCTCAGC Cre09.g401589 GGAGGCGGAGGTATGCCGCCCAGACTTCG GGTTCCACCACCACCTGTTGCCCCTTCCTCAGC
Cre09.g401600 GGAGGCGGAGGTATGTCGGACGCTGCTGC GGTTCCACCACCACCCTCGGCCTCGACCTCC Cre09.g401626 GGAGGCGGAGGTATGCCGCCCAGACTTGGC GGTTCCACCACCACCGGAACGGATCCATGCAATGC
Cre09.g401626 GGAGGCGGAGGTATGCCGCCCAGACTTGG GGTTCCACCACCACCGGAACGGATCCATGCAATGC Cre09.g401663 GGAGGCGGAGGTATGAAAGGCGGTCGGCAG GGTTCCACCACCACCCTCGTCTGCGCGACGAGC
Cre09.g401700 GGAGGCGGAGGTATGACAGCGTTGACAAGACA GGTTCCACCACCACCCTGCTGCTCCCTGGCG Cre09.g401701 GGAGGCGGAGGTATGTTCGGCTCCTTGGTGAAC GGTTCCACCACCACCGTTGACGTGCGTATCCTTGAAG
Cre09.g401738 GGAGGCGGAGGTATGACGCGGATACCCAAGC GGTTCCACCACCACCCTGCTGCCTGCTGGCCTG Cre09.g401750 GGAGGCGGAGGTATGGTGTTAGGTCGCGCT GGTTCCACCACCACCCTGCGCAGCAGACTGTG
Cre09.g401775 GGAGGCGGAGGTATGCACGAAGCTCAGCG GGTTCCACCACCACCGCAGGCTGCCGTCATG Cre09.g401849 GGAGGCGGAGGTATGCCGCCCAGACTTGGC GGTTCCACCACCACCTGCCGCCCCTCCCTCAGC
Cre09.g401849 GGAGGCGGAGGTATGCCGCCCAGACTTGG GGTTCCACCACCACCTGCCGCCCCTCCCTCA Cre09.g401886 GGAGGCGGAGGTATGGCGAGCTCTGCTCCT GGTTCCACCACCACCCGCGCTCTTGGCGGGGAAG
Cre09.g401900 GGAGGCGGAGGTATGGCGCCCGGCAATCGG GGTTCCACCACCACCTTGCTGCGAGTCCTCCGC Cre09.g401923 GGAGGCGGAGGTATGGACGGGGACGAGCT GGTTCCACCACCACCCACGTGCGGCGATGCC
Cre09.g401960 GGAGGCGGAGGTATGGCGTGGCCTTCAGA GGTTCCACCACCACCCTTGAAGTGCTTGGAGTCGT Cre09.g401997 GGAGGCGGAGGTATGGAGGCCGCAGATAACC GGTTCCACCACCACCCTGCTCCAGCTGCCCC
Cre09.g402034 GGAGGCGGAGGTATGGCAATGGGCGACGC GGTTCCACCACCACCCAGCAGCGGCACGTCC Cre09.g402041 GGAGGCGGAGGTATGCAGTCTGTCCGCATCG GGTTCCACCACCACCCACGTACTTGGTGTTTATGCC
Cre09.g402071 GGAGGCGGAGGTATGAAGCAGCAGCGCTG GGTTCCACCACCACCCTGCTGCTGCCGCAGA Cre09.g402100 GGAGGCGGAGGTATGGATGAGGAGCCCCCC GGTTCCACCACCACCCTGCCAGTACATGTCCTGG
Cre09.g402108 GGAGGCGGAGGTATGCGCCGGTACTCTGG GGTTCCACCACCACCCTGCCTGTTGTGTTGTTTGC Cre09.g402145 GGAGGCGGAGGTATGGCGCCACGCCAGTCG GGTTCCACCACCACCCAGGCTGCATGGCGGCAC
Cre09.g402150 GGAGGCGGAGGTATGAGCAATGATTGTAGCTCTGC GGTTCCACCACCACCTCACATGTGCACCCTGTACT Cre09.g402182 GGAGGCGGAGGTATGGACGACGAGGACGAC GGTTCCACCACCACCCGGCTTTTGAGGCACCG
Cre09.g402200 GGAGGCGGAGGTATGCGCACCGGTGTTC GGTTCCACCACCACCGCTCGTGATCGATGAAGGTG Cre09.g402212 GGAGGCGGAGGTATGTTTCCTGGCCGCCAG GGTTCCACCACCACCCCCAGCCGCTTCCGCT
Cre09.g402219 GGAGGCGGAGGTATGATCGCTGCTCGCG GGTTCCACCACCACCGTTCTTGGCGGAGTCCTTC Cre09.g402293 GGAGGCGGAGGTATGTCGCCTCCTCCGATG GGTTCCACCACCACCCGGAGAGGAGGAGACGG
Cre09.g402300 GGAGGCGGAGGTATGACGCTTGGGGAGGCTTA GGTTCCACCACCACCGTGCCCACCAGCGGTGAA Cre09.g402304 GGAGGCGGAGGTATGCCACTCGCAATCACCG GGTTCCACCACCACCGACGGCGGCTGTGGGC
Cre09.g402350 GGAGGCGGAGGTATGGCCGATGAGGGACC GGTTCCACCACCACCCTTCCCTCCCGCCGTG Cre09.g402400 GGAGGCGGAGGTATGCTTGTGACTGCAGATGAGT GGTTCCACCACCACCCTAGTGCGCGGGCCCC
Cre09.g402402 GGAGGCGGAGGTATGGGTCGACACCAACCG GGTTCCACCACCACCGGGGAACAGCAGGCCG Cre09.g402404 GGAGGCGGAGGTATGGAAGTCCAGCGGCT GGTTCCACCACCACCCAGCTGGAACCAGTTGACG
Cre09.g402441 GGAGGCGGAGGTATGGTCCTGTCCTGGTCGC GGTTCCACCACCACCTCACAGCCGCAGCGGC Cre09.g402450 GGAGGCGGAGGTATGGCGGCAGTTGACGTG GGTTCCACCACCACCCTGGTAGAAGGCGAACTCGC
Cre09.g402478 GGAGGCGGAGGTATGGATTTGCTGCGGAGCC GGTTCCACCACCACCAGACACCACGCAGCCGCATG Cre09.g402500 GGAGGCGGAGGTATGGACAAGCTATTAGATTTTGGCT GGTTCCACCACCACCGAGCTGGCCAGCGTCCTC
Cre09.g402515 GGAGGCGGAGGTATGAAGGCATTCTCTGGCCA GGTTCCACCACCACCCTATGCGCCGCCACTG Cre09.g402552 GGAGGCGGAGGTATGTCGCGGACGCAGCTG GGTTCCACCACCACCCTTCAGCATGTTCAGCGCC
Cre09.g402600 GGAGGCGGAGGTATGACTGCGGACGCAAC GGTTCCACCACCACCCTGCTGTGACGCCGAC Cre09.g402601 GGAGGCGGAGGTATGGACCACCTACGGCTG GGTTCCACCACCACCCATGCGCATTACTTCGCG
Cre09.g402626 GGAGGCGGAGGTATGGACACTAACGGTAGCGG GGTTCCACCACCACCCCGCATAGTGCAGTCTCTG Cre09.g402650 GGAGGCGGAGGTATGCGACCAGGAGGGAAC GGTTCCACCACCACCGTAGACTACCAGCAACGCGAAG
Cre09.g402663 GGAGGCGGAGGTATGGAGCCGTCTAGCTCG GGTTCCACCACCACCGCACTTCCCACCACTGC Cre09.g402700 GGAGGCGGAGGTATGTCGGAGGCGGGTG GGTTCCACCACCACCTACATCTCCACGCTCCGC
Cre09.g402701 GGAGGCGGAGGTATGGTCGCCCGTGTCTGC GGTTCCACCACCACCCTTGCCCCTGGCGGCC Cre09.g402738 GGAGGCGGAGGTATGTATGGCGCGTACGAGT GGTTCCACCACCACCCTCCACCTCGCCCATCT
Cre09.g402750 GGAGGCGGAGGTATGACTGCTGATGAAGTCACAA GGTTCCACCACCACCTCACAGCAGCGCATCTG Cre09.g402775 GGAGGCGGAGGTATGAAGTACGGAAAGTATATTGAGAGC GGTTCCACCACCACCGAACAGCGACAGCGTCCC
Cre09.g402800 GGAGGCGGAGGTATGTTCGCTCTCGCGGG GGTTCCACCACCACCGTCAAGCTGCACGAGCA Cre09.g402812 GGAGGCGGAGGTATGAGCACGGCCGTGA GGTTCCACCACCACCGGTGCTGGACAGGCGG
Cre09.g402849 GGAGGCGGAGGTATGCAAGTGATGTGCCAAGC GGTTCCACCACCACCTTAGGCGTGCGCCACC Cre09.g402886 GGAGGCGGAGGTATGTGGGGTGCGGCGG GGTTCCACCACCACCCGCGGTGTGGCTACCG
Cre09.g402900 GGAGGCGGAGGTATGCGGCCGTCGCCATCAAAG GGTTCCACCACCACCCCACATGTGCAGGTACACCC Cre09.g402900 GGAGGCGGAGGTATGCGGCCGTCGCCAT GGTTCCACCACCACCCCACATGTGCAGGTACACCC
Cre09.g402923 GGAGGCGGAGGTATGCGACGCTCTGGCAG GGTTCCACCACCACCTCAGCTGCTGCCGCCG Cre09.g402950 GGAGGCGGAGGTATGATTTCGCAGTCACAGCG GGTTCCACCACCACCCTGCTTCTTAGCGTCGCC
Cre09.g402960 GGAGGCGGAGGTATGAATGTAACCCCCATCCCA GGTTCCACCACCACCCAGCACGAAGCGCTCA Cre09.g402997 GGAGGCGGAGGTATGCGGATGCTTGCAGGC GGTTCCACCACCACCCTCGAACGCCGCCCGCAC
Cre09.g403034 GGAGGCGGAGGTATGGCCAGTCGCATTCTGG GGTTCCACCACCACCGAGCGAGGCGGTGAATGC Cre09.g403050 GGAGGCGGAGGTATGCAGGCCCACCTTCAG GGTTCCACCACCACCGCACAGCCCCTTGAGCAC
Cre09.g403071 GGAGGCGGAGGTATGCTGGCGATGTTGGC GGTTCCACCACCACCGTTGCCGTACGCAGGG Cre09.g403145 GGAGGCGGAGGTATGGCGGTGCAGTGGC GGTTCCACCACCACCCTACCGCGCCTGCTGC
Cre09.g403150 GGAGGCGGAGGTATGCGTCACGCATTCCTGC GGTTCCACCACCACCGCAGCAGCGCACAATGGG Cre09.g403151 GGAGGCGGAGGTATGTGGACACCTGTGCTCA GGTTCCACCACCACCGCAGCGGTCTGCAGCG
Cre09.g403200 GGAGGCGGAGGTATGGCGCCTCCGCGTGGG GGTTCCACCACCACCGGCCACGGTGAGGTCGTC Cre09.g403219 GGAGGCGGAGGTATGGACAACCTCACTCGGTTAT GGTTCCACCACCACCTACGCAGAAGCGGTAGGTGA
Cre09.g403250 GGAGGCGGAGGTATGATAGAAGTCCATGCGGAGG GGTTCCACCACCACCTCACTGGGCAACGCTCT Cre09.g403256 GGAGGCGGAGGTATGTCGGAAGCCGCTGC GGTTCCACCACCACCCCACCAGTGGGAGTAGCT
Cre09.g403293 GGAGGCGGAGGTATGAACTGCCGTGAACTTAAGC GGTTCCACCACCACCCTACAGCTGCAGCGCC Cre09.g403300 GGAGGCGGAGGTATGGACTTCGCTGCCTACATC GGTTCCACCACCACCCAGCTTGAGGTCCTGCTTGG
Cre09.g403330 GGAGGCGGAGGTATGCACAATTTAAACCGCGC GGTTCCACCACCACCCCCCACTGTCTGTGTGTTTG Cre09.g403350 GGAGGCGGAGGTATGTTGTTGATAGCAGCGGC GGTTCCACCACCACCGTTGACGGGGATGACGC
Cre09.g403367 GGAGGCGGAGGTATGCAAGTGTTTGTGCGC GGTTCCACCACCACCCGCCATAGCAGCAGCTG Cre09.g403400 GGAGGCGGAGGTATGACGGGAGCCAATTCACC GGTTCCACCACCACCGGTCTCCGACAGGCCCAC
Cre09.g403404 GGAGGCGGAGGTATGCTGTCGTCATCGTTGC GGTTCCACCACCACCTGTACGCCAAATGACCACAC Cre09.g403441 GGAGGCGGAGGTATGTGCTGCGCTCGCC GGTTCCACCACCACCGTACGCTGGTGCCCTGC
Cre09.g403450 GGAGGCGGAGGTATGGGCTCCTCCCATTCC GGTTCCACCACCACCGGTCACACGGCTTGATTGT Cre09.g403500 GGAGGCGGAGGTATGGGCTCCTCCCATTCC GGTTCCACCACCACCGGTCACACGGCTTGATTGT
Cre09.g403550 GGAGGCGGAGGTATGGCCCCGAGCTTCCACATC GGTTCCACCACCACCAGCTTTGGCGGCTTCGGC Cre09.g403600 GGAGGCGGAGGTATGCTGGTCGCTGGGCAG GGTTCCACCACCACCTTCGAGGTTGCCGCCTGC
Cre09.g403650 GGAGGCGGAGGTATGGGGATAGTAAAGAAGGCGA GGTTCCACCACCACCGGGCTTAATGTCTTGCTCCAGC Cre09.g403700 GGAGGCGGAGGTATGGCTTGCGGGTATTGCA GGTTCCACCACCACCGCCTGCCCGCAGCATG
Cre09.g403750 GGAGGCGGAGGTATGGCACATACTGCGCTG GGTTCCACCACCACCCTAGGCGGTCCCAGCG Cre09.g403800 GGAGGCGGAGGTATGGCTGAAGACGAGGGA GGTTCCACCACCACCCACTACGTCCAGGAACAGGC
Cre09.g403850 GGAGGCGGAGGTATGCAGCCTGCGGAATG GGTTCCACCACCACCGTTGATCGGTGGTTGTACGA Cre09.g403900 GGAGGCGGAGGTATGTCGACCGATTGGGGC GGTTCCACCACCACCCTGCGACTGGTTGTCCTC
Cre09.g403950 GGAGGCGGAGGTATGTTGGCAGGCCGTGCAAAG GGTTCCACCACCACCATCCAACAAGCCCGCCTC Cre09.g403955 GGAGGCGGAGGTATGAAGAGCAACGCGAGG GGTTCCACCACCACCGTTGGAGGGCATGGGCT
Cre09.g404000 GGAGGCGGAGGTATGTCTCTGAAGATGCAGCGC GGTTCCACCACCACCCTTGCGGACGGCACGACAG Cre09.g404050 GGAGGCGGAGGTATGTGCAGTATGAGGAAACGG GGTTCCACCACCACCGGCATTCACTGCGTCCG
Cre09.g404100 GGAGGCGGAGGTATGCTTGTGTCCAGCCTCTAC GGTTCCACCACCACCTGGCCGACCGGATGACGG Cre09.g404200 GGAGGCGGAGGTATGGCTTCCGTAGTGGTCG GGTTCCACCACCACCCAGACCGCCCCCACCC
Cre09.g404250 GGAGGCGGAGGTATGAAGACCTTGCTTTTCGGC GGTTCCACCACCACCACCAACCGTTGCAGAGGT Cre09.g404351 GGAGGCGGAGGTATGAGTCTTGCACTTGTAGAGC GGTTCCACCACCACCCTAGGCGGCTGCCCTC
Cre09.g404400 GGAGGCGGAGGTATGTACCGGGGCGGGC GGTTCCACCACCACCTCAGTAGATGGAGACGTCTAGGTA Cre09.g404450 GGAGGCGGAGGTATGACCTGGAAACGAGCCC GGTTCCACCACCACCTCTGGCTCCCAGCACC
Cre09.g404503 GGAGGCGGAGGTATGCGCAACCCAGTAACAG GGTTCCACCACCACCCTTTGCCCACTGCCCAC Cre09.g404550 GGAGGCGGAGGTATGACGCTCATTGAGATGCAAG GGTTCCACCACCACCTACGATCGCTGCACGCAG
Cre09.g404552 GGAGGCGGAGGTATGCGAGGGTGGGGGC GGTTCCACCACCACCTCCCTGTGCAAGTGTCAGT Cre09.g404700 GGAGGCGGAGGTATGGGGGATGAGCTAAACGC GGTTCCACCACCACCTCGTATGGGGTGTGCGA
Cre09.g404750 GGAGGCGGAGGTATGGTGGGATGCTATGTGAAC GGTTCCACCACCACCAGTGCACTTCACCCCCA Cre09.g404800 GGAGGCGGAGGTATGGCAACGCTGCTCATG GGTTCCACCACCACCCGGTAGTGACGCATTGCTA
Cre09.g404850 GGAGGCGGAGGTATGCAGGCGCTCAAAGTC GGTTCCACCACCACCCAGGCCAGTCACACCAATG Cre09.g404900 GGAGGCGGAGGTATGGCTCGCGGAACCG GGTTCCACCACCACCGTGGTGGTTGGTGTAGTTGG
Cre09.g404903 GGAGGCGGAGGTATGGTGCCGCAAGGCCG GGTTCCACCACCACCGTGCTTCCCGGCCCGC Cre09.g404904 GGAGGCGGAGGTATGGCACAAGAAGAGCGACA GGTTCCACCACCACCGCCCCACGGCTGTTGC
Cre09.g404950 GGAGGCGGAGGTATGCCGACTTCCGTCGC GGTTCCACCACCACCTGGCACACCCAGAAACGT Cre09.g405000 GGAGGCGGAGGTATGGCTGCGACCCAGC GGTTCCACCACCACCCACGTCCATCCCTTCTCCC
Cre09.g405002 GGAGGCGGAGGTATGGTGGTGGTGGTGGT GGTTCCACCACCACCTCACATCATCACATACGATTGCA Cre09.g405050 GGAGGCGGAGGTATGTCTTCTCAGAATAGGCTGGT GGTTCCACCACCACCGAACAGCAGGTCGTCCTCCTT
Cre09.g405100 GGAGGCGGAGGTATGGATGTTTTCCTAACATGCGA GGTTCCACCACCACCCTACCAACTGGGCGTACG Cre09.g405104 GGAGGCGGAGGTATGGCCGAAAACCGCG GGTTCCACCACCACCTTACTTGCTATTCCCTTTGTAGAA
Cre09.g405105 GGAGGCGGAGGTATGGGACGCACTCACTCTAC GGTTCCACCACCACCTCAGCCTGCGCGCTTG Cre09.g405106 GGAGGCGGAGGTATGGCGGTGTTCACAAAC GGTTCCACCACCACCTTAGAGATGATAGATAGTGGCCTC
Cre09.g405150 GGAGGCGGAGGTATGCTGTTCGGCGGCGCAG GGTTCCACCACCACCCTGGTCGTCGTCCCGGTC Cre09.g405200 GGAGGCGGAGGTATGTCGCGGGTCACCGAG GGTTCCACCACCACCCGACGACGACGCGCCG
Cre09.g405250 GGAGGCGGAGGTATGCGTTCTAGGCTTTCGTTA GGTTCCACCACCACCCCACGCCTGGTGTTTGC Cre09.g405300 GGAGGCGGAGGTATGGCCAGCAAGCCGA GGTTCCACCACCACCCCTCTTCTCCACCATCTCGT
Cre09.g405350 GGAGGCGGAGGTATGGACCCAGCTGCACTG GGTTCCACCACCACCGAAGTCCCAGGCTCCGTC Cre09.g405400 GGAGGCGGAGGTATGGCGGACAAAGAAGAGGAG GGTTCCACCACCACCTTGGATGCTGACGGCGCCTAG
Cre09.g405450 GGAGGCGGAGGTATGCTCCGACGGGCTG GGTTCCACCACCACCGTGCTTGGCATGGCCG Cre09.g405500 GGAGGCGGAGGTATGGCCGAGTCTGCTGGAA GGTTCCACCACCACCGGGGCCGGGTTGCACG
Cre09.g405550 GGAGGCGGAGGTATGCAGTCCGCACGCCAA GGTTCCACCACCACCCCGCGGCGGCGACACAATG Cre09.g405600 GGAGGCGGAGGTATGGCTGGATACCCGTCA GGTTCCACCACCACCCTACCCGCCCAGCACC
Cre09.g405650 GGAGGCGGAGGTATGGACATTGAGGAAGAGCAC GGTTCCACCACCACCCGCCAGGTCTGCCAGC Cre09.g405701 GGAGGCGGAGGTATGGCACCAAAGCCACTCA GGTTCCACCACCACCTACTCGCCGGCGGACC
Cre09.g405750 GGAGGCGGAGGTATGGCACCGTCGTCTGAG GGTTCCACCACCACCGTGCCAGCCGTTGACGTG Cre09.g405776 GGAGGCGGAGGTATGACCCCGAGGCACC GGTTCCACCACCACCAGGGCCCCATGAGTTGAA
Cre09.g405800 GGAGGCGGAGGTATGCAGTCTCTTGCCCAGC GGTTCCACCACCACCGTTGGAGGAGGCGGCAGC Cre09.g405850 GGAGGCGGAGGTATGAGGCGCCAGGCCGTG GGTTCCACCACCACCCCTGTCGATCTCGCCGAAC
Cre09.g405950 GGAGGCGGAGGTATGTGCATGTGCTCCGG GGTTCCACCACCACCCTGCTTGGCTTTGGCGA Cre09.g406000 GGAGGCGGAGGTATGGCCACAGCCGCCG GGTTCCACCACCACCTGCGGGCAGCTTGCGG
Cre09.g406050 GGAGGCGGAGGTATGCAGCAGACTAAATACGTGC GGTTCCACCACCACCTCAGTTGGCGGTGGCG Cre09.g406100 GGAGGCGGAGGTATGGCATCCGGAGAGGG GGTTCCACCACCACCGCATTCCAAGATGACGACGG
Cre09.g406150 GGAGGCGGAGGTATGTGCATGTCGGGGTCG GGTTCCACCACCACCGGCGTTGGTGTCACCC Cre09.g406200 GGAGGCGGAGGTATGTCGACCTTGCTTGCACG GGTTCCACCACCACCGTAGGACTTCGCAAAGATGGC
Cre09.g406250 GGAGGCGGAGGTATGCAAGCTGGCGCCTTG GGTTCCACCACCACCCCGGCCCTGCGTCTGCAC Cre09.g406300 GGAGGCGGAGGTATGTCTTATCACGGACGCG GGTTCCACCACCACCCTCCCCCTGCAGCAGTA
Cre09.g406416 GGAGGCGGAGGTATGGCTGAGGAGCCAGC GGTTCCACCACCACCCCCACCCACCCCCCAC Cre09.g406432 GGAGGCGGAGGTATGCTTATCGTCTGGGCCT GGTTCCACCACCACCCCTGCTGGTCATAGTCCAGG
Cre09.g406448 GGAGGCGGAGGTATGGTGAAGGCCCAGACG GGTTCCACCACCACCCAACAGAACGGCCCGC Cre09.g406500 GGAGGCGGAGGTATGAAGACCTTTGCACGCA GGTTCCACCACCACCTATCCCTTGCTGGGGTGG
Cre09.g406550 GGAGGCGGAGGTATGCCATCTAAACAAGGGCC GGTTCCACCACCACCCAGCCTCACGTCCTCCG Cre09.g406600 GGAGGCGGAGGTATGGCGAGGTCTTTGGTGC GGTTCCACCACCACCGGCAATCACGATGTAGGTGTA
Cre09.g406625 GGAGGCGGAGGTATGGCAAGGGCACCCC GGTTCCACCACCACCCACAACTGCAGCATAAGCG Cre09.g406650 GGAGGCGGAGGTATGCTCGAAACCATCGGCA GGTTCCACCACCACCCAGCCCCTGCAGCCCC
Cre09.g406750 GGAGGCGGAGGTATGGAGAGTGTGCCGCT GGTTCCACCACCACCCATCAGCCGCGCCAGG Cre09.g406800 GGAGGCGGAGGTATGATGGAATTCATTACAGAAACGT GGTTCCACCACCACCCGCGTCCTTGTTGGTCAGC
Cre09.g406851 GGAGGCGGAGGTATGGCCACGTCGGAAGT GGTTCCACCACCACCCCGGATGGTGGTCCGG Cre09.g406950 GGAGGCGGAGGTATGCACCAGGATGCCTCACA GGTTCCACCACCACCTCAGTCCGCCCCCGCC
Cre09.g406983 GGAGGCGGAGGTATGGTGGCGCAGGCGTGC GGTTCCACCACCACCTTGCGCCTCAGTGGCCTT Cre09.g407016 GGAGGCGGAGGTATGGCGACACCAAAGAAGGTG GGTTCCACCACCACCACCCCCCGCCCACACC
Cre09.g407050 GGAGGCGGAGGTATGTGGCTAGTAGGCTCTTTTATT GGTTCCACCACCACCTTAAGCCAGGCGGCGG Cre09.g407100 GGAGGCGGAGGTATGCTTAGAGGCTCGATTCTCT GGTTCCACCACCACCTCACATCACGTCCACGCC
Cre09.g407110 GGAGGCGGAGGTATGGCAGCCGCTCGGC GGTTCCACCACCACCGCCCAGCACCCTCTCCA Cre09.g407150 GGAGGCGGAGGTATGTACTCGCTATCATCGCG GGTTCCACCACCACCGGCGAAGTCGACTCCGC
Cre09.g407250 GGAGGCGGAGGTATGGACGACAAGGCAAAGGG GGTTCCACCACCACCCTTCTTTGCCTCCTCGTTCATG Cre09.g407300 GGAGGCGGAGGTATGCTTTCCATGCAAGGCGA GGTTCCACCACCACCGTTCGCCTCCTCCATCACC
Cre09.g407350 GGAGGCGGAGGTATGGCGCTCGCCGCAA GGTTCCACCACCACCTCAGGCCGCAACCGCC Cre09.g407373 GGAGGCGGAGGTATGGCTTACCTACGTCTGCT GGTTCCACCACCACCCAGCACCCGCATCCGC
Cre09.g407400 GGAGGCGGAGGTATGGCTTGGGCAAAGGGT GGTTCCACCACCACCCAGGCCGCACAGCATG Cre09.g407450 GGAGGCGGAGGTATGGACGTGGATGCTGAGT GGTTCCACCACCACCCAGCCAGGGCACAGCT
Cre09.g407501 GGAGGCGGAGGTATGCAGCAGCAGGGCTTC GGTTCCACCACCACCCATGGGCGTCACGCTGTTA Cre09.g407550 GGAGGCGGAGGTATGATGAAGACGAAGAGGGCG GGTTCCACCACCACCTGCATCTGTTCCTGCTACTG
Cre09.g407600 GGAGGCGGAGGTATGGCCCCGGTCACCA GGTTCCACCACCACCCTTGCTGTCGACGTGGAA Cre09.g407650 GGAGGCGGAGGTATGTCGACTTCACTTCGCAAATC GGTTCCACCACCACCCTAGGAGGGCGGCGGC
Cre09.g407700 GGAGGCGGAGGTATGGCTCTTAGATTGCTAGGTG GGTTCCACCACCACCCTAGTTCATCGGCTCGCC Cre09.g407750 GGAGGCGGAGGTATGGCAGACCCTGTGGC GGTTCCACCACCACCATGCTGCTGTTGGAGCTG
Cre09.g407801 GGAGGCGGAGGTATGTATGGAAACGGCGTGAA GGTTCCACCACCACCCATGCCGCCGTACTGC Cre09.g407850 GGAGGCGGAGGTATGCCTTTAGGGGCGCT GGTTCCACCACCACCAAAGTCGGAGTCCTCCAGG
Cre09.g407900 GGAGGCGGAGGTATGAGTCTCATCAACCTTGTGA GGTTCCACCACCACCATTCTCCAGCCGGAACGTC Cre09.g407950 GGAGGCGGAGGTATGGCGCGAAACCTGTGCATTT GGTTCCACCACCACCCTTGCGCAGGCCGGGCTG
Cre09.g408000 GGAGGCGGAGGTATGTCGTCGCAAGACTTGC GGTTCCACCACCACCTCGGGCTTTAGGCAGGG Cre09.g408051 GGAGGCGGAGGTATGCGCGTGGCCAGCG GGTTCCACCACCACCCCAGCTGCCCGCCACG
Cre09.g408100 GGAGGCGGAGGTATGGCAGCCTCTGCACT GGTTCCACCACCACCCGTCTCCTTCGCCGCC Cre09.g408150 GGAGGCGGAGGTATGCGTGAAAGAGCCCGA GGTTCCACCACCACCTCGGCCCTGCGGTTGT
Cre09.g408200 GGAGGCGGAGGTATGGGCAGCCGGATTTACA GGTTCCACCACCACCATCCCGGTCGCGGCTG Cre09.g408250 GGAGGCGGAGGTATGGCCGCGCCGGGCAGCTCTG GGTTCCACCACCACCCTCCGGCCCGCCGCCCTC
Cre09.g408300 GGAGGCGGAGGTATGGCCTCCAAGGATAACTTCA GGTTCCACCACCACCTTACTTGGCGTCGAAGTGG Cre09.g408350 GGAGGCGGAGGTATGCTCAACAAGGCCCTG GGTTCCACCACCACCCCACCAGCGGTTGTGC
Cre09.g408400 GGAGGCGGAGGTATGCTGCGTGCGGATCT GGTTCCACCACCACCGCCCCTGAGGCCTGGG Cre09.g408428 GGAGGCGGAGGTATGCTGCAGCAGCGGGGT GGTTCCACCACCACCTCTCCCCTTGACGTCGCC
Cre09.g408464 GGAGGCGGAGGTATGCCTCCCTCCAAAAAGGA GGTTCCACCACCACCATCACACTCCTCCGCTGC Cre09.g408500 GGAGGCGGAGGTATGAGCGGCGAGCGCC GGTTCCACCACCACCCCGCTTCTTGTGGTAGGACG
Cre09.g408750 GGAGGCGGAGGTATGGCTTCCACCACCTCGG GGTTCCACCACCACCTGGATCCAGCGGCGCC Cre09.g408800 GGAGGCGGAGGTATGATATTGCAAAATGGAGGCCA GGTTCCACCACCACCTCACTGGTTCAGCACGGT
Cre09.g408825 GGAGGCGGAGGTATGAGCTTGCGTGGCCT GGTTCCACCACCACCAACCCCTCCCCCTCCC Cre09.g408851 GGAGGCGGAGGTATGAAGGCAGGCACGCC GGTTCCACCACCACCCGCCAGCTGCTCCTTTAG
Cre09.g408900 GGAGGCGGAGGTATGGAGTTTGACGACGACTTG GGTTCCACCACCACCATCCGCCGCGTTAGCC Cre09.g408950 GGAGGCGGAGGTATGCTGGGCACCAGCG GGTTCCACCACCACCATCCTCTTTGGCGTGTGGC
Cre09.g409000 GGAGGCGGAGGTATGAACATCCCGGAGCCCC GGTTCCACCACCACCTGTGTCTCCAGCAGCACC Cre09.g409050 GGAGGCGGAGGTATGTCATCTCTTACGCTGCGG GGTTCCACCACCACCATACTCGGCGAAGTTGGAGTG
Cre09.g409100 GGAGGCGGAGGTATGCGGACCTGCAACCGTC GGTTCCACCACCACCGACCGCGGCGACGGGCAG Cre09.g409150 GGAGGCGGAGGTATGCCTATTGGAGTGTGGTCC GGTTCCACCACCACCCTTCTCCTCCTTCTTGAGGCC
Cre09.g409200 GGAGGCGGAGGTATGTATAACGGTATTGGCTTGGT GGTTCCACCACCACCCTACCGCCGTCCGCTG Cre09.g409250 GGAGGCGGAGGTATGGGAGCCATCCTCGTGTAC GGTTCCACCACCACCCGACGTCGCAGGCGGC
Cre09.g409300 GGAGGCGGAGGTATGCGGGCGTCGCTTCT GGTTCCACCACCACCGATGGCGCGACGGCCG Cre09.g409325 GGAGGCGGAGGTATGCATCAGGAACAAGAAACCA GGTTCCACCACCACCTCACGTCCAATCTGGCGC
Cre09.g409350 GGAGGCGGAGGTATGGCGCCCAAGAAGGAG GGTTCCACCACCACCGTCGTCGCCGATGTAGTAGAAG Cre09.g409426 GGAGGCGGAGGTATGAAGCGTCGCAAGCG GGTTCCACCACCACCCCCGGCGCCGTACATG
Cre09.g409500 GGAGGCGGAGGTATGCGGCCACAGGACAG GGTTCCACCACCACCAGCCAGCGCCTCAGCA Cre09.g409550 GGAGGCGGAGGTATGTCAGAATTAGAGGCCGAGC GGTTCCACCACCACCCTACTGCCCTGCCTCCG
Cre09.g409600 GGAGGCGGAGGTATGCCGCGAGGTAACCCA GGTTCCACCACCACCCCGGTGCCGCCGGTAG Cre09.g409650 GGAGGCGGAGGTATGAGCACACTTGACAGCG GGTTCCACCACCACCTTACACCGGCACGGCC
Cre09.g409700 GGAGGCGGAGGTATGTTCGGCCAGCTATCGC GGTTCCACCACCACCCGGCTGCCGGTCCTTG Cre09.g409728 GGAGGCGGAGGTATGTGGCGCGTAAAGCTAG GGTTCCACCACCACCTCGTTGATTGTGCCCGC
Cre09.g409750 GGAGGCGGAGGTATGCGCAAGTCATTCGCC GGTTCCACCACCACCCTACTTGAAGAAGTAGGCGATGG Cre09.g409801 GGAGGCGGAGGTATGGATGACGACATGGATGACC GGTTCCACCACCACCGGAGTCCTCCTCCTGCGAAAA
Cre09.g409801 GGAGGCGGAGGTATGGATGACGACATGGATGAC GGTTCCACCACCACCGGAGTCCTCCTCCTGCG Cre09.g409850 GGAGGCGGAGGTATGGCCAAGAAGAAGGGCG GGTTCCACCACCACCGGCAAAGGCGGCGACG
Cre09.g409901 GGAGGCGGAGGTATGCGGGACTATAAGGCGT GGTTCCACCACCACCGGAATGAGGAGATGCAGTCG Cre09.g409951 GGAGGCGGAGGTATGCTTGCTTTGAATCTGGCAAAT GGTTCCACCACCACCTCAGGCCTGCCCCGCT
Cre09.g410000 GGAGGCGGAGGTATGCGGTGGGGCCTGG GGTTCCACCACCACCTTTCGATTTCATGCCCCAGC Cre09.g410050 GGAGGCGGAGGTATGCCAGCTGGAAATGCCC GGTTCCACCACCACCTCATGGCTGCGGCCGA
Cre09.g410087 GGAGGCGGAGGTATGGTGGCCTGCGGGA GGTTCCACCACCACCATGCTTTGGCCACCGC Cre09.g410100 GGAGGCGGAGGTATGACTGCAACGGACGCG GGTTCCACCACCACCGCAATTATCCCCGCCCGTTC
Cre09.g410100 GGAGGCGGAGGTATGACTGCAACGGACGC GGTTCCACCACCACCGCAATTATCCCCGCCCG Cre09.g410150 GGAGGCGGAGGTATGGCTGAGAACGGAGACG GGTTCCACCACCACCGGGGCAGCAAAACTGGT
Cre09.g410250 GGAGGCGGAGGTATGCTGTCGACTCGCACC GGTTCCACCACCACCGTGCTTGTGCAGCTTCTTC Cre09.g410332 GGAGGCGGAGGTATGGCCCTTCAGCTGGAG GGTTCCACCACCACCAAGCATGCCGACGCCG
Cre09.g410350 GGAGGCGGAGGTATGAGGACCAGCAGCGCG GGTTCCACCACCACCGAAGCTCCATGTAGCGTTGGC Cre09.g410400 GGAGGCGGAGGTATGACAGCAGCGATATCGTATATG GGTTCCACCACCACCCTACTGAAGCAGCCGCTTC
Cre09.g410450 GGAGGCGGAGGTATGGCCTTCGACGCCAGC GGTTCCACCACCACCCGCCATCACCGCAACGCCATTG Cre09.g410600 GGAGGCGGAGGTATGGGAGCCTATCTATCGTCGC GGTTCCACCACCACCGCTGCTGCTGGGGCTGTT
Cre09.g410650 GGAGGCGGAGGTATGCAGATGCTAGGTCGCC GGTTCCACCACCACCGTGCTTGCCGTTTCCGTTG Cre09.g410700 GGAGGCGGAGGTATGGCCCTGAACATGAAGCAG GGTTCCACCACCACCGTTCTCGCCGGGCACGGTG
Cre09.g410750 GGAGGCGGAGGTATGCAGTCGCGCCAGTGCTTG GGTTCCACCACCACCGGCGGTGGCGGTGGCGCG Cre09.g410800 GGAGGCGGAGGTATGGCCACCGTTGAGAAGAAG GGTTCCACCACCACCTGCCACGGTTGCTTTCACG
Cre09.g410850 GGAGGCGGAGGTATGGCTGAGAAGCCAGCC GGTTCCACCACCACCGACCACCACGGGCTTGGC Cre09.g410900 GGAGGCGGAGGTATGAAGGCATACGCGCTCC GGTTCCACCACCACCGATGTGGCCGATGCGCAG
Cre09.g410950 GGAGGCGGAGGTATGACCGTTGCCGAGCAG GGTTCCACCACCACCGAACTGGATCTGGCGGTCCTT Cre09.g411100 GGAGGCGGAGGTATGCTTATCCCCAAGAAGAACCG GGTTCCACCACCACCTTACTGGGGGGCGGCG
Cre09.g411150 GGAGGCGGAGGTATGCCCTCACAACGGCG GGTTCCACCACCACCTCACCCCGCCAGCCTC Cre09.g411200 GGAGGCGGAGGTATGCAGGCCCTCCAGACT GGTTCCACCACCACCGGCCTTGTCGCTCTTGAACT
Cre09.g411250 GGAGGCGGAGGTATGGCGTCTGGGGGCCCT GGTTCCACCACCACCTTTCCCCGCCCGCTCCCG Cre09.g411300 GGAGGCGGAGGTATGCCACAGCCAGACAATTC GGTTCCACCACCACCCAGCCGAGACCGCAGC
Cre09.g411400 GGAGGCGGAGGTATGACCACCCACCCTGAC GGTTCCACCACCACCCTTGGGCGGTGACGCG Cre09.g411450 GGAGGCGGAGGTATGCCGGGCAAGGAGG GGTTCCACCACCACCTCAATCCAACTCCATAGCCAAC
Cre09.g411500 GGAGGCGGAGGTATGGCGTCTGCGGCAGTC GGTTCCACCACCACCTAGGCGTAGTGCGTTGAGC Cre09.g411525 GGAGGCGGAGGTATGGCGGCTCTGATGGTCG GGTTCCACCACCACCGCTAGCTGCCGCCGCC
Cre09.g411600 GGAGGCGGAGGTATGGGGGATGCGCGCA GGTTCCACCACCACCCAGGCTACTGCGGTCGAG Cre09.g411633 GGAGGCGGAGGTATGGACGCCGTGGCAG GGTTCCACCACCACCCAGGTTGATCAACGCGACC
Cre09.g411666 GGAGGCGGAGGTATGAGGTGCCTTCCACTTGC GGTTCCACCACCACCGAGACAGGCACGTTGCAA Cre09.g411700 GGAGGCGGAGGTATGGCTGCGGTAGTTAGAGC GGTTCCACCACCACCGCGGCCACCACGAGTA
Cre09.g411751 GGAGGCGGAGGTATGGCGCTTGCGCTTGC GGTTCCACCACCACCCTATCGGCGGCCCCGC Cre09.g411800 GGAGGCGGAGGTATGAGGTGTGCCGCCG GGTTCCACCACCACCGCGGTGCGACGGCATC
Cre09.g411850 GGAGGCGGAGGTATGCGGCCTCATGGCGCG GGTTCCACCACCACCGGAACCGTACTTCTTGTTGGCT Cre09.g411900 GGAGGCGGAGGTATGCAGCTTCAGCAGCGT GGTTCCACCACCACCCAGGCCGGGCATGGGGAAG
Cre09.g411950 GGAGGCGGAGGTATGGAGATTGGCAACCGCTG GGTTCCACCACCACCGTTGAAGGCGAAGGACGTCAG Cre09.g411950 GGAGGCGGAGGTATGGAGATTGGCAACCGC GGTTCCACCACCACCGTTGAAGGCGAAGGACGT
Cre09.g412000 GGAGGCGGAGGTATGGAGTGTTTGAAGCGAGG GGTTCCACCACCACCCGGCTTGAGGCCCTTGA Cre09.g412050 GGAGGCGGAGGTATGCCTCCTACCCCGC GGTTCCACCACCACCGTCGTCCTTGGCCCACG
Cre09.g412100 GGAGGCGGAGGTATGGCCCTCACTATGCGC GGTTCCACCACCACCGCGGGGAGACACGGTGATGTTC Cre09.g412150 GGAGGCGGAGGTATGCTGCCAGCGCTCG GGTTCCACCACCACCCTACCCCCGCTGCTCC
Cre09.g412250 GGAGGCGGAGGTATGTGCTGGGGCTGGTTT GGTTCCACCACCACCCTGCAGCAGCGGCAGC Cre09.g412300 GGAGGCGGAGGTATGGCCGCGCGAGTGGTG GGTTCCACCACCACCTTGTTTCCCGTCCTTGGGC
Cre09.g412350 GGAGGCGGAGGTATGGCGGGCGCTAAACGG GGTTCCACCACCACCCCGCTTGTGCTGGCGGAAG Cre09.g412350 GGAGGCGGAGGTATGGCGGGCGCTAAACG GGTTCCACCACCACCCCGCTTGTGCTGGCGG
Cre09.g412400 GGAGGCGGAGGTATGCCGAAGCGCAGTC GGTTCCACCACCACCCTTGAGCATGACGCAGGC Cre09.g412500 GGAGGCGGAGGTATGAGTTTATTGAACGCGTTGTG GGTTCCACCACCACCCTACTGCGGTGCGGCG
Cre09.g412550 GGAGGCGGAGGTATGCATCGAATAGCAGCGCTAT GGTTCCACCACCACCCATGAACGGTTTCCCCAGTAGC Cre09.g412600 GGAGGCGGAGGTATGTCGCGGGGCGAAG GGTTCCACCACCACCCCCCCTCAGAGCCTTCTT
Cre09.g412650 GGAGGCGGAGGTATGGCTGACGCCGACGCT GGTTCCACCACCACCCAGAGCCGGCAAGACAATGT Cre09.g412650 GGAGGCGGAGGTATGGCTGACGCCGACG GGTTCCACCACCACCCAGAGCCGGCAAGACAAT
Cre09.g412676 GGAGGCGGAGGTATGGCTGACGCCGCAA GGTTCCACCACCACCTGCCCCGCCACTCCTC Cre09.g412700 GGAGGCGGAGGTATGCAGCGCTCTGCGC GGTTCCACCACCACCCCAGAATCTTGGCTGTCCCA
Cre09.g412787 GGAGGCGGAGGTATGGCTGACGCCGACG GGTTCCACCACCACCAGTGAAAAACGACATTGCGG Cre09.g412803 GGAGGCGGAGGTATGTTTCTCGGAGGATATCTGGG GGTTCCACCACCACCGGAGAAGTCGCGGTCCGG
Cre09.g412850 GGAGGCGGAGGTATGGCGAACGGCGCGG GGTTCCACCACCACCCTACCGCCACTGCCCCG Cre09.g412910 GGAGGCGGAGGTATGGTGGTGGTGGTGGT GGTTCCACCACCACCTTGCGAAGCCTCAGTCGG
Cre09.g413000 GGAGGCGGAGGTATGGAGCCAGGCGGGG GGTTCCACCACCACCCACCGCGTCCCCCTGC Cre09.g413050 GGAGGCGGAGGTATGCAGCCAGGAGACGAT GGTTCCACCACCACCCGTGCCGGCTGTGTCC
Cre09.g413100 GGAGGCGGAGGTATGGCACAGCTGCAACC GGTTCCACCACCACCTGGGAACTGGGGTACAAGG Cre09.g413114 GGAGGCGGAGGTATGGTGCGCCGTCAGT GGTTCCACCACCACCGCTCGCTCCACCATCCA
Cre09.g413123 GGAGGCGGAGGTATGCCGCGTGCCTGTG GGTTCCACCACCACCGCGACCTGTGCTGACG Cre09.g413132 GGAGGCGGAGGTATGAATTGTGCAGTTCAGTCCG GGTTCCACCACCACCTCAAAGATCTTCGTCCGAAGC
Cre09.g413141 GGAGGCGGAGGTATGACAGCCTCCGACAATG GGTTCCACCACCACCCATGCACCTGCAGCCG Cre09.g413150 GGAGGCGGAGGTATGGCGTTCGCGCGAATA GGTTCCACCACCACCCGTGGCAGCTCCAGACAC
Cre09.g413250 GGAGGCGGAGGTATGCGCCCGCGCTCTG GGTTCCACCACCACCGATCTTCCAGCCCTTGGCCC Cre09.g413300 GGAGGCGGAGGTATGCGGGTGGAGCCATT GGTTCCACCACCACCGCCGCCATCCGTGCTG
Cre09.g413350 GGAGGCGGAGGTATGTCGCAGCCACCCC GGTTCCACCACCACCACCGTGTTTGGGCGATC Cre09.g413400 GGAGGCGGAGGTATGACGGGTGCTGGCGAAG GGTTCCACCACCACCAGCTTGGGGCGCGTCGAG
Cre09.g413400 GGAGGCGGAGGTATGACGGGTGCTGGCGA GGTTCCACCACCACCAGCTTGGGGCGCGTCG Cre09.g413425 GGAGGCGGAGGTATGGAATGGCGACATGCG GGTTCCACCACCACCCTTGCAGGCTGTGCGG
Cre09.g413450 GGAGGCGGAGGTATGGATGGTGACCTGGTGG GGTTCCACCACCACCCGGGTCGTACAGCCTCT Cre09.g413475 GGAGGCGGAGGTATGCAGATCGCCAGCCA GGTTCCACCACCACCCTACACTAACGCACTTACACTGT
Cre09.g413500 GGAGGCGGAGGTATGGGCGGGGATGGAAT GGTTCCACCACCACCTTAGATTATATCAAAGCCCTGCCG Cre09.g413533 GGAGGCGGAGGTATGTCTTCTGCGATTCTCAGAAA GGTTCCACCACCACCTCAATCGCCCCTGAAATGATG
Cre09.g413566 GGAGGCGGAGGTATGGTATTGGGCTGGGGAC GGTTCCACCACCACCCTCAGGGTCAGTGATACGCC Cre09.g413600 GGAGGCGGAGGTATGCGCGCAGTGTTCG GGTTCCACCACCACCTTAGCCGCCATTCCGCG
Cre09.g413650 GGAGGCGGAGGTATGGACCCTGGAACCAGCG GGTTCCACCACCACCGATCCTGTGCTCGATGACGTTC Cre09.g413650 GGAGGCGGAGGTATGGACCCTGGAACCAGC GGTTCCACCACCACCGATCCTGTGCTCGATGACG
Cre09.g413700 GGAGGCGGAGGTATGGTGGACCTGGACTTTAGT GGTTCCACCACCACCAGATTTTCCGGCGGCAG Cre09.g413750 GGAGGCGGAGGTATGGCTGGCCGCCTCGCATC GGTTCCACCACCACCCTGCTTCGCCGCCACCTC
Cre09.g413800 GGAGGCGGAGGTATGTGGGCAGACGATCGG GGTTCCACCACCACCCCACCGCTCTCTGTGCG Cre09.g413850 GGAGGCGGAGGTATGTGCTATTTGCATCCTACATTGA GGTTCCACCACCACCGGACTTGCCTCTCCCGAATAAA
Cre09.g413900 GGAGGCGGAGGTATGAGCGTAGCTATGCTTTTGG GGTTCCACCACCACCCGGCTCGAACTTGTCCGG Cre09.g414000 GGAGGCGGAGGTATGATAGGCACAACACTGAGCG GGTTCCACCACCACCCCCGAATAGCGGGATGAGC
Cre09.g414050 GGAGGCGGAGGTATGCGTATCGAGGAGGTCTCC GGTTCCACCACCACCGCTGATGTACTTGTCTGCCTGC Cre09.g414100 GGAGGCGGAGGTATGATGGAACCGGTCGCA GGTTCCACCACCACCTCAGAATACTGTGAATCCTAGCAG
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Cre09.g414150 GGAGGCGGAGGTATGCGGCCGCTATATGAACAG GGTTCCACCACCACCACTGCTCGCCACTTTTGCT Cre09.g414200 GGAGGCGGAGGTATGAAAAATATCCTTGGGCTAGTG GGTTCCACCACCACCTCACAGCGGCCCCTTG
Cre09.g414250 GGAGGCGGAGGTATGGTCATCAAGCATGGCAGC GGTTCCACCACCACCGGTGTCCGCACCAAAGGAG Cre09.g414300 GGAGGCGGAGGTATGGTGCTGTTATCCCAGTTG GGTTCCACCACCACCATAGTCGTGGGGAAGAGGTT
Cre09.g414350 GGAGGCGGAGGTATGTTCTACGCAGCACAGCTAG GGTTCCACCACCACCGCTCATTGCGGACTGCCC Cre09.g414350 GGAGGCGGAGGTATGTTCTACGCAGCACAGC GGTTCCACCACCACCGCTCATTGCGGACTGCC
Cre09.g414416 GGAGGCGGAGGTATGGAGAGCGACTGTGAGGTA GGTTCCACCACCACCCCATGATAAGACAGCAGGAGTC Cre09.g414550 GGAGGCGGAGGTATGCACATCCTGGCCCTT GGTTCCACCACCACCCGCGTACAGGTGGCGC
Cre09.g414600 GGAGGCGGAGGTATGCTAGCGCTGTGTCTTG GGTTCCACCACCACCCCGTTTTGTCATAGACGAGGA Cre09.g414626 GGAGGCGGAGGTATGACTGACCAGGCTCTCTG GGTTCCACCACCACCCGAGATTGTGTGCGTGAAAG
Cre09.g414700 GGAGGCGGAGGTATGGTGAGCGCCATCGA GGTTCCACCACCACCGGCAGGACCACCCTTGG Cre09.g414750 GGAGGCGGAGGTATGTCGGCAAGAAACAGAGC GGTTCCACCACCACCCCGGGTGTAAGGGATCCT
Cre09.g414800 GGAGGCGGAGGTATGGCTTTTCGGCTCTCTGCTT GGTTCCACCACCACCCAGGGGCTTCCCCTCCAGAAAG Cre09.g414850 GGAGGCGGAGGTATGACAGCCATATTCACGTTGT GGTTCCACCACCACCTCACTTCTTCGTGTACAGCAG
Cre09.g414900 GGAGGCGGAGGTATGCAAGACCTCGAGAAGTACC GGTTCCACCACCACCTCAGCGCGTGGAGGGG Cre09.g414951 GGAGGCGGAGGTATGGTTGGCCACTGGCA GGTTCCACCACCACCGTACAGCGAGAAGCCCAAA
Cre09.g415001 GGAGGCGGAGGTATGCGGGGTGGGGAGT GGTTCCACCACCACCCTTGTCGTCCACAATCTCCA Cre09.g415050 GGAGGCGGAGGTATGCCGGTGCAACTGGG GGTTCCACCACCACCCCTGAAGCTGCTGGGCT
Cre09.g415100 GGAGGCGGAGGTATGCAAGACCTCGAGAAGTACC GGTTCCACCACCACCTTAGTTTGGGCTGGTATTTGCA Cre09.g415150 GGAGGCGGAGGTATGGTTGGCCACTGGCA GGTTCCACCACCACCGTACAGCGAGAAGCCCAAA
Cre09.g415200 GGAGGCGGAGGTATGAGTGGCCATGGGCGT GGTTCCACCACCACCCAACCCGCCGCCCACC Cre09.g415240 GGAGGCGGAGGTATGCCAGCCAGCACAGC GGTTCCACCACCACCCTTGTCGTCCACAATCTCCAC
Cre09.g415250 GGAGGCGGAGGTATGCCGGTGCAACTGGG GGTTCCACCACCACCGTGCCCTAGCGTGGCG Cre09.g415300 GGAGGCGGAGGTATGGAGCTAGACCTAGCAAACT GGTTCCACCACCACCCTACCGTGCTGGGCCG
Cre09.g415350 GGAGGCGGAGGTATGCAGAAAGTTTGGGGGTT GGTTCCACCACCACCGCTACTGCGCCGCTTC Cre09.g415450 GGAGGCGGAGGTATGCTTGGCGTGTCTTCAAATTAC GGTTCCACCACCACCTCACGTGGCGCCGCTG
Cre09.g415500 GGAGGCGGAGGTATGCTGCTGTCGCTGCAAAAT GGTTCCACCACCACCCCCAAACGTGACCAGGGC Cre09.g415550 GGAGGCGGAGGTATGAGGAGCGCTGCTGTG GGTTCCACCACCACCCAGCTCCCGGCTCAGCTT
Cre09.g415600 GGAGGCGGAGGTATGCAGCGCACGAGCCAG GGTTCCACCACCACCTTGGCTGCCCAGGCGTGTC Cre09.g415650 GGAGGCGGAGGTATGTCACACGCAATACCTGCT GGTTCCACCACCACCCGCGCCGTACGTCACGTTGTAA
Cre09.g415700 GGAGGCGGAGGTATGCGCTCAGCCGTTC GGTTCCACCACCACCCAGCTCGTATTCGACCAGG Cre09.g415800 GGAGGCGGAGGTATGCGCGACGAGGCTG GGTTCCACCACCACCGCTGTCCGCCATCCAGC
Cre09.g415850 GGAGGCGGAGGTATGTCGCTATTCAAGTCTAGCC GGTTCCACCACCACCCTACCTCTTGGCGCGGG Cre09.g415900 GGAGGCGGAGGTATGAGCCAATCGGCGTACAT GGTTCCACCACCACCGTTCTTGCCTCCAGCCTGG
Cre09.g415950 GGAGGCGGAGGTATGCTGACCACTCGTGTTAAG GGTTCCACCACCACCCTTCTTCTTGCCACCGGC Cre09.g416000 GGAGGCGGAGGTATGGACAAGCGCGCTG GGTTCCACCACCACCCAGCGTGTACGGCACG
Cre09.g416050 GGAGGCGGAGGTATGCTGGGCATGAAGCTTTC GGTTCCACCACCACCGATCTTCTTGTAGCGGTTGACG Cre09.g416100 GGAGGCGGAGGTATGGAGGCGCAAGCTGTG GGTTCCACCACCACCGTACCCGACCGGCCGC
Cre09.g416150 GGAGGCGGAGGTATGCAGCGCTCGACTGAG GGTTCCACCACCACCCTTGGCGTGGGCCAGCAG Cre09.g416200 GGAGGCGGAGGTATGAGCTTGGTGCCCTTCTC GGTTCCACCACCACCTCCCATGGACCTCAGCGG
Cre09.g416250 GGAGGCGGAGGTATGACCGAAGGCCTAGCGG GGTTCCACCACCACCCTTGCCCCCGCTAAACAGTTT Cre09.g416250 GGAGGCGGAGGTATGACCGAAGGCCTAGCG GGTTCCACCACCACCCTTGCCCCCGCTAAACAG
Cre09.g416300 GGAGGCGGAGGTATGCTCTCAACGCCTCGT GGTTCCACCACCACCTCACATGAACGGTTTATTCTGGA Cre09.g416309 GGAGGCGGAGGTATGTCTCGTCTGAATGAAAGCG GGTTCCACCACCACCCTATGCCACTGCTGTCGAG
Cre09.g416350 GGAGGCGGAGGTATGTCGGGCGACAACGAC GGTTCCACCACCACCCTGCTGCTTGCACTCAGGC Cre09.g416400 GGAGGCGGAGGTATGGGGCTCTTTTCTTGTTTTTCA GGTTCCACCACCACCGATGCCCTGCGGCATGTT
Cre09.g416450 GGAGGCGGAGGTATGTATCACCTCCTGAGCCTG GGTTCCACCACCACCTGCCACCTCTATAAAGCGC Cre09.g416500 GGAGGCGGAGGTATGGGAAAGGCTAAGCCCG GGTTCCACCACCACCCTTCTTGGTAGATCCGCGCA
Cre09.g416550 GGAGGCGGAGGTATGGATGACGACATCCTGGGTT GGTTCCACCACCACCTATGACCACTTCCTTTGGCGAG Cre09.g416583 GGAGGCGGAGGTATGGCAGCGGCAGCAG GGTTCCACCACCACCTCAGCCTGCGCGCTTG
Cre09.g416616 GGAGGCGGAGGTATGCCGTTGGCTCGCC GGTTCCACCACCACCAGCCTCCAGCTCCATAGC Cre09.g416650 GGAGGCGGAGGTATGGGGCTTCGCTTCATGG GGTTCCACCACCACCAGCAAGCACTTGCATGGGC
Cre09.g416700 GGAGGCGGAGGTATGGGCCTGCGCGTTG GGTTCCACCACCACCCGGCTTCAGCACGACC Cre09.g416850 GGAGGCGGAGGTATGAAGGCAACTGCGGGTG GGTTCCACCACCACCCACACGCGCGCGCCAATC
Cre09.g416900 GGAGGCGGAGGTATGGATGCCAGCTTCGACT GGTTCCACCACCACCATGAGCGAGAATGAGTGACG Cre09.g416950 GGAGGCGGAGGTATGAGTACCGGTGGGCAG GGTTCCACCACCACCCTCATGTGGCCCCAGTCC
Cre09.g417000 GGAGGCGGAGGTATGCTGCTCCAATACCTATTGG GGTTCCACCACCACCTCCATGGTGTTGGTGTTGGTT Cre09.g417013 GGAGGCGGAGGTATGACACGCCCAGACCC GGTTCCACCACCACCTGCTGTCACGCTCACTCT
Cre09.g417025 GGAGGCGGAGGTATGTCCAAGCGCGCCA GGTTCCACCACCACCCTGCTGCGTGCAGCCTA Cre09.g417037 GGAGGCGGAGGTATGGAGCACTTCCACCTGC GGTTCCACCACCACCGCTAGGGGCCTTCAGGAC
Cre09.g417050 GGAGGCGGAGGTATGCTCGGACAAGCCG GGTTCCACCACCACCCTACACAAACGGTTTATTCTGGA Cre09.g417076 GGAGGCGGAGGTATGGACGACAGCGTGGA GGTTCCACCACCACCGACAGGCTCAGGCGCC
Cre09.g417100 GGAGGCGGAGGTATGTTAGCGTTGCTAGCAGT GGTTCCACCACCACCTCGCCCAGTCCCATGTG Cre09.g417150 GGAGGCGGAGGTATGGACCCAGCGAAGATTCG GGTTCCACCACCACCCTACAGGCAGCCGCGG
Cre09.g417176 GGAGGCGGAGGTATGCGGCTTGGTCATGC GGTTCCACCACCACCCCAGACACCTGCCGGT Cre09.g417200 GGAGGCGGAGGTATGACTCTTCAGTTGTTCGAGGC GGTTCCACCACCACCTTAACGCGCCGCCACG
Cre09.g417250 GGAGGCGGAGGTATGGTCGGGTTTGACTCGAAG GGTTCCACCACCACCGCGCCGTGTGTGCGGTAT Cre10.g417426 GGAGGCGGAGGTATGGAGAGGGGGCGGT GGTTCCACCACCACCGTCCTCGTCACTGTCCGT
Cre10.g417450 GGAGGCGGAGGTATGGGCCTTGTCGGTGA GGTTCCACCACCACCAGCCTCCAGCTCCATAGC Cre10.g417500 GGAGGCGGAGGTATGATCACGGGGAATGCACGAT GGTTCCACCACCACCCGCCTTGGCCAGGCGCAG
Cre10.g417550 GGAGGCGGAGGTATGCTCCTCGCAAACGCA GGTTCCACCACCACCCTCATACTCGTCATCTGGGTCG Cre10.g417576 GGAGGCGGAGGTATGCTGCTGGGGCACA GGTTCCACCACCACCTCAGGCTGCGCGCTTG
Cre10.g417600 GGAGGCGGAGGTATGGGAAAATCAGGGAGAGGC GGTTCCACCACCACCTCATCTGTTGCTTGAACTACGA Cre10.g417650 GGAGGCGGAGGTATGGCGTGCCCAAGCCAG GGTTCCACCACCACCATCCCCCAGCGCAGTTACTC
Cre10.g417700 GGAGGCGGAGGTATGTCGCACAGGAAGTTCG GGTTCCACCACCACCTTAGGCCTTGGTGCGGC Cre10.g417730 GGAGGCGGAGGTATGCTGCTTGGTAGAGCGC GGTTCCACCACCACCTCAACCTGCGCGCCGG
Cre10.g417741 GGAGGCGGAGGTATGCTGCAGGCAAGGCT GGTTCCACCACCACCTCAGCCTGCGCGCTTG Cre10.g417750 GGAGGCGGAGGTATGCGGTCCTTGCTCGC GGTTCCACCACCACCAAGTGTTGTGGCGCGG
Cre10.g417900 GGAGGCGGAGGTATGTTCACAATGCTCCAGGCAG GGTTCCACCACCACCTGACGCCAGGGGTGGGAC Cre10.g417950 GGAGGCGGAGGTATGGCAAAGCGGAATTCTAAACG GGTTCCACCACCACCGTTGCAGTATAGCAGGATCTTGG
Cre10.g418000 GGAGGCGGAGGTATGACCCATCCCGGCG GGTTCCACCACCACCTTCCAGCGGCCTGCCT Cre10.g418050 GGAGGCGGAGGTATGGACCATCCCCATCAGGAC GGTTCCACCACCACCCTAGGGCGGCAGCGGC
Cre10.g418100 GGAGGCGGAGGTATGTCGCGGAGATATGATTCCC GGTTCCACCACCACCTCAGCTCTGCGCCGCC Cre10.g418150 GGAGGCGGAGGTATGACCAACCGGGCGAC GGTTCCACCACCACCCGAGGTCCCGCCTGCC
Cre10.g418200 GGAGGCGGAGGTATGTCCAGAGCGAATTGCC GGTTCCACCACCACCCAGGTGGCGGATGCGTA Cre10.g418300 GGAGGCGGAGGTATGGAAGCTGCTGGCGAC GGTTCCACCACCACCCTTGACCAAGCTGAGCTTCG
Cre10.g418350 GGAGGCGGAGGTATGCAGCGGATGCAAGATCTAGA GGTTCCACCACCACCCTAGGGGCCGGCCGCA Cre10.g418400 GGAGGCGGAGGTATGACCGGCGCAACCG GGTTCCACCACCACCCAGCGACCCCTCCAGC
Cre10.g418500 GGAGGCGGAGGTATGGCGACGAACTCGGG GGTTCCACCACCACCGGCCTGCGGGACGGTA Cre10.g418550 GGAGGCGGAGGTATGCCACAGTGGCGGC GGTTCCACCACCACCGTCGCTGTCGCACAGG
Cre10.g418626 GGAGGCGGAGGTATGTCAGCTAGGGCGGTG GGTTCCACCACCACCACAGCCTCCCGGCGTG Cre10.g418650 GGAGGCGGAGGTATGGGCGAAACCTGCTTC GGTTCCACCACCACCTCAAAAGCCGGGCCCC
Cre10.g418700 GGAGGCGGAGGTATGGAAGCACCAAACGGGTTC GGTTCCACCACCACCGTCATCAGGCGGGATCTCC Cre10.g418851 GGAGGCGGAGGTATGCCCAGTTCTATTCATTCCC GGTTCCACCACCACCCTAGCTCTGCGACTTTCTCC
Cre10.g418950 GGAGGCGGAGGTATGGCGGAGCAGGAGGGAG GGTTCCACCACCACCGTGCACGATGCCCAGCAC Cre10.g418976 GGAGGCGGAGGTATGGGACGTGACGTCAACTCC GGTTCCACCACCACCGACACCGCCAGCCGGC
Cre10.g419000 GGAGGCGGAGGTATGAATCGTATGATGGGCGCG GGTTCCACCACCACCATAGCGGTAGCGGCTGCTC Cre10.g419050 GGAGGCGGAGGTATGCTCGCTCGCGCTCCATCTA GGTTCCACCACCACCGGGCCGGAAGGTGAAGGT
Cre10.g419100 GGAGGCGGAGGTATGGAATTGCGTGGATGGTTTG GGTTCCACCACCACCCAGCGCCCGCTGTTGCTG Cre10.g419150 GGAGGCGGAGGTATGTCCTTCTGGCGCTCG GGTTCCACCACCACCCTGTTGCATCATGGCGCT
Cre10.g419250 GGAGGCGGAGGTATGGCCCAGGAGGGCTA GGTTCCACCACCACCCGGGTTGGACAGCCTCT Cre10.g419300 GGAGGCGGAGGTATGTTCGTGTGCGGCAC GGTTCCACCACCACCCTGCTTCGCTTCTCGCTC
Cre10.g419443 GGAGGCGGAGGTATGGTGTGTGCGAACTGCG GGTTCCACCACCACCGTTAACACCGCCATACTCCTGC Cre10.g419450 GGAGGCGGAGGTATGGTTCTGTCGAGCCAAGC GGTTCCACCACCACCGCCTCGGCCTCGCTCC
Cre10.g419500 GGAGGCGGAGGTATGATGGGCTGGCAGATGA GGTTCCACCACCACCCGCCCAGGGGTTGGAG Cre10.g419550 GGAGGCGGAGGTATGCCGTCTCCAGCGCGTTCTA GGTTCCACCACCACCACCAGTCAGCTCGAACTCCC
Cre10.g419600 GGAGGCGGAGGTATGGCGTTCAAGGAGCAGTAC GGTTCCACCACCACCGTCCGCCAGCGGGAACTC Cre10.g419650 GGAGGCGGAGGTATGGCCATGGCCTCGC GGTTCCACCACCACCCTTCCGGCTCTCCGGT
Cre10.g419700 GGAGGCGGAGGTATGTGGTTCGCCATTGTAGTCA GGTTCCACCACCACCAACCAGATCCTCCAACCCCT Cre10.g419750 GGAGGCGGAGGTATGGCGTACGCACGCACG GGTTCCACCACCACCTCGGTACATGCCCATGCC
Cre10.g419800 GGAGGCGGAGGTATGAGCGGATTCTTTTCGCG GGTTCCACCACCACCCCGGGCTTTGCCCTGTTC Cre10.g419850 GGAGGCGGAGGTATGGACAAGCTGTTCCTGTC GGTTCCACCACCACCGAACTCGTCCACCATCACAC
Cre10.g419900 GGAGGCGGAGGTATGACTGTTGCCCACCGC GGTTCCACCACCACCCTTTGGGGGCATGGGC Cre10.g419950 GGAGGCGGAGGTATGTCGGACGTGTCGGA GGTTCCACCACCACCCACCACGTAGCCATGCG
Cre10.g420000 GGAGGCGGAGGTATGACGACGCCAAACATGGTC GGTTCCACCACCACCGGCAGTTGTGTCGGGCCTGATG Cre10.g420050 GGAGGCGGAGGTATGCGGAGATGGGTGGC GGTTCCACCACCACCCATCGCGGTTCCACCC
Cre10.g420100 GGAGGCGGAGGTATGGGCAAGGACTACTATGCAA GGTTCCACCACCACCGTGCGAGGGCAGGATGGC Cre10.g420150 GGAGGCGGAGGTATGAGCGCAAGGTCGGG GGTTCCACCACCACCCAGCTCAATCTCCACCCCC
Cre10.g420200 GGAGGCGGAGGTATGAAAACAAGAGCAGCGGT GGTTCCACCACCACCTTAGCGCCGCCACCCT Cre10.g420226 GGAGGCGGAGGTATGTGTGGAGACATTAAGATAGGA GGTTCCACCACCACCCTAAAGGGCGTGCGACC
Cre10.g420250 GGAGGCGGAGGTATGGCGGCGATTTCTGACC GGTTCCACCACCACCCCACGGGGCCGTAGCG Cre10.g420350 GGAGGCGGAGGTATGCAGGCCCTGTCGTCT GGTTCCACCACCACCCTTGGCGGCAACAACCTCATC
Cre10.g420400 GGAGGCGGAGGTATGCCTGTACTCATTCACAGTG GGTTCCACCACCACCTCACAGCACGTCGGGC Cre10.g420450 GGAGGCGGAGGTATGAACGACCCTCCCTCG GGTTCCACCACCACCAGCGATGATGTAGCAGCAG
Cre10.g420512 GGAGGCGGAGGTATGGCGAGCAAAGCCCA GGTTCCACCACCACCCTACCTCCCGCCCCAG Cre10.g420537 GGAGGCGGAGGTATGTCAGTCCCCTCCTCGG GGTTCCACCACCACCCTCACCCGCCTGGGCA
Cre10.g420550 GGAGGCGGAGGTATGCTTGCTCACAAGCAAGC GGTTCCACCACCACCCCCGAAGATGCGGGGC Cre10.g420551 GGAGGCGGAGGTATGGACACTTTCATGTACCTGATG GGTTCCACCACCACCTCACGACACGGCGCAA
Cre10.g420561 GGAGGCGGAGGTATGGCCAATCTTTCTGTAGCA GGTTCCACCACCACCGGGCCGTTGAAGCCTATTG Cre10.g420600 GGAGGCGGAGGTATGACCTCTCGAAATATCGCGC GGTTCCACCACCACCACGGCGGAATGAGGCTTTC
Cre10.g420600 GGAGGCGGAGGTATGACCTCTCGAAATATCGCG GGTTCCACCACCACCACGGCGGAATGAGGCT Cre10.g420700 GGAGGCGGAGGTATGTGCCCTCCTAGTGGCC GGTTCCACCACCACCAGAGGACGGCGTCTGCTT
Cre10.g420750 GGAGGCGGAGGTATGGCCCCCGCTACTAAG GGTTCCACCACCACCCTCCACGGTCTTGATGATGTC Cre10.g420800 GGAGGCGGAGGTATGGCTCAGCCGGAGAC GGTTCCACCACCACCCTTCTTGGCGCCCTTGG
Cre10.g420850 GGAGGCGGAGGTATGCTACTTCTTGTAAATGCTCGA GGTTCCACCACCACCCTACAGGCTGCAGCAGTAC Cre10.g420900 GGAGGCGGAGGTATGGGTGACTTTAATCCCGGC GGTTCCACCACCACCACGGCGCTTGAATCGC
Cre10.g420950 GGAGGCGGAGGTATGAGCCTTCACCCCTTCC GGTTCCACCACCACCCATGCCGCCCACGAGG Cre10.g421000 GGAGGCGGAGGTATGTCGCTGACGTTTGATTTC GGTTCCACCACCACCCTCAACAGGCCTGCTCCC
Cre10.g421079 GGAGGCGGAGGTATGAACCCCAACCACTCGC GGTTCCACCACCACCGTAGTGCCGCCGCCCC Cre10.g421100 GGAGGCGGAGGTATGGACGATGGAAGGGTCG GGTTCCACCACCACCCACTCCGCTGCTGAGGT
Cre10.g421200 GGAGGCGGAGGTATGTCTAGCCTCGTTCTGCA GGTTCCACCACCACCCATCACGCTGAACTCCGG Cre10.g421250 GGAGGCGGAGGTATGCTGTCGCTGGCGGAG GGTTCCACCACCACCCCGACGCACGCTGCCAAC
Cre10.g421300 GGAGGCGGAGGTATGGCCGCACTGCAGC GGTTCCACCACCACCCGGCAGCGACATGATGTG Cre10.g421350 GGAGGCGGAGGTATGCGATCAGCAAGCGCTTC GGTTCCACCACCACCAGTTGCTGCGTGCCGCCG
Cre10.g421500 GGAGGCGGAGGTATGCAAGACGAACAGCACC GGTTCCACCACCACCCCACATGAAAGTCTGCTGTCG Cre10.g421550 GGAGGCGGAGGTATGACCGCTGAGCGGCCCTATT GGTTCCACCACCACCTTCACATCCTCGCTGCTGC
Cre10.g421600 GGAGGCGGAGGTATGGAGCTGAAGACCAGCG GGTTCCACCACCACCGAAGCTGCCCTTGGTGGC Cre10.g421650 GGAGGCGGAGGTATGCTCATCAGCCCACTTCC GGTTCCACCACCACCTGTGCCCTTGCCCGCGAC
Cre10.g421700 GGAGGCGGAGGTATGCAGCTGCACTGCAC GGTTCCACCACCACCGGCGGCAAGAATGGGTG Cre10.g421750 GGAGGCGGAGGTATGGCTGCTTCCCTGCTGC GGTTCCACCACCACCCTCGGCCTTGCCGGCG
Cre10.g421800 GGAGGCGGAGGTATGGCTCTCATGGGCAGCC GGTTCCACCACCACCGGCCTTGCGCTGGGCA Cre10.g421850 GGAGGCGGAGGTATGGCAGCTGCTGTTGAAT GGTTCCACCACCACCGTTCCCCGACAGGCCC
Cre10.g421900 GGAGGCGGAGGTATGCTCGGAAGGCCGG GGTTCCACCACCACCAAACATGGAGTCCATCTGCTG Cre10.g421950 GGAGGCGGAGGTATGGCTAATCGCGTGGC GGTTCCACCACCACCCACCGTCTTCGCGTGC
Cre10.g422000 GGAGGCGGAGGTATGAGCGGAGAGGAAACAAAGG GGTTCCACCACCACCTGCCTTCTGCCGCTTGGCTTC Cre10.g422050 GGAGGCGGAGGTATGGATCGGCCGAGTGGCTTAG GGTTCCACCACCACCCTGGGTGGTCGGCGCCCC
Cre10.g422100 GGAGGCGGAGGTATGCTAGTTTCCCTCACCGC GGTTCCACCACCACCACAACCGAATGGATCGAAGC Cre10.g422150 GGAGGCGGAGGTATGCTTAGCCCTAGATCTACCAC GGTTCCACCACCACCACCCAGCCGCCGGCTAAC
Cre10.g422300 GGAGGCGGAGGTATGCAGACCATTCGTGCCC GGTTCCACCACCACCGGCGGCCACCTTGACGGAAG Cre10.g422326 GGAGGCGGAGGTATGGTGAGGACTTTGTGCTTG GGTTCCACCACCACCTTAACGCCGCACAGCAC
Cre10.g422350 GGAGGCGGAGGTATGACGGACTGCGCTTG GGTTCCACCACCACCGCCGCTAGAAGAGAGCTTC Cre10.g422400 GGAGGCGGAGGTATGATCCTCATCCGTGACTTG GGTTCCACCACCACCCAGCCACACAGCAGCTC
Cre10.g422419 GGAGGCGGAGGTATGGCGACCCCCGACG GGTTCCACCACCACCGATCCCCCTGCGTGGG Cre10.g422500 GGAGGCGGAGGTATGTGGTCTGACTGGTCGCT GGTTCCACCACCACCCTCATACCACACCACGCCG
Cre10.g422550 GGAGGCGGAGGTATGGACCAGTGGTCGCTA GGTTCCACCACCACCACCCTTGGACCCCTTGG Cre10.g422600 GGAGGCGGAGGTATGCAGCGCACCGGTGGTC GGTTCCACCACCACCCGCGGTCGCGGCAAGCTTCTTC
Cre10.g422650 GGAGGCGGAGGTATGGCTTCGGCACGAAG GGTTCCACCACCACCCACGCCTGCCACCAGG Cre10.g422700 GGAGGCGGAGGTATGTCCGAAGTAACCCCACCT GGTTCCACCACCACCCTGCCTGGGCTTGATAGCAA
Cre10.g422718 GGAGGCGGAGGTATGGACCCGGAACAGGC GGTTCCACCACCACCCGAGGTCTTCTCTTTGGCC Cre10.g422750 GGAGGCGGAGGTATGTCCATTGAAGACCAGCTTT GGTTCCACCACCACCCTACTCGCCGCCGTGG
Cre10.g422850 GGAGGCGGAGGTATGCCTACGAAGATTGAGTTTCC GGTTCCACCACCACCACCGAACTGCGACACGGA Cre10.g422876 GGAGGCGGAGGTATGACGGCGGGGCTTG GGTTCCACCACCACCCGAGCTAGGCTCAAACCG
Cre10.g423000 GGAGGCGGAGGTATGGGTTCGCTTCGCTCTT GGTTCCACCACCACCTCCCTCAGCGCCCCCA Cre10.g423050 GGAGGCGGAGGTATGTTCTATTACAGCACGCGG GGTTCCACCACCACCCCGAAAGAGCCGCTCAG
Cre10.g423083 GGAGGCGGAGGTATGGCGCATGGCTTGC GGTTCCACCACCACCTCTGAGTCCCACACGGG Cre10.g423150 GGAGGCGGAGGTATGGGCGAGACCGGATT GGTTCCACCACCACCCACCGTGGCCAACACG
Cre10.g423200 GGAGGCGGAGGTATGGGCGAGACCGGATTCCTAG GGTTCCACCACCACCCTGCTGCTCGCTGCTGTTT Cre10.g423250 GGAGGCGGAGGTATGGCTGACCCACTGAACC GGTTCCACCACCACCCTACTTGGCGGGCGCG
Cre10.g423300 GGAGGCGGAGGTATGGGCAACCGCGAGTCCAAG GGTTCCACCACCACCCTTCGTGGCGCCCCCGGG Cre10.g423350 GGAGGCGGAGGTATGTCTGGTAAACAAAGGAACATCC GGTTCCACCACCACCTTTCCGCGGCTTGCCCAC
Cre10.g423400 GGAGGCGGAGGTATGCTAGCACAAATGCGAGGG GGTTCCACCACCACCACCGCGCTCCAGCTCC Cre10.g423450 GGAGGCGGAGGTATGGAACGGCGCCCACAAATTC GGTTCCACCACCACCCAGTGCCACCGCGCCATG
Cre10.g423500 GGAGGCGGAGGTATGCTTCTGTCCTCTCGATCC GGTTCCACCACCACCTGCCTCGGTGATAGCGC Cre10.g423550 GGAGGCGGAGGTATGACAGGAGCTAGCGGTAA GGTTCCACCACCACCCTCGCTGCTGCCCGTG
Cre10.g423650 GGAGGCGGAGGTATGGCCGCGGTCATGC GGTTCCACCACCACCGTCCACGATCTTGATGCCC Cre10.g423700 GGAGGCGGAGGTATGGATGAAGATGACGGCTG GGTTCCACCACCACCCTCCATCCCCTGCACACC
Cre10.g423750 GGAGGCGGAGGTATGCTGCTCTCAGCCTGGC GGTTCCACCACCACCCGGCAGCCCCATCCCC Cre10.g423800 GGAGGCGGAGGTATGGCGCATAACTACAAGGAC GGTTCCACCACCACCGTCCATGTCTTCAAACGCCT
Cre10.g423900 GGAGGCGGAGGTATGAAGGTCGGCGGCG GGTTCCACCACCACCGGCCTTCTTGGCCTTCTTG Cre10.g423950 GGAGGCGGAGGTATGCTCTACGGGCAAGCC GGTTCCACCACCACCGACGCTAGCGGCCACA
Cre10.g424000 GGAGGCGGAGGTATGGCCAAAGCTGACGGTG GGTTCCACCACCACCGCCCCACCGCTTCGCCATG Cre10.g424050 GGAGGCGGAGGTATGGCATTCTTCTGCCGG GGTTCCACCACCACCCTTGAAAGCATCCAGCCTGA
Cre10.g424100 GGAGGCGGAGGTATGGCCCTGGCTATCCGC GGTTCCACCACCACCGATCAGGGACAGCTCCTCAGAG Cre10.g424150 GGAGGCGGAGGTATGTCGTTCCAGATTTACCGCA GGTTCCACCACCACCGGCCGTCGGGTTTTCGCC
Cre10.g424200 GGAGGCGGAGGTATGAGTTTCGCTTTGAAGAAGGC GGTTCCACCACCACCTCACTCGCCATCCTCCAC Cre10.g424250 GGAGGCGGAGGTATGAACAACAACAAGCTAGACGA GGTTCCACCACCACCTCACGTGGAGGGGTCCG
Cre10.g424300 GGAGGCGGAGGTATGGAGCAGACGGGCGGG GGTTCCACCACCACCCCGCCACTTGCTGCCACC Cre10.g424350 GGAGGCGGAGGTATGGTGCTTCATTATGTTCCAAC GGTTCCACCACCACCTTACGGCGGCGTGAAC
Cre10.g424400 GGAGGCGGAGGTATGGCGGGGACAAATGGG GGTTCCACCACCACCCGACACGTCCATCTCCTCC Cre10.g424450 GGAGGCGGAGGTATGGGTCTCGTCTACAGTCG GGTTCCACCACCACCTTCGCCCGCCACGATG
Cre10.g424500 GGAGGCGGAGGTATGTTGCCGAAGCCGCTG GGTTCCACCACCACCCTGCTTTGCTAGCAGCGTG Cre10.g424550 GGAGGCGGAGGTATGAGGGCGGCTTTGTCCC GGTTCCACCACCACCCGCGACGCGGACGTGG
Cre10.g424650 GGAGGCGGAGGTATGTTTATCCGACGCCTAGTTG GGTTCCACCACCACCTCACCGCTTCATCTGCTGC Cre10.g424700 GGAGGCGGAGGTATGTTCAAGGCGAAGCGTC GGTTCCACCACCACCCTAGCGCCGCCATGCC
Cre10.g424750 GGAGGCGGAGGTATGGCTCCCATTCGCCGGATTT GGTTCCACCACCACCCTTGGCCTTAGCGGCCGC Cre10.g424775 GGAGGCGGAGGTATGCAGTCCGTCGCTCAG GGTTCCACCACCACCCCCGGCACCAGCACCT
Cre10.g424850 GGAGGCGGAGGTATGGCCACGCTAGCCGAG GGTTCCACCACCACCCTTCTTAATGGACCTGAACCCG Cre10.g424900 GGAGGCGGAGGTATGCGCCTACAACCGGTC GGTTCCACCACCACCATATCCCATCGCGCCGCG
Cre10.g425150 GGAGGCGGAGGTATGATACAGCTTGCTGCGAC GGTTCCACCACCACCATCCCCCTCCTCCGGC Cre10.g425200 GGAGGCGGAGGTATGAGGCTGTCTGAGCAAACG GGTTCCACCACCACCCTGCTGCTGCTGCTCCAG
Cre10.g425251 GGAGGCGGAGGTATGGCGGTCCTGGGAC GGTTCCACCACCACCACGCCGTACAGACGTGA Cre10.g425300 GGAGGCGGAGGTATGATAGGCCCTTTTAAAGGCG GGTTCCACCACCACCAACAGCTACAGCCTCGCTG
Cre10.g425350 GGAGGCGGAGGTATGCCGAGCAAGTGGGA GGTTCCACCACCACCCGCCATTTCGCGAAGCA Cre10.g425400 GGAGGCGGAGGTATGTTCGCGGCCGCAC GGTTCCACCACCACCTCACGGTGCCAGCAGC
Cre10.g425450 GGAGGCGGAGGTATGGCAGCTGCATCACCTA GGTTCCACCACCACCCACCGACGCCAGCAGC Cre10.g425550 GGAGGCGGAGGTATGGCTTGGCGGATAACACC GGTTCCACCACCACCCGCCTCGGCCTGTTTGAG
Cre10.g425600 GGAGGCGGAGGTATGGGTGTAGTCCGGGGGTCTA GGTTCCACCACCACCGGCCCGGCCCCCCTTCTC Cre10.g425600 GGAGGCGGAGGTATGGACGCATACAGGTGCA GGTTCCACCACCACCCTTCTTCTTTCCGCCTCCC
Cre10.g425650 GGAGGCGGAGGTATGACCGTATCATACAAGTCGG GGTTCCACCACCACCTCACGCCTGCTTGTGC Cre10.g425675 GGAGGCGGAGGTATGGACATCGACCTGCCG GGTTCCACCACCACCAGAAGTGAAGTCGGTGGGG
Cre10.g425700 GGAGGCGGAGGTATGCACAGGTCCTGGTTGG GGTTCCACCACCACCCTACTCCCGCAGCCGC Cre10.g425750 GGAGGCGGAGGTATGGAGCCTTACCCTGAGCAAA GGTTCCACCACCACCCACCACGCCGTCGCTGCG
Cre10.g425800 GGAGGCGGAGGTATGGCGCCCAACGCAAAGAAC GGTTCCACCACCACCCTTGCACTGCCGCGGGTC Cre10.g425850 GGAGGCGGAGGTATGGTCTCGATGGCCTCTG GGTTCCACCACCACCCACCTGGCTGCTGCCC
Cre10.g425900 GGAGGCGGAGGTATGGCCGCCCTTATGCAGAAG GGTTCCACCACCACCCTGGCTGCCGGGCCACAG Cre10.g425950 GGAGGCGGAGGTATGCCGCTCACCAAAGATGAA GGTTCCACCACCACCCGCGTATCTCCGCTCGGC
Cre10.g426050 GGAGGCGGAGGTATGCAGATCCGATTTCCGGCC GGTTCCACCACCACCCGCCGCCCGGCTTAGC Cre10.g426102 GGAGGCGGAGGTATGGCGGCCAACAAAATACT GGTTCCACCACCACCCTGCACGGGGTGTACGC
Cre10.g426152 GGAGGCGGAGGTATGGAGGCAACGCTCGAC GGTTCCACCACCACCGCCGTACAGAGGGACGTAGT Cre10.g426200 GGAGGCGGAGGTATGATCCCAGGCTTCGCC GGTTCCACCACCACCCCCGCCCCTAACTCCCCG
Cre10.g426250 GGAGGCGGAGGTATGTCGACTGGAATGCAACTACG GGTTCCACCACCACCTCACCGCCGCCCCTTC Cre10.g426335 GGAGGCGGAGGTATGGCGACAGAGCCCCT GGTTCCACCACCACCTCAGCAGCAGGCGGGC
Cre10.g426350 GGAGGCGGAGGTATGCTAGCCCAGGGCG GGTTCCACCACCACCTTACGGGCTCGCAGCC Cre10.g426400 GGAGGCGGAGGTATGGCAAGCGCGAGTCCA GGTTCCACCACCACCCTGCGCCTTCTTGCCCTC
Cre10.g426450 GGAGGCGGAGGTATGAAGCTCGCGAGCTCG GGTTCCACCACCACCCTAGGGCAGGCCCAGC Cre10.g426500 GGAGGCGGAGGTATGGCATCGCCAAGATGCCC GGTTCCACCACCACCCACGTGGCGGCGGAGC
Cre10.g426550 GGAGGCGGAGGTATGGCGTCAGAGATGGCG GGTTCCACCACCACCATTGCTTGACACCAACAGCC Cre10.g426600 GGAGGCGGAGGTATGGATTTAACCAAGATTCATGAGGAC GGTTCCACCACCACCCCGTGCCTCTAGGAGCACAG
Cre10.g426616 GGAGGCGGAGGTATGCAGATTGCGAGCGG GGTTCCACCACCACCCCGTTGTCCATTTCTGTAGCG Cre10.g426632 GGAGGCGGAGGTATGCACGCACAAGGGC GGTTCCACCACCACCCGGCTGACCCTCCCTATC
Cre10.g426650 GGAGGCGGAGGTATGGCCCCTGCAGGCC GGTTCCACCACCACCCGTGGTGAAGGAGTTGAAGGT Cre10.g426700 GGAGGCGGAGGTATGTTGGAGCCAGAGCTCG GGTTCCACCACCACCCAGGTCAATGCCGGGCAC
Cre10.g426750 GGAGGCGGAGGTATGGGCGAACAGGGCGCT GGTTCCACCACCACCCGCCACGGGCTGCTCCCG Cre10.g426800 GGAGGCGGAGGTATGGCATCCACAATACTACTAACA GGTTCCACCACCACCCTAGAACGCGGCTGCC
Cre10.g426850 GGAGGCGGAGGTATGGGCGCCGCGCCTTCAAAG GGTTCCACCACCACCCAGCGCCGCCGCCAGGTC Cre10.g426900 GGAGGCGGAGGTATGGGCGCGAAGAATTCTCG GGTTCCACCACCACCTCAAAACGCCGCCGCC
Cre10.g426950 GGAGGCGGAGGTATGGCAAAGCGCCCTGCAGAG GGTTCCACCACCACCCCGCGGCTCGAAGAGCAC Cre10.g427000 GGAGGCGGAGGTATGCAGCACAAGCTATATTACTCA GGTTCCACCACCACCGATACCCTCGTAAATGCCCAGC
Cre10.g427050 GGAGGCGGAGGTATGGGGTGGCGGCAAGGG GGTTCCACCACCACCCTCCATGGTGATCGTCGGC Cre10.g427150 GGAGGCGGAGGTATGGCTCGTAATGAGGAGAAGG GGTTCCACCACCACCTCATTTCTTGTTGAGCAAGCTCT
Cre10.g427200 GGAGGCGGAGGTATGGCATCTAGGGCCAGG GGTTCCACCACCACCGTCAGTAGGCCCCACATCG Cre10.g427250 GGAGGCGGAGGTATGGCCTGGGAAGCCTACATTA GGTTCCACCACCACCGTACCCCTGGTCCGCGAG
Cre10.g427300 GGAGGCGGAGGTATGGCTCCGACCCAAGC GGTTCCACCACCACCCTCCGCAGCGGCCTTG Cre10.g427350 GGAGGCGGAGGTATGCCTTTGTGGTACCGGC GGTTCCACCACCACCGCGCGGCTCCAGCAACAC
Cre10.g427400 GGAGGCGGAGGTATGGAGTTCAAGGGGTCCG GGTTCCACCACCACCGGCCTCCAGAATCTCGTGC Cre10.g427453 GGAGGCGGAGGTATGGCTGCAGCTGCGG GGTTCCACCACCACCCCAGTCCTCCTCTAGCATCA
Cre10.g427500 GGAGGCGGAGGTATGGGCGTGCCCCTGTAC GGTTCCACCACCACCCCGCGGCTCCAGCAGCAC Cre10.g427600 GGAGGCGGAGGTATGGGGGGCGCGGACGTG GGTTCCACCACCACCGGTGCTGCCGAACACGCTGAG
Cre10.g427650 GGAGGCGGAGGTATGGAGCATTTTATGGATGTTGC GGTTCCACCACCACCTTATGCGCCGTGGCTG Cre10.g427700 GGAGGCGGAGGTATGGCTTACCAGAGTGGTCAGT GGTTCCACCACCACCATCCCAAGCGGACTGGTG
Cre10.g427750 GGAGGCGGAGGTATGGTGTCATCAGCGGTGC GGTTCCACCACCACCTGTGCGGCGGTTGGGGTG Cre10.g427800 GGAGGCGGAGGTATGGAGTGCACGGGGCAG GGTTCCACCACCACCAGTCCACTGGTACAAGCTGAG
Cre10.g428000 GGAGGCGGAGGTATGGCGGTTGTGGCAGCGTTG GGTTCCACCACCACCCTTCTTGCGGGCCCGCTT Cre10.g428000 GGAGGCGGAGGTATGGCGGTTGTGGCAGC GGTTCCACCACCACCCTTCTTGCGGGCCCGC
Cre10.g428050 GGAGGCGGAGGTATGCTCACGCCGCTTC GGTTCCACCACCACCCTCGTCCAACAAGCCAAGG Cre10.g428100 GGAGGCGGAGGTATGCGCGGAGCCCGATAC GGTTCCACCACCACCCGTCTTGGCCTTGCGGGG
Cre10.g428150 GGAGGCGGAGGTATGTGGGGCCGGCTGGCC GGTTCCACCACCACCAAGCGGATGCGGCTGCTCTGAT Cre10.g428200 GGAGGCGGAGGTATGTACGGTGGCTACGGCTAT GGTTCCACCACCACCGTAAGGGCGGAAGCGCTG
Cre10.g428250 GGAGGCGGAGGTATGCAGTTTCTCCGGACATGC GGTTCCACCACCACCCCAGCTCCAGGATGCCGC Cre10.g428300 GGAGGCGGAGGTATGCCGAGGCTCACGC GGTTCCACCACCACCGCTTGGAGGCGGAGTGC
Cre10.g428350 GGAGGCGGAGGTATGGCGGGCTTTACGAAAGC GGTTCCACCACCACCCCTGCCGCCTTGCTGC Cre10.g428400 GGAGGCGGAGGTATGGCGCGCTACCTTGCTTC GGTTCCACCACCACCCCCGTCCCTCGGTAGCGG
Cre10.g428433 GGAGGCGGAGGTATGCCCGAGCTGCCGGAG GGTTCCACCACCACCCTTCTTGGCCCTGCCCTTAC Cre10.g428500 GGAGGCGGAGGTATGACGGAGCTGGTGTGG GGTTCCACCACCACCATACCCCGCACCACCATC
Cre10.g428525 GGAGGCGGAGGTATGCTGCTGGGGCACA GGTTCCACCACCACCTCAGCCTGCGCGCTTG Cre10.g428550 GGAGGCGGAGGTATGCTGCATTCATTGTCGCG GGTTCCACCACCACCGCCGCGGTACACCGCATC
Cre10.g428600 GGAGGCGGAGGTATGCAGCCCTTTCGCATGC GGTTCCACCACCACCGCCTATCACAGACGCCACC Cre10.g428600 GGAGGCGGAGGTATGCAGCCCTTTCGCATG GGTTCCACCACCACCGCCTATCACAGACGCCAC
Cre10.g428650 GGAGGCGGAGGTATGGGCTGTGTCGGTTCGAAG GGTTCCACCACCACCAAACTGCGGCGCCTGCTC Cre10.g428664 GGAGGCGGAGGTATGTCCGACTACGAGGACGAG GGTTCCACCACCACCCTCGTCCGGCACCGCATC
Cre10.g428678 GGAGGCGGAGGTATGGCTTCGGCAACGCTT GGTTCCACCACCACCTCAAGCCGCCGCCACG Cre10.g428706 GGAGGCGGAGGTATGACTTCGCAACAAAGCCA GGTTCCACCACCACCCCAGAAATCGTCCTCGCTC
Cre10.g428720 GGAGGCGGAGGTATGGCCATGACGTATTTGCT GGTTCCACCACCACCGCGTGACGCTTGTTCAGC Cre10.g428734 GGAGGCGGAGGTATGGCCTCAAGCGACCA GGTTCCACCACCACCCACACCCGAGCTGCTG
Cre10.g428800 GGAGGCGGAGGTATGCAGCTCGGGGGCA GGTTCCACCACCACCTTTGCACAGCACCTTGGC Cre10.g428850 GGAGGCGGAGGTATGGAGGACGACACCGC GGTTCCACCACCACCTACTGCCAACCAGTAGACCG
Cre10.g428900 GGAGGCGGAGGTATGCGCCTGGACGAGTACT GGTTCCACCACCACCCACCTCCATGCCCACGGC Cre10.g428950 GGAGGCGGAGGTATGCGCGCAATCTACGC GGTTCCACCACCACCACACTTGGGGATGTAGCCG
Cre10.g428966 GGAGGCGGAGGTATGCCGCCCCAGCTAC GGTTCCACCACCACCGAACTGGTACAGTACTCGCG Cre10.g429000 GGAGGCGGAGGTATGGCTGCGCTCCCAA GGTTCCACCACCACCCCACTCACCGCCCACC
Cre10.g429017 GGAGGCGGAGGTATGAGCGGCCGGCGTG GGTTCCACCACCACCGAAAAGGAACGCCACCCGC Cre10.g429050 GGAGGCGGAGGTATGGGAGTAAAAGGCTTGTGG GGTTCCACCACCACCGTCATTCCTGTCGCCTCCG
Cre10.g429100 GGAGGCGGAGGTATGACAAACCCGGAGGAGG GGTTCCACCACCACCGTAGGAGCGGCCCCACAG Cre10.g429150 GGAGGCGGAGGTATGCAGATGCGGGAGGTCA GGTTCCACCACCACCTTACGCCGCCACCGCG
Cre10.g429200 GGAGGCGGAGGTATGATACTGCAGCCGCG GGTTCCACCACCACCAAGCAGCGCAGCAAGC Cre10.g429250 GGAGGCGGAGGTATGCCGCTGCGCTTGTTT GGTTCCACCACCACCACGGCTGCCGTAATCATTGG
Cre10.g429300 GGAGGCGGAGGTATGGACGGATATAGGTTTGTTATGG GGTTCCACCACCACCGTTTATAAGCACCTGGCCAAAAC Cre10.g429350 GGAGGCGGAGGTATGGCCACCCGCAACT GGTTCCACCACCACCCTCCTCGCTCTCCTCCTC
Cre10.g429400 GGAGGCGGAGGTATGAGAACGACTGGGTGGGC GGTTCCACCACCACCCCGCCCATTGGCGGCC Cre10.g429450 GGAGGCGGAGGTATGATCATTGCGACGCACTATG GGTTCCACCACCACCGGCACCTCCCTCCCAGTC
Cre10.g429500 GGAGGCGGAGGTATGACGTTCTCGAGCGCG GGTTCCACCACCACCCACCTTGTCGCCGCCACG Cre10.g429550 GGAGGCGGAGGTATGGAGAAGCGGCAAGC GGTTCCACCACCACCCTTGTCCTCGTTTGGCCG
Cre10.g429600 GGAGGCGGAGGTATGAGGCGCCACGGATTG GGTTCCACCACCACCCTCCGGCATGACAGCCACTT Cre10.g429601 GGAGGCGGAGGTATGGGTGGGTTTGGAGCTC GGTTCCACCACCACCATCTGACGCCTCGCCCTCTTC
Cre10.g429650 GGAGGCGGAGGTATGCCGCATTACTTCTCCTATGT GGTTCCACCACCACCCGGCACCGCTGCTTCCAC Cre10.g429702 GGAGGCGGAGGTATGAATGAGGGTGGTGGGG GGTTCCACCACCACCGATCTCAGCGGATGACGTC
Cre10.g429750 GGAGGCGGAGGTATGTTCTCGTCAGGAGCCA GGTTCCACCACCACCTCCGCCCTTGGCAAACG Cre10.g429850 GGAGGCGGAGGTATGAGCTTGGTGGATGACGAC GGTTCCACCACCACCCTTGTTCTGCCATGGCCAC
Cre10.g429880 GGAGGCGGAGGTATGGCTTTCAACGGCGC GGTTCCACCACCACCTTACGCCGTGCGTTGC Cre10.g430000 GGAGGCGGAGGTATGGCCCTTGCTCAGCG GGTTCCACCACCACCAGCCACGGGCTTGGAC
Cre10.g430050 GGAGGCGGAGGTATGGACCTTCCAGCTGCTACTA GGTTCCACCACCACCCAACCGCTTCAGCCCCTTCTTC Cre10.g430100 GGAGGCGGAGGTATGAAGTTTGTACATGCACAGAAG GGTTCCACCACCACCTTACAGCCAGCTCCGGG
Cre10.g430150 GGAGGCGGAGGTATGGCCACGATGCTCGC GGTTCCACCACCACCCTCCTGCGGCCCCACG Cre10.g430200 GGAGGCGGAGGTATGACGTTCAGCCGCCTC GGTTCCACCACCACCGCCTCCGTGATACCACGTG
Cre10.g430250 GGAGGCGGAGGTATGCTGGATGAGGATGCGGA GGTTCCACCACCACCCTCCCACACGCGCGGG Cre10.g430300 GGAGGCGGAGGTATGACACCCGACTCAGCG GGTTCCACCACCACCCGGCTTGCAAGCGACA
Cre10.g430350 GGAGGCGGAGGTATGCCTATGCTTGGCTCTCG GGTTCCACCACCACCCTTGCCCTCCCGCTCG Cre10.g430376 GGAGGCGGAGGTATGGTGGAACCAGCGTCG GGTTCCACCACCACCCGACGCGCACGAAATGC
Cre10.g430400 GGAGGCGGAGGTATGGGCAAGAAGGGCAAGG GGTTCCACCACCACCGGCGGTCGCCACCTTG Cre10.g430450 GGAGGCGGAGGTATGCCACGACTCACTTTCGG GGTTCCACCACCACCGTCCTCAAACACCACGGTCTT
Cre10.g430501 GGAGGCGGAGGTATGGCGAAGACGAAGACG GGTTCCACCACCACCCTTCTTGGCCTTCTTCACCTC Cre10.g430550 GGAGGCGGAGGTATGAGCGCGTCAAAGATGG GGTTCCACCACCACCCAACACCTTCTTTCCCGGG
Cre10.g430600 GGAGGCGGAGGTATGTCTAGCAGCACCCGC GGTTCCACCACCACCGTTCGTACCCCCCCCC Cre10.g430626 GGAGGCGGAGGTATGACATTGGACTCATCAAGGC GGTTCCACCACCACCTCAATGGGATGTATGGTCGGT
Cre10.g430650 GGAGGCGGAGGTATGGTGCGTGCGGAGC GGTTCCACCACCACCGTGCCGTCCCGAAGTCG Cre10.g430750 GGAGGCGGAGGTATGGCAGCCAGCTTCTCTATC GGTTCCACCACCACCGACCTGCACCATGTACTGCG
Cre10.g430850 GGAGGCGGAGGTATGGGACCTAAGAAGAGCTACA GGTTCCACCACCACCCTACTGCTCCATTGTCGCA Cre10.g430900 GGAGGCGGAGGTATGGCGAGCAAATTCAAGCAAG GGTTCCACCACCACCCGCACGTCCCCCAGTGGAG
Cre10.g430950 GGAGGCGGAGGTATGGGGAAGCGCAAGGAC GGTTCCACCACCACCGATAAAATCGTCATCCATGTAAAGCC Cre10.g431000 GGAGGCGGAGGTATGCCACAACCCGGGG GGTTCCACCACCACCACGCCCGAAAAAGCTATTGC
Cre10.g431050 GGAGGCGGAGGTATGCAGCGGCTCAGGGTG GGTTCCACCACCACCCGCGAAGACCCGGAAGCAG Cre10.g431150 GGAGGCGGAGGTATGAAGGCATCAGGAGGACC GGTTCCACCACCACCGTCCGAGTTGAGCACGTCCTT
Cre10.g431350 GGAGGCGGAGGTATGCAGCAGTCTCTCCAAGTTC GGTTCCACCACCACCGGCAGAGGCATGCTCCGAAG Cre10.g431400 GGAGGCGGAGGTATGGACACGCTTACAAGGGC GGTTCCACCACCACCCTCAATGCCGTTGAGCAACG
Cre10.g431450 GGAGGCGGAGGTATGGTCGGCAACAAGCTGT GGTTCCACCACCACCCGGTATGTGCTCAGCGGC Cre10.g431500 GGAGGCGGAGGTATGGAGACGGAGATGCTACAC GGTTCCACCACCACCATCCAGCTCAAACATTAAAGACGC
Cre10.g431550 GGAGGCGGAGGTATGACCGCGCTGGTCCTATC GGTTCCACCACCACCCGCCCAGGGGTCTAGCAC Cre10.g431602 GGAGGCGGAGGTATGACGTCCCCTGCATCA GGTTCCACCACCACCTACCTTGCGATTTGATGCGG
Cre10.g431650 GGAGGCGGAGGTATGTCTCATGCAGAGACGGAC GGTTCCACCACCACCGGACTGCCGTGACGTCTG Cre10.g431700 GGAGGCGGAGGTATGGCGCCTGCCGGTTCG GGTTCCACCACCACCCGCTCTCCCACGCTCGGC
Cre10.g431750 GGAGGCGGAGGTATGCCGGGGCCTATCGAC GGTTCCACCACCACCCGGCTCTACAGGCGGCCATG Cre10.g431800 GGAGGCGGAGGTATGCAGCGTCGCGAGGCG GGTTCCACCACCACCCCCAGAGGCGGTGGGGGTC
Cre10.g431850 GGAGGCGGAGGTATGCGCGATCACGATCG GGTTCCACCACCACCCACCACCTGCGGCGTC Cre10.g431900 GGAGGCGGAGGTATGCCATTGTCAGGAGCTCG GGTTCCACCACCACCCGGCTGTGGCGCTGAGAC
Cre10.g431950 GGAGGCGGAGGTATGCTTTGTTGTTTCGGGCG GGTTCCACCACCACCCGCCTTCACAGCACTCGC Cre10.g432000 GGAGGCGGAGGTATGGAGGTCGACAGCTCAG GGTTCCACCACCACCTCAATGCAGCGCCCGC
Cre10.g432050 GGAGGCGGAGGTATGGCGGACCAACCTG GGTTCCACCACCACCCTACAATAGCTCTGTTGTGATGT Cre10.g432100 GGAGGCGGAGGTATGCAGAGCAGTCGCTCC GGTTCCACCACCACCCTTGCGAGCGCGGACC
Cre10.g432250 GGAGGCGGAGGTATGGAGCATTACGTATATCTCCGC GGTTCCACCACCACCCACACGCCAGCAGCTGCTAG Cre10.g432301 GGAGGCGGAGGTATGCGCGACGCCGCAT GGTTCCACCACCACCGAAACGCTTCGCCCCCAG
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Cre10.g432400 GGAGGCGGAGGTATGATGCAGCTCAAGGAGC GGTTCCACCACCACCCTGCTCCACAACATCACCA Cre10.g432600 GGAGGCGGAGGTATGGCGCTGCAGGGGATG GGTTCCACCACCACCCTGCTTCTTCTTCGCTGGTGG
Cre10.g432600 GGAGGCGGAGGTATGGCGCTGCAGGGGA GGTTCCACCACCACCCTGCTTCTTCTTCGCTGGTG Cre10.g432650 GGAGGCGGAGGTATGGATGTCTCAGCTGCAGAC GGTTCCACCACCACCCTGCTCCGCCTGCTGCTG
Cre10.g432700 GGAGGCGGAGGTATGCAGGGGTCGGCCTA GGTTCCACCACCACCACCCCACAGCCCCAGC Cre10.g432750 GGAGGCGGAGGTATGGGCGACAACGCCA GGTTCCACCACCACCTCACCGGCGCTTCACG
Cre10.g432770 GGAGGCGGAGGTATGATGCAGTCGGGCGCTTTTG GGTTCCACCACCACCCCCCGCGAATTTGGACTGC Cre10.g432800 GGAGGCGGAGGTATGGCGCTCTCGCAGA GGTTCCACCACCACCGAAAGCGCCGCCGAAG
Cre10.g432850 GGAGGCGGAGGTATGAACCAGAACCCGCTCTTG GGTTCCACCACCACCCTCCGCGGGTGCCTCG Cre10.g432900 GGAGGCGGAGGTATGAGCCACGACGGGTGC GGTTCCACCACCACCCAACCCCATGACCTTGCTGG
Cre10.g432950 GGAGGCGGAGGTATGTTGCGTGGAAGTCCTC GGTTCCACCACCACCCACACCCGCCACACCT Cre10.g433000 GGAGGCGGAGGTATGCATTCCAGCCTTTTGGG GGTTCCACCACCACCGAAGCCGGGCAGCTGC
Cre10.g433050 GGAGGCGGAGGTATGGCCACGGACAACCTTT GGTTCCACCACCACCTCACCGCCCCGCCATG Cre10.g433100 GGAGGCGGAGGTATGCACACGTTGAATGCAC GGTTCCACCACCACCCTACCGCACGTCGGGG
Cre10.g433150 GGAGGCGGAGGTATGCAGTGGCTGCCTTG GGTTCCACCACCACCGCGGCTCGTCACCTCC Cre10.g433200 GGAGGCGGAGGTATGACGGTAACCATGGACGAC GGTTCCACCACCACCTACCCGGTCGGTGTTGGC
Cre10.g433250 GGAGGCGGAGGTATGACGGTAACCATGGACGAC GGTTCCACCACCACCTACCCGGTCGGTGTTGGC Cre10.g433300 GGAGGCGGAGGTATGTTGGGACACCATCCCG GGTTCCACCACCACCCACACCAGCAGCAGGGG
Cre10.g433350 GGAGGCGGAGGTATGGGGGATGAGGCAGC GGTTCCACCACCACCCGCCAGCATTGATGCCA Cre10.g433400 GGAGGCGGAGGTATGACGATAGCCCAAACACTGG GGTTCCACCACCACCTCATGCGGTGGCGGGC
Cre10.g433450 GGAGGCGGAGGTATGGAGAGGCGACCGACC GGTTCCACCACCACCCATGAAGCTGTATAGCACGGC Cre10.g433476 GGAGGCGGAGGTATGCGCCTTGTCTCATACATG GGTTCCACCACCACCTACTCCACTGCTCACCATGC
Cre10.g433600 GGAGGCGGAGGTATGAAGCTGATTCACAAGGTTGA GGTTCCACCACCACCTCACCCGAGCAGCACG Cre10.g433650 GGAGGCGGAGGTATGCCACCGCCGCTCG GGTTCCACCACCACCCTCGCCCTGCTTTACCACTG
Cre10.g433750 GGAGGCGGAGGTATGGCAGTTGCAGACCCAAA GGTTCCACCACCACCAGAGCCAGCCGTAGGCGAA Cre10.g433800 GGAGGCGGAGGTATGACGGATTCACTCGCCG GGTTCCACCACCACCCACAGTGCTGGGGTCGG
Cre10.g433850 GGAGGCGGAGGTATGCCGCGCCTTGTGTA GGTTCCACCACCACCGTGATGCTGGTAGTCGGGC Cre10.g433866 GGAGGCGGAGGTATGGCCGTCGTATGCAAGT GGTTCCACCACCACCGCGCGTGCCGCATGTT
Cre10.g433900 GGAGGCGGAGGTATGGGCCAGGGGCCCT GGTTCCACCACCACCGGACAACGCCATGTAGCCC Cre10.g433950 GGAGGCGGAGGTATGATGCTGAAGGCCTCTACC GGTTCCACCACCACCCTTCTCGCCGGTGACGG
Cre10.g434150 GGAGGCGGAGGTATGAACACGGGGCCGA GGTTCCACCACCACCCAACAGGGCGTGCAAGT Cre10.g434200 GGAGGCGGAGGTATGGCCTTCTCTACCGCACAG GGTTCCACCACCACCCTTCTTCCCGAGCAGCTCCTTC
Cre10.g434250 GGAGGCGGAGGTATGGGATTTCTCGACCGACTAT GGTTCCACCACCACCAAGCGAGGGGAAGACTTTCC Cre10.g434300 GGAGGCGGAGGTATGGCTTGCGATGGTTGC GGTTCCACCACCACCCTAGCGCGTGGGCAGC
Cre10.g434350 GGAGGCGGAGGTATGTTTGCTCTCTGCGGC GGTTCCACCACCACCTTACGCGCTGTCGGCG Cre10.g434450 GGAGGCGGAGGTATGCTGCCCATCCTTGGG GGTTCCACCACCACCCTGCTTGATGTTGTAGTACTTCCG
Cre10.g434500 GGAGGCGGAGGTATGGAGGTCCAGGCGGCAG GGTTCCACCACCACCCAGCACCACGCCCCACCGAG Cre10.g434550 GGAGGCGGAGGTATGCACAAGACGCCGC GGTTCCACCACCACCCCAATAATGCGACTGCGTCA
Cre10.g434600 GGAGGCGGAGGTATGTTCTCACGAGCGGGC GGTTCCACCACCACCGAGCTTCTCCTCGCCCTTG Cre10.g434650 GGAGGCGGAGGTATGCGGGGGCCACTGT GGTTCCACCACCACCCAGCGACGCAGCAGAC
Cre10.g434700 GGAGGCGGAGGTATGGACTTCCTCCTGAAGCG GGTTCCACCACCACCATTGAGCAGCTCCAGGCG Cre10.g434726 GGAGGCGGAGGTATGCCCTGTAGCTCAAGCC GGTTCCACCACCACCCTAGCTGCACCTGCGGC
Cre10.g434750 GGAGGCGGAGGTATGCAGCTCCTGAACAGCAAG GGTTCCACCACCACCCACCTTGGCGGCGGTGGAG Cre10.g434800 GGAGGCGGAGGTATGCAAGCTTTCCGTCGTTG GGTTCCACCACCACCCTGCTGCCAAGCCGCC
Cre10.g434850 GGAGGCGGAGGTATGCGCGCCATCTCGC GGTTCCACCACCACCGGCTCCCAGAGGCGGC Cre10.g434900 GGAGGCGGAGGTATGAGCAAAGCAACATTACTGCA GGTTCCACCACCACCCTGCTTGTCCCGCTCCGC
Cre10.g434950 GGAGGCGGAGGTATGCCCGAATGCGTGC GGTTCCACCACCACCTCAGCTTTTCTTCTTTTCCTCCA Cre10.g434967 GGAGGCGGAGGTATGTGCTTCAAGCATGCTGA GGTTCCACCACCACCCGCAAGCGTTGCACCG
Cre10.g435000 GGAGGCGGAGGTATGCGCGGTAACTTCAGGTGG GGTTCCACCACCACCCTGCGGCACCACCGCC Cre10.g435050 GGAGGCGGAGGTATGAGCCGAGAATACAGCGG GGTTCCACCACCACCCATCCGACATACTGCAGCTG
Cre10.g435100 GGAGGCGGAGGTATGGCCGTATGCGTGC GGTTCCACCACCACCTCAGCTTTTCTTCTTTTCCTCCA Cre10.g435200 GGAGGCGGAGGTATGGCCGAATGCGTGCGC GGTTCCACCACCACCGCTTTTCTTCTTTTCCTCCAGTGT
Cre10.g435250 GGAGGCGGAGGTATGCCTAGGCGGCTGGCC GGTTCCACCACCACCCTGCAGCAACACGGCCGC Cre10.g435300 GGAGGCGGAGGTATGTCAACGAAGCGCCAGAAAA GGTTCCACCACCACCGTGCATGTGGTTGCAGGG
Cre10.g435450 GGAGGCGGAGGTATGGCAACATCCGGAAACGG GGTTCCACCACCACCGTAGTCGCCGCCGCCGTTG Cre10.g435500 GGAGGCGGAGGTATGTCCGGGATACCGCGC GGTTCCACCACCACCCGCCTCGCTAACAATGCG
Cre10.g435550 GGAGGCGGAGGTATGACGGCACCACAGCTT GGTTCCACCACCACCCTAGCCGCGGCAGGGG Cre10.g435600 GGAGGCGGAGGTATGACGCTCCCGCTGCAC GGTTCCACCACCACCTGCTGACATGCGTAATGACGTT
Cre10.g435650 GGAGGCGGAGGTATGCAGCCAATGCAAGCG GGTTCCACCACCACCCGCCAGCTTGGCCTCC Cre10.g435750 GGAGGCGGAGGTATGAAACTCAACAATGACGGTAGC GGTTCCACCACCACCTCAGCCAGGCGTTGTCC
Cre10.g435800 GGAGGCGGAGGTATGCAGCTTAACGCGTCG GGTTCCACCACCACCTTAGCGCCAGCTGGCG Cre10.g435850 GGAGGCGGAGGTATGACCTGTAACGCCTCCA GGTTCCACCACCACCGATGGCGCCCACCTCC
Cre10.g435900 GGAGGCGGAGGTATGATGTTAAGCACACGTGGG GGTTCCACCACCACCCTGCTGCACCTTGAGCC Cre10.g435950 GGAGGCGGAGGTATGCTGGTACTGCTGAACCC GGTTCCACCACCACCCCTGAACGCTGCCGGA
Cre10.g436000 GGAGGCGGAGGTATGGAGCGCCATGTGGA GGTTCCACCACCACCGTACCCCATTGGCGCC Cre10.g436050 GGAGGCGGAGGTATGGCCCTCGCGATGAAG GGTTCCACCACCACCCTTGGTGGCAGCGGCGTAG
Cre10.g436053 GGAGGCGGAGGTATGGACGACTTCGGTGATTTTG GGTTCCACCACCACCTTCGAGTGGTGCAGCAATCC Cre10.g436100 GGAGGCGGAGGTATGGGAAATAATCAAAGCTCCTGC GGTTCCACCACCACCTTAGGACGTCGTCACCCAG
Cre10.g436150 GGAGGCGGAGGTATGCGGGTGGTCGGCCTTA GGTTCCACCACCACCCCGCAGGCGCAGTGCCACTG Cre10.g436250 GGAGGCGGAGGTATGCCACCTCACAACCGT GGTTCCACCACCACCTGCCTCAATCATCCGGCG
Cre10.g436350 GGAGGCGGAGGTATGTCAATGCCTATGCAGCG GGTTCCACCACCACCTCACGGCGCCTGGTTG Cre10.g436400 GGAGGCGGAGGTATGGGCTCCCGTTCTGT GGTTCCACCACCACCTGTGCACATGGGACCGC
Cre10.g436450 GGAGGCGGAGGTATGTCGAGGTGGGACGAG GGTTCCACCACCACCTGCCGCAGGCGTGATC Cre10.g436500 GGAGGCGGAGGTATGCCGCGACCCCGCATTC GGTTCCACCACCACCGAGCTTGGCGGGAATACCG
Cre10.g436550 GGAGGCGGAGGTATGGCCACTATCTCGTCGATG GGTTCCACCACCACCCAGGCCCTTGCGCCAGTC Cre10.g436600 GGAGGCGGAGGTATGTCAGTGGCATTGTCCATAGA GGTTCCACCACCACCGTCCAGGTCTCCTGCCCG
Cre10.g436650 GGAGGCGGAGGTATGCTGGGCCGGCTTAATTT GGTTCCACCACCACCCTCGGGCACGGTGTGCAC Cre10.g436700 GGAGGCGGAGGTATGTCGGGCGCTCCTACC GGTTCCACCACCACCCACCACCGGGCTCAGCACATTG
Cre10.g436850 GGAGGCGGAGGTATGATCTTCAGCCGTATGCTTG GGTTCCACCACCACCCTACGACTGCTGCTGCTG Cre10.g436900 GGAGGCGGAGGTATGAGCGAACCGAACGCC GGTTCCACCACCACCCCGCCGCTCGTCACCCTC
Cre10.g436950 GGAGGCGGAGGTATGAAATTCGTGTCCTGGCTT GGTTCCACCACCACCATCCTCCTCCAGCGGC Cre10.g437000 GGAGGCGGAGGTATGGCGCGTTTCCACTC GGTTCCACCACCACCCAGAACGCCGGCAGAG
Cre10.g437050 GGAGGCGGAGGTATGCAGCGACAAGCGCGC GGTTCCACCACCACCTGCCAGGTTTAGTTTCCGCAG Cre10.g437100 GGAGGCGGAGGTATGAGTGAATTGGAAGAACTTGT GGTTCCACCACCACCCTACTCCTTCTCCTCCTCAAT
Cre10.g437150 GGAGGCGGAGGTATGGCGGAGCAAACTGGC GGTTCCACCACCACCCTGCTGCATGAGCGCCTC Cre10.g437150 GGAGGCGGAGGTATGGCGGAGCAAACTGG GGTTCCACCACCACCCTGCTGCATGAGCGCC
Cre10.g437201 GGAGGCGGAGGTATGCTGCCACAACAAGGGA GGTTCCACCACCACCCCAGTCGTCACTTGCCACTGAA Cre10.g437250 GGAGGCGGAGGTATGGATTGGTGGAGCAGTCTG GGTTCCACCACCACCCGGTGCACTGCTGCGCAG
Cre10.g437350 GGAGGCGGAGGTATGAAATTCACGACGGCTGG GGTTCCACCACCACCCTAACTGGCGCCGGCG Cre10.g437400 GGAGGCGGAGGTATGGCTTTTTCGCGACGA GGTTCCACCACCACCGTTGCCCTCACCCTTGC
Cre10.g437450 GGAGGCGGAGGTATGGTTGCCGGTGGACTG GGTTCCACCACCACCTTAGTGGCCGGGCCGC Cre10.g437500 GGAGGCGGAGGTATGAATGCCATTACAGGCCC GGTTCCACCACCACCCCCGAGCCACAGCAGC
Cre10.g437550 GGAGGCGGAGGTATGGGCGACAAGGTGGC GGTTCCACCACCACCAGCAGTCTTCGCTTTCTTCG Cre10.g437601 GGAGGCGGAGGTATGCAACTGATGCTGGCC GGTTCCACCACCACCCACGTCCTTGACCTTCATCTC
Cre10.g437650 GGAGGCGGAGGTATGGCCGTGGTGGGCC GGTTCCACCACCACCTCACCGCTCGGAGGCC Cre10.g437700 GGAGGCGGAGGTATGGCCGCGGTGATGG GGTTCCACCACCACCCTGCTCCTTCTTCTCCTCCT
Cre10.g437829 GGAGGCGGAGGTATGGCTGACCCGGAGCTC GGTTCCACCACCACCCTTTCGCCCCTGCCGTTG Cre10.g437850 GGAGGCGGAGGTATGTCGAAACTACTCCGGGTCT GGTTCCACCACCACCCCCGTCTCCCTCGAATGC
Cre10.g437900 GGAGGCGGAGGTATGGCAGCGACGTTGACA GGTTCCACCACCACCCTACGCCCTCGGCGGC Cre10.g437950 GGAGGCGGAGGTATGAGACCGGCATCAGGAGG GGTTCCACCACCACCCACCTGCAGGATCAGCTTAATG
Cre10.g438000 GGAGGCGGAGGTATGGACGTTGGCGCCAGGAATT GGTTCCACCACCACCCCTGCGCGGCCATGCGCC Cre10.g438050 GGAGGCGGAGGTATGGCTGTCGCCGAAGTG GGTTCCACCACCACCTACGGAAGTCAGCAGCAGACTT
Cre10.g438100 GGAGGCGGAGGTATGAAGAAAGCTACGGACCGC GGTTCCACCACCACCCATGATGGCGCAGTTGGAGG Cre10.g438150 GGAGGCGGAGGTATGGCGAGCAGCGTCTG GGTTCCACCACCACCCCAGCCACCCGGTGCA
Cre10.g438200 GGAGGCGGAGGTATGGCGAGCAGCGTCTGG GGTTCCACCACCACCAGACGGCAGCTCCTGCAT Cre10.g438250 GGAGGCGGAGGTATGAGCGCCCGCGGGGCCAAG GGTTCCACCACCACCGTGCCCCGCCGGGCCCGG
Cre10.g438300 GGAGGCGGAGGTATGAGCTACCCATACTTCTCCA GGTTCCACCACCACCTCAACTGCTCAAGCTCTGC Cre10.g438350 GGAGGCGGAGGTATGCTGGTGTACCCTGACCC GGTTCCACCACCACCTCAGCCCCGCTCCGCT
Cre10.g438400 GGAGGCGGAGGTATGGCGCCAGGGCCAGGG GGTTCCACCACCACCGACGTGCAACCGCGCCCTC Cre10.g438450 GGAGGCGGAGGTATGGAGTCGGAGGCCCGC GGTTCCACCACCACCGCAGACGTGCAACCGCGC
Cre10.g438500 GGAGGCGGAGGTATGCCAGGGAGAGTTGCAGA GGTTCCACCACCACCCGCCGCTTGGTGCAGCTG Cre10.g438550 GGAGGCGGAGGTATGCTGTCTCGCACCGC GGTTCCACCACCACCCTACTTGGTCTCCTCCTTCTTCT
Cre10.g438600 GGAGGCGGAGGTATGCCTGGCCGTGACGCT GGTTCCACCACCACCCTTGCCCGACTTCTTGAGGC Cre10.g438650 GGAGGCGGAGGTATGGCGCTCGCGAACC GGTTCCACCACCACCCGCGGCGGTGGTGTTG
Cre10.g438750 GGAGGCGGAGGTATGCTGCCTCTGCGGG GGTTCCACCACCACCCTTCGACTTCTTGCTTTCCCC Cre10.g438850 GGAGGCGGAGGTATGGAGCGGCAAACAAGC GGTTCCACCACCACCCTCCTCGTCCTCGTCCTCG
Cre10.g438883 GGAGGCGGAGGTATGACCGTGCTCGCCG GGTTCCACCACCACCGTACACCCGCTCAAACGC Cre10.g438950 GGAGGCGGAGGTATGGAGAAGGCTCCGTCG GGTTCCACCACCACCCGGCATAGCCAGGTCCG
Cre10.g439000 GGAGGCGGAGGTATGCTGCTTATGCCTCAAAAAG GGTTCCACCACCACCCTACTGCGTCGCCGCC Cre10.g439026 GGAGGCGGAGGTATGCTGACAAGCCGCCA GGTTCCACCACCACCCTACTGCCCCGCTGCC
Cre10.g439050 GGAGGCGGAGGTATGAGCGAGTTTCAGGAGGC GGTTCCACCACCACCGGACCGCGGGTTGACG Cre10.g439100 GGAGGCGGAGGTATGGCCACAGCTCTTCAAGG GGTTCCACCACCACCATCGTCGCCGCCGTCG
Cre10.g439150 GGAGGCGGAGGTATGGCGACGATAGACAAAGAAA GGTTCCACCACCACCCGCATAGTACTGCAGGTTGGC Cre10.g439200 GGAGGCGGAGGTATGGAGGTCGATTCCATCGC GGTTCCACCACCACCGCTTGTCTGCTCCGTGGC
Cre10.g439250 GGAGGCGGAGGTATGGAGAAGTCAGCCATTCCT GGTTCCACCACCACCCTCAACCTGCGGTGCG Cre10.g439300 GGAGGCGGAGGTATGTCAGCTGACAATGCTGCT GGTTCCACCACCACCCCTACGCGCCATCCGCCG
Cre10.g439350 GGAGGCGGAGGTATGCAGCTTACACGCTTCA GGTTCCACCACCACCCCACAGCACCCAGGGC Cre10.g439450 GGAGGCGGAGGTATGGCGACCGGACGTCAG GGTTCCACCACCACCCCGGCGCATCACGTTGGC
Cre10.g439500 GGAGGCGGAGGTATGGCTAAACCAACGCACG GGTTCCACCACCACCCACGGGCGTGCAGATC Cre10.g439550 GGAGGCGGAGGTATGGACTCGCTAGACGCTGC GGTTCCACCACCACCCCCCTGCGTGGCCTGC
Cre10.g439600 GGAGGCGGAGGTATGTCAGCCATAGTGCAAGTG GGTTCCACCACCACCCTGCCCCTTCTTGCCCT Cre10.g439650 GGAGGCGGAGGTATGCAGCTCAAGTCGCAAGT GGTTCCACCACCACCCATCTCCGCCAGCAGCTG
Cre10.g439700 GGAGGCGGAGGTATGCTCTCGGGCCACGGC GGTTCCACCACCACCCTCCTGCTGCGCCGGCGG Cre10.g439800 GGAGGCGGAGGTATGGACAACGCGAAAGAAGC GGTTCCACCACCACCGCCACCACTGAGGCGC
Cre10.g439850 GGAGGCGGAGGTATGGCGCGACTCGCGCTG GGTTCCACCACCACCATCAATCTTCACAGCGCCGTAG Cre10.g439900 GGAGGCGGAGGTATGGGGCGCCTTGTAGGC GGTTCCACCACCACCGAGCTCCTCGCCCTTCTTCTT
Cre10.g439950 GGAGGCGGAGGTATGGAGGAGGCAAGCCA GGTTCCACCACCACCCTGCGGCAACTGCTGC Cre10.g440000 GGAGGCGGAGGTATGCTCAGGGTCGCTGG GGTTCCACCACCACCCGGAGGCACCAGCTTG
Cre10.g440050 GGAGGCGGAGGTATGCAGAGCAGCATGCGT GGTTCCACCACCACCCAGGGAGCTGCGCCAGTC Cre10.g440100 GGAGGCGGAGGTATGGCGTGCATGGACG GGTTCCACCACCACCCGCCGTCGCTACAACG
Cre10.g440150 GGAGGCGGAGGTATGGAAGCAGCGGGGA GGTTCCACCACCACCTGCCGCTGATGCCTTTG Cre10.g440200 GGAGGCGGAGGTATGCCCCGCGTAAAGCGC GGTTCCACCACCACCCGGGTTCAGCCGCTGCCG
Cre10.g440300 GGAGGCGGAGGTATGGAGCACGACGGCG GGTTCCACCACCACCGTTCTGCTCTCCTCCCACC Cre10.g440400 GGAGGCGGAGGTATGCTGGGGCGTCGTG GGTTCCACCACCACCCTTGGCGGCCTCCTCC
Cre10.g440450 GGAGGCGGAGGTATGCAGTGCCTTTCCTCCC GGTTCCACCACCACCCTTCTCGAAGCCCAGGTCGTTC Cre10.g440500 GGAGGCGGAGGTATGTCGAACTGGGCGCTAG GGTTCCACCACCACCCTGCGCCAGCTGCAGC
Cre10.g440550 GGAGGCGGAGGTATGCCACAGAGCGGGA GGTTCCACCACCACCCATCCTCAACGAACGCAGG Cre10.g440600 GGAGGCGGAGGTATGTTTCCCAAGCCGGGC GGTTCCACCACCACCTAAGCTGTCCTGCGCCT
Cre10.g440650 GGAGGCGGAGGTATGGCCGACAACAACAGAGAG GGTTCCACCACCACCCCTCGCCCGCTCTGCC Cre10.g440750 GGAGGCGGAGGTATGGCATGCCGCGCCACG GGTTCCACCACCACCCACGTCCAGCGCATCCAG
Cre10.g440800 GGAGGCGGAGGTATGGTCCGACACAAGCAAA GGTTCCACCACCACCGCAGCCCCACAGCTCG Cre10.g440850 GGAGGCGGAGGTATGATAAACGGTGGACTCACGG GGTTCCACCACCACCGTGGGTAGTGCGGCCTGTCTTG
Cre10.g440950 GGAGGCGGAGGTATGGAGCAGCAAGGCCT GGTTCCACCACCACCCTATTGCCCTCGCGCC Cre10.g441000 GGAGGCGGAGGTATGGCGGAGCTTGAGGA GGTTCCACCACCACCCTTCATGAGCACAATGTTGCG
Cre10.g441050 GGAGGCGGAGGTATGAGTCGTTCACCTCGTGCC GGTTCCACCACCACCTCATTGCGGGCCGGCG Cre10.g441100 GGAGGCGGAGGTATGTGCACTCGCAGCGGG GGTTCCACCACCACCGCACGTTCCTTGCGCCTG
Cre10.g441150 GGAGGCGGAGGTATGCTTCAGCAGGTTGATACG GGTTCCACCACCACCTCACGGATGCACACCGC Cre10.g441200 GGAGGCGGAGGTATGTCAGCTGAGGGCAAGGA GGTTCCACCACCACCCTTGGCCTGCACGGCCAC
Cre10.g441250 GGAGGCGGAGGTATGGTGCAGGTCTACACTGA GGTTCCACCACCACCAAAACGCTGTTGCCTTGGT Cre10.g441300 GGAGGCGGAGGTATGTCCGCTCAGGCACAG GGTTCCACCACCACCGTGGGCATCAGCATCTCCAC
Cre10.g441326 GGAGGCGGAGGTATGCTGCTGGGCCACA GGTTCCACCACCACCCCTAGACACCATTGCGCG Cre10.g441350 GGAGGCGGAGGTATGTCAGAGCTTGCGGGA GGTTCCACCACCACCCTGTCCTTGGTTCATGGCG
Cre10.g441400 GGAGGCGGAGGTATGCTGCTTCTCTTTGAGACGG GGTTCCACCACCACCCTCGTCACCGCCCTTCTTCTTC Cre10.g441450 GGAGGCGGAGGTATGGGTCCACAAAAGAAGAAAAAC GGTTCCACCACCACCTCACGCCTCCCCTGCC
Cre10.g441500 GGAGGCGGAGGTATGGCTTCAACAGAACCTGCAG GGTTCCACCACCACCCCCGCTCTTGGCGTAGAG Cre10.g441550 GGAGGCGGAGGTATGGTGGCGAGCGACTTG GGTTCCACCACCACCCGAGCGCGTAGGCAGGGG
Cre10.g441600 GGAGGCGGAGGTATGGGCTACTGCTCGGTAGAC GGTTCCACCACCACCTCAGGCAAGCCGCCGC Cre10.g441700 GGAGGCGGAGGTATGGCTAAGCCACAGCCG GGTTCCACCACCACCGCTGTCACTGTCCTGAGTC
Cre10.g441750 GGAGGCGGAGGTATGATTCTTGCAAGCTCGGCA GGTTCCACCACCACCTTTGCTGCGGTTACGACTGAG Cre10.g441800 GGAGGCGGAGGTATGACGACTGGGGACATTACC GGTTCCACCACCACCGCCCTGCACCGCCAAT
Cre10.g441850 GGAGGCGGAGGTATGAGTGCGCCGAGCG GGTTCCACCACCACCCAATCCCGCACGCAGG Cre10.g441900 GGAGGCGGAGGTATGGAGGTGCAGGTTCCG GGTTCCACCACCACCGTAGTACCGTGCTGTGGAGC
Cre10.g442000 GGAGGCGGAGGTATGGCGGACACGGTACAATAC GGTTCCACCACCACCCTGCTGTCCGATTGCCTCC Cre10.g442041 GGAGGCGGAGGTATGTCATATCCTCTATCCACGACA GGTTCCACCACCACCCTAGGTTGCCGAGTCAGATAC
Cre10.g442050 GGAGGCGGAGGTATGGACCCGGGGACAATTA GGTTCCACCACCACCCACCACACTGCGCTGC Cre10.g442150 GGAGGCGGAGGTATGATATTTAGCGGCGCTAGAT GGTTCCACCACCACCCTAGCCCAATGACAACGTCT
Cre10.g442200 GGAGGCGGAGGTATGGTGTGCGCTATCGCG GGTTCCACCACCACCCTTGGTCTTCTTCTCCTCGGC Cre10.g442250 GGAGGCGGAGGTATGGGCAACCAAAGGCCC GGTTCCACCACCACCTGACGAAGCGTACAGGTCC
Cre10.g442300 GGAGGCGGAGGTATGACAAAAGGCGGGTCTTC GGTTCCACCACCACCGGCAACCACTGCGGTG Cre10.g442350 GGAGGCGGAGGTATGGTCGGCCTCCCCGC GGTTCCACCACCACCCCCCAGCGGCCCCAGT
Cre10.g442400 GGAGGCGGAGGTATGTCTCTAAGACGCAAGCTTAA GGTTCCACCACCACCTCAGTCCAGCGCCTTGG Cre10.g442450 GGAGGCGGAGGTATGATGTTCTTTTTCTTTTCAGGAGGT GGTTCCACCACCACCTTGCCGGAGAGGAAGGATGAG
Cre10.g442500 GGAGGCGGAGGTATGATTCACGCGACTGTGCC GGTTCCACCACCACCGGCGCTTGCCGCCTTG Cre10.g442550 GGAGGCGGAGGTATGATTCACGCGACTGTGCC GGTTCCACCACCACCGGCGCTTGCCGCCTTG
Cre10.g442600 GGAGGCGGAGGTATGAGTGCGGTCGAGGTTC GGTTCCACCACCACCCGCGAAGCCATTGCTGCT Cre10.g442650 GGAGGCGGAGGTATGGCACCCAAGTCTGGGC GGTTCCACCACCACCCGCCCCCGGCAACAGC
Cre10.g442700 GGAGGCGGAGGTATGGCGGCTGCAGACGTGAAG GGTTCCACCACCACCCGTGGAGGTCTCCATCTCCTC Cre10.g442750 GGAGGCGGAGGTATGGATTTAGGCGTGGGAACG GGTTCCACCACCACCCTCGACCTCCTTGCCGCA
Cre10.g442800 GGAGGCGGAGGTATGGTGGCGGACAACGATC GGTTCCACCACCACCTACCTTGCAGCTTGCGTCG Cre10.g442850 GGAGGCGGAGGTATGCTAGGCAGGACAGCG GGTTCCACCACCACCCCTGTATGCCGCCTTCTC
Cre10.g442900 GGAGGCGGAGGTATGACATCGCCGAACATCCAC GGTTCCACCACCACCGTCAACACCGCCCTCCGG Cre10.g442900 GGAGGCGGAGGTATGACATCGCCGAACATCC GGTTCCACCACCACCGTCAACACCGCCCTCCG
Cre10.g442950 GGAGGCGGAGGTATGCTAGCTCAAAAGGTAGCCCA GGTTCCACCACCACCTCACAGCGCCAGCGCC Cre10.g443000 GGAGGCGGAGGTATGTTGGCCGCTTACGATGC GGTTCCACCACCACCATCGTCTGGTGCGATGCG
Cre10.g443000 GGAGGCGGAGGTATGTTGGCCGCTTACGATG GGTTCCACCACCACCATCGTCTGGTGCGATGCG Cre10.g443050 GGAGGCGGAGGTATGAAGACAAGTTTCTTTGTCGTC GGTTCCACCACCACCTTAGGCGCCCAGGCTG
Cre10.g443100 GGAGGCGGAGGTATGACAGGTCCAGGGCTT GGTTCCACCACCACCCTTGCCGTAGTTCGACCTATC Cre10.g443250 GGAGGCGGAGGTATGCAGCTACCGGTGACG GGTTCCACCACCACCCTCTGCCAGCATGCGCTC
Cre10.g443300 GGAGGCGGAGGTATGGAGAAATACTTGGACCTTACGG GGTTCCACCACCACCGCTATCGCGATACATCTGCTCC Cre10.g443350 GGAGGCGGAGGTATGGCAGAGCGGGAAGG GGTTCCACCACCACCGAAAGCCCTGCCAGTGG
Cre10.g443400 GGAGGCGGAGGTATGGAGAATTCGGGGGAGCA GGTTCCACCACCACCGCCCATGTAGCCAGACATAGG Cre10.g443450 GGAGGCGGAGGTATGTCTGAGACTTTTGGAGCATG GGTTCCACCACCACCTCACGGGTGCCGGCTC
Cre10.g443500 GGAGGCGGAGGTATGGAGTCCCGCGTCATCA GGTTCCACCACCACCTCAGCTGCGCTCCGCC Cre10.g443550 GGAGGCGGAGGTATGGGTTGCGTTAATAGCAAGG GGTTCCACCACCACCGAAGTTGTTGGCCCAGCTAATG
Cre10.g443600 GGAGGCGGAGGTATGCGGGGCTCAGGGG GGTTCCACCACCACCGTTGAATTTCCGCCAGGGG Cre10.g443650 GGAGGCGGAGGTATGGCGAGCGTAAGCATAACG GGTTCCACCACCACCCTTGCCGCCCAGCTTCAG
Cre10.g443750 GGAGGCGGAGGTATGGAGAAGCCTGAGAACATAGTA GGTTCCACCACCACCTCAGTGCTGATGCAGGTGG Cre10.g443801 GGAGGCGGAGGTATGGGGCCCGGACTGG GGTTCCACCACCACCATCCTCCACCTGCAGCAG
Cre10.g443850 GGAGGCGGAGGTATGGCTCCAGCTCAGCTTATG GGTTCCACCACCACCCGACTTGAGCACGTATCCCG Cre10.g443900 GGAGGCGGAGGTATGGAGGCGACGCCAC GGTTCCACCACCACCCTACCCGCCGGCATGC
Cre10.g443950 GGAGGCGGAGGTATGGCCGAAATCGTGGCAATT GGTTCCACCACCACCATCCGCTGCCGCTGGTAG Cre10.g444000 GGAGGCGGAGGTATGGGCATTGTCAAGGATGTT GGTTCCACCACCACCTCAGTGCTTCTTGCTTAACTCC
Cre10.g444086 GGAGGCGGAGGTATGCAGTCGACCGCCG GGTTCCACCACCACCTACGCACGGGCAGCAG Cre10.g444100 GGAGGCGGAGGTATGGCCGATATCGTGGCA GGTTCCACCACCACCATCCGCTGCCGCTGGTA
Cre10.g444150 GGAGGCGGAGGTATGGGCATTGTCAAGGATGTT GGTTCCACCACCACCTCAGTGCTTCTTGCTGATTTCC Cre10.g444183 GGAGGCGGAGGTATGAACATGTGCTCCCTCTG GGTTCCACCACCACCGCTATTCCCTGCAGCAGC
Cre10.g444216 GGAGGCGGAGGTATGGGGCTGTTCGCCT GGTTCCACCACCACCTCATGATGGACTTGACCTTGATC Cre10.g444250 GGAGGCGGAGGTATGTTTGCGCGCTTCCG GGTTCCACCACCACCCATCACCGCGCAGCCG
Cre10.g444300 GGAGGCGGAGGTATGTGGCTACACTGGAAGACT GGTTCCACCACCACCCGGCTCCTTCTTATCGGC Cre10.g444317 GGAGGCGGAGGTATGCTGTCAAGCCAGTGC GGTTCCACCACCACCAGGGCCGATGGGGTCG
Cre10.g444400 GGAGGCGGAGGTATGGGGTCGCTCTTTTCGA GGTTCCACCACCACCTTATAACGCCGCCCGCG Cre10.g444450 GGAGGCGGAGGTATGGAGGCTGGTGAACAGA GGTTCCACCACCACCCACTGTTGACAGCTGCTGC
Cre10.g444500 GGAGGCGGAGGTATGCTGGCTCGCTCTCT GGTTCCACCACCACCTTAGCGCACCACCGGC Cre10.g444550 GGAGGCGGAGGTATGTCCTCGTTCAAGATGCTCG GGTTCCACCACCACCCCACCACGGCAGCAGGCC
Cre10.g444700 GGAGGCGGAGGTATGCAGCTTGGCAAGTTTCAC GGTTCCACCACCACCGCGGGAGAAGTAGGGGCC Cre10.g444700 GGAGGCGGAGGTATGCAGCTTGGCAAGTTTCA GGTTCCACCACCACCGCGGGAGAAGTAGGGGC
Cre10.g444726 GGAGGCGGAGGTATGGCTACAACAGGCAGCTC GGTTCCACCACCACCGCCTGCGCGCTTGCAC Cre10.g444750 GGAGGCGGAGGTATGGCCTTCCGGTCGC GGTTCCACCACCACCTTACACGCCGGCACGG
Cre10.g444800 GGAGGCGGAGGTATGTCGAAAGACGAGGCTTC GGTTCCACCACCACCAATGTCCTTGCTGGCGATC Cre10.g444850 GGAGGCGGAGGTATGTCAAACAGAAACGAGGGC GGTTCCACCACCACCATTACGCGACACAGGTTGC
Cre10.g444900 GGAGGCGGAGGTATGGTTGAAGCTGACTTGGAGG GGTTCCACCACCACCCAAAGTCAAGGTGGTTGGCTTG Cre10.g444950 GGAGGCGGAGGTATGGTGCCAGGACAGGAT GGTTCCACCACCACCTGCGTACTGCGAGGGC
Cre10.g445000 GGAGGCGGAGGTATGGGGTTCGGCTGGCAAG GGTTCCACCACCACCCGCTGTGATGACCTTTGGCA Cre10.g445000 GGAGGCGGAGGTATGGGGTTCGGCTGGC GGTTCCACCACCACCCGCTGTGATGACCTTTGGC
Cre10.g445050 GGAGGCGGAGGTATGCGTCTTGTCGGCCC GGTTCCACCACCACCCCGTACCCCCATCTTCGG Cre10.g445100 GGAGGCGGAGGTATGTTGGCTGTTCGAACTAAGG GGTTCCACCACCACCTTAAAACCGCACCCAGCAC
Cre10.g445150 GGAGGCGGAGGTATGCCAACGGACTCTCCTCTTA GGTTCCACCACCACCCTGCCTTAACGTCACACGCAAG Cre10.g445151 GGAGGCGGAGGTATGCTCAGTGCAAAGACAGT GGTTCCACCACCACCCTAGGGCGGGGTTGGT
Cre10.g445153 GGAGGCGGAGGTATGCCCACCCAGGCGC GGTTCCACCACCACCTAACTTGGCAAAGCAGCCCG Cre10.g445177 GGAGGCGGAGGTATGTGGGGATGCGCGG GGTTCCACCACCACCCTATATGGACACATGTCCGAAAGA
Cre10.g445201 GGAGGCGGAGGTATGGTTCTCGCCGGCG GGTTCCACCACCACCGCCCTCAACCGTCTCACT Cre10.g445275 GGAGGCGGAGGTATGGCCAACTTGGCGGTG GGTTCCACCACCACCTTCCTTGCTCTTGTCCGGATG
Cre10.g445299 GGAGGCGGAGGTATGCCCTACTTGGCAGCG GGTTCCACCACCACCCACGCATCCGGCCACG Cre10.g445323 GGAGGCGGAGGTATGGCCGCCAGAAGCTGT GGTTCCACCACCACCGGCTGCGGCCATGGCC
Cre10.g445347 GGAGGCGGAGGTATGGCAGCGCTGGCTG GGTTCCACCACCACCTTCCTTGCTCTTGTCCGGA Cre10.g445371 GGAGGCGGAGGTATGCAATCAGTAGGGGCGC GGTTCCACCACCACCGGCGGCTCTCTCCTCG
Cre10.g445395 GGAGGCGGAGGTATGTCCGAGTCCTACTACTATGC GGTTCCACCACCACCCTAGCCGGTGTCTTGCCC Cre10.g445419 GGAGGCGGAGGTATGATGGGGTACGTTTCATGC GGTTCCACCACCACCTGTGGCTCCTGCCCAG
Cre10.g445443 GGAGGCGGAGGTATGACCGTATTGTCCGGCC GGTTCCACCACCACCAGACACGCGGGCACCT Cre10.g445467 GGAGGCGGAGGTATGAGGGCAGCGACCG GGTTCCACCACCACCCCGAGATTGTGAAGGACAAGG
Cre10.g445600 GGAGGCGGAGGTATGGAGGGCAAGTCACATCGT GGTTCCACCACCACCCTCCGCCGCTGCTGCC Cre10.g445650 GGAGGCGGAGGTATGCATATTAAGCAGGTGCTGA GGTTCCACCACCACCATCCTCATCGTCATCTCCACCC
Cre10.g445700 GGAGGCGGAGGTATGGAGGAGGCAAAATGCG GGTTCCACCACCACCGCGATCCTCCTCCTCGT Cre10.g445750 GGAGGCGGAGGTATGGTCGAGGTTATCCGGC GGTTCCACCACCACCAAGCCCCCGCTTAGCC
Cre10.g445800 GGAGGCGGAGGTATGGACGCGCTTGACCT GGTTCCACCACCACCGCACACAGTTCGACGGG Cre10.g445850 GGAGGCGGAGGTATGGGGCGACGGGAATA GGTTCCACCACCACCCTCTCTCTGCCCACGTTTG
Cre10.g445900 GGAGGCGGAGGTATGACGAGCGTCATTGAGCAG GGTTCCACCACCACCCTTGCGTTTGCCCTTGCG Cre10.g445952 GGAGGCGGAGGTATGGCGAGTGAGGAGGG GGTTCCACCACCACCCGACTGCTCGTCTATGTCAC
Cre10.g446000 GGAGGCGGAGGTATGTTTTCATTCGGCAGCAAGG GGTTCCACCACCACCCATGCCCACACCTGATCCAG Cre10.g446050 GGAGGCGGAGGTATGCCGAATCGCTCGCTG GGTTCCACCACCACCGCAACTGCGTATCCGCTTG
Cre10.g446100 GGAGGCGGAGGTATGGCGCTACTTGCCAACA GGTTCCACCACCACCCTTCTGCTGCCCCATCGC Cre10.g446150 GGAGGCGGAGGTATGGGGATACTGAGCCTTCTAGT GGTTCCACCACCACCGGATAGTGCCGGGTTGGC
Cre10.g446200 GGAGGCGGAGGTATGGAGGACTCAAAGCTCGCG GGTTCCACCACCACCCCGCCGTGACAGGGCG Cre10.g446300 GGAGGCGGAGGTATGACGGCGTCGGCTGCT GGTTCCACCACCACCTGCCAGACTCAGCCCCTG
Cre10.g446350 GGAGGCGGAGGTATGCGGGCTCTTTCCTCG GGTTCCACCACCACCGAACTTGGTGGCCGGCAC Cre10.g446400 GGAGGCGGAGGTATGAGCGAGCTAGCAGCTTTAA GGTTCCACCACCACCCGTGGCCAGCTGCCCGTAG
Cre10.g446450 GGAGGCGGAGGTATGGACTCGGAGCAGCAGC GGTTCCACCACCACCGCCCTGCTGCTGCCCA Cre10.g446500 GGAGGCGGAGGTATGGCATCCACTTGTCTTCTTG GGTTCCACCACCACCTCAATTCTCCACAACGACGC
Cre10.g446550 GGAGGCGGAGGTATGGCAGCACAAGTTATGAACA GGTTCCACCACCACCGTTGAAGCCCGCAATGTGCTTC Cre10.g446650 GGAGGCGGAGGTATGTTTCCTGCGAACGGG GGTTCCACCACCACCAAACTGCAGCTGGCTGAAC
Cre10.g446700 GGAGGCGGAGGTATGGCGCAGCGCGACG GGTTCCACCACCACCCTTGTGGCTGTGGCAGCC Cre10.g446750 GGAGGCGGAGGTATGACCGTGCCTCTGGGC GGTTCCACCACCACCGAACAGCATCGTTGTAACCACC
Cre10.g446800 GGAGGCGGAGGTATGAGCGAGCCTGAGGGG GGTTCCACCACCACCGGACGACGCCAGCACGCAG Cre10.g446900 GGAGGCGGAGGTATGGCGGCCGAGACGACC GGTTCCACCACCACCGAACCGCTTGATGTCTTTGGG
Cre10.g446950 GGAGGCGGAGGTATGAGCGGGCACGAGG GGTTCCACCACCACCCAGGTCTGGACCCCACTG Cre10.g447000 GGAGGCGGAGGTATGAGCGACGAAGTACTGGA GGTTCCACCACCACCGAAGTATCCGCCGCCTG
Cre10.g447050 GGAGGCGGAGGTATGCTCGGCACGCATG GGTTCCACCACCACCATGCCCCCAGCCTTTGC Cre10.g447100 GGAGGCGGAGGTATGGCCACCCGCCAGC GGTTCCACCACCACCCTTGCCCCCCACAAACGC
Cre10.g447200 GGAGGCGGAGGTATGGCACCCAAGGTCAAGG GGTTCCACCACCACCCAGGGTGTGCCGACCG Cre10.g447225 GGAGGCGGAGGTATGCCAAAGACTTTTCCTTTTGAT GGTTCCACCACCACCCTAGTACTCACGACGCACCA
Cre10.g447250 GGAGGCGGAGGTATGGCGGGGGAGGGGC GGTTCCACCACCACCTCCTCCAGCACTCCAGCAG Cre10.g447300 GGAGGCGGAGGTATGCAGCTTACCATCACCACG GGTTCCACCACCACCGCTCATGTCAAACATGAAGCTG
Cre10.g447350 GGAGGCGGAGGTATGCAGTCACCAACTCAGCC GGTTCCACCACCACCCTGCACCGGGAATGGCTG Cre10.g447400 GGAGGCGGAGGTATGTGGCTAGCCTGGCTGG GGTTCCACCACCACCGGCGCTTGCCGCCTTG
Cre10.g447450 GGAGGCGGAGGTATGTGGCTAGCCTGGCTGG GGTTCCACCACCACCGGCGCTTGCCGCCTTG Cre10.g447500 GGAGGCGGAGGTATGGACCAGGGCGCGGCC GGTTCCACCACCACCGTTCGCCCCCAGCCTCTG
Cre10.g447500 GGAGGCGGAGGTATGGACCAGGGCGCGG GGTTCCACCACCACCGTTCGCCCCCAGCCTC Cre10.g447550 GGAGGCGGAGGTATGGGCGGAGGCGGAG GGTTCCACCACCACCTCAGAACTCACCCCATAGTGG
Cre10.g447600 GGAGGCGGAGGTATGATTCACGCGACTGTGCC GGTTCCACCACCACCGGCGCTTGCCGCCTTG Cre10.g447650 GGAGGCGGAGGTATGTGGCTAGCCTGGCT GGTTCCACCACCACCTAAGGCGCTTGCCGCC
Cre10.g447735 GGAGGCGGAGGTATGGCTGAGCCAGTTTACTG GGTTCCACCACCACCCCCCAGCGCATCCCAG Cre10.g447767 GGAGGCGGAGGTATGCGAGACGAACCTTTAGATG GGTTCCACCACCACCTCACATGCGTGAGCGC
Cre10.g447800 GGAGGCGGAGGTATGGCGCAGACTATCCCG GGTTCCACCACCACCCATCCCTCCCCGCACG Cre10.g447900 GGAGGCGGAGGTATGGCGGCTGGGGCCA GGTTCCACCACCACCTCTCCCGTCCGCTCCGT
Cre10.g447950 GGAGGCGGAGGTATGGCTGCAACCCAGCC GGTTCCACCACCACCACTGCGGCGTGGCTGG Cre10.g448000 GGAGGCGGAGGTATGTCGAGCGAGGATGACGA GGTTCCACCACCACCTCGGCCATCCCGCCCA
Cre10.g448051 GGAGGCGGAGGTATGCTCAAGTGGCGCAAGG GGTTCCACCACCACCCTTGAAGTCGTCAGGCAGAGTC Cre10.g448100 GGAGGCGGAGGTATGCTGAACGAGCGCTATTTG GGTTCCACCACCACCCCGCCCACGAATCATCATCA
Cre10.g448150 GGAGGCGGAGGTATGGCATGGCAGGAGTTCG GGTTCCACCACCACCTTACGGCGCCCCCACG Cre10.g448200 GGAGGCGGAGGTATGCGATGGCGTCCATG GGTTCCACCACCACCTCCCGACGTGAACAGCA
Cre10.g448250 GGAGGCGGAGGTATGGACAGAGTGTTGCTTTTCC GGTTCCACCACCACCTTAAGCGTCACGCCTGC Cre10.g448300 GGAGGCGGAGGTATGGAGGACGCGGAAGAT GGTTCCACCACCACCTCAACGCCCAGCGCTG
Cre10.g448400 GGAGGCGGAGGTATGCCGGCCACGGCAA GGTTCCACCACCACCCTTGGTCACCACCGCTGC Cre10.g448450 GGAGGCGGAGGTATGACGCCGCCTAAAGACATG GGTTCCACCACCACCGGTGCTGTGCATGTGGCC
Cre10.g448500 GGAGGCGGAGGTATGTGGACCGCCCGCGTG GGTTCCACCACCACCCACCTTCTCGCAGGCTGAC Cre10.g448600 GGAGGCGGAGGTATGGCTGCCGCTACTACA GGTTCCACCACCACCCTTGCCCTTCCTGTTGGC
Cre10.g448650 GGAGGCGGAGGTATGGCGAGCAAGACAATAACCT GGTTCCACCACCACCCTAGGTGGCGGCGGGC Cre10.g448700 GGAGGCGGAGGTATGCTGCCGTCCGGAGCTC GGTTCCACCACCACCCTCCAGCACGCCCCCCGC
Cre10.g448750 GGAGGCGGAGGTATGGCTGCCCACGCAA GGTTCCACCACCACCTTCCAGGCCATGCCCTG Cre10.g448800 GGAGGCGGAGGTATGCACTTAGCGACGTCACG GGTTCCACCACCACCTCACGCCCCCGTCCCC
Cre10.g448850 GGAGGCGGAGGTATGGGTGATCGGCCTGGG GGTTCCACCACCACCGTTCTGAAGGCTGCGCAG Cre10.g448900 GGAGGCGGAGGTATGGCAGCTAGTAGCTATTTCAA GGTTCCACCACCACCCTACTCAGACCGCCGCC
Cre10.g448950 GGAGGCGGAGGTATGGCCTCGACGGGAGGA GGTTCCACCACCACCTCCCCAGTCCTGCTCCTG Cre10.g448977 GGAGGCGGAGGTATGGCGCTTCTCGCTCG GGTTCCACCACCACCGCGACTGTTGCTGCGG
Cre10.g449000 GGAGGCGGAGGTATGCAATATATGTTTACAGCTTGGTCA GGTTCCACCACCACCGTTCCGGGTACCTAATCGCATC Cre10.g449020 GGAGGCGGAGGTATGTCTGCAGCCACGGAC GGTTCCACCACCACCCTGCTGTTGCCCGTGTTC
Cre10.g449050 GGAGGCGGAGGTATGTACGTCAAGTCGGGGC GGTTCCACCACCACCCCAGTTGACGTCCATGGAG Cre10.g449100 GGAGGCGGAGGTATGGATTCTGCAACAACGTCG GGTTCCACCACCACCTCAGGCGTCGCCGTCG
Cre10.g449127 GGAGGCGGAGGTATGGAGGGTTTCTGCTTGGG GGTTCCACCACCACCCTAATCAAACAGGCCGTTTACAA Cre10.g449138 GGAGGCGGAGGTATGGTCACGTATGACCAGCA GGTTCCACCACCACCTGCCGCTCGTGTCACA
Cre10.g449150 GGAGGCGGAGGTATGCGTGATATGACTCTGGAGA GGTTCCACCACCACCCAATTCGCCGCGCTTCAAT Cre10.g449250 GGAGGCGGAGGTATGGCGGAGGTGAAAAAGAAGA GGTTCCACCACCACCCATGGCGTACCCCTGCCTC
Cre10.g449350 GGAGGCGGAGGTATGGCGGATGGCGCCG GGTTCCACCACCACCTCCAATGGGCGCCTTGGA Cre10.g449400 GGAGGCGGAGGTATGGCTGACGCGTCGC GGTTCCACCACCACCACGACCGATGCGCCAG
Cre10.g449450 GGAGGCGGAGGTATGGACCTAGCAGCTGCC GGTTCCACCACCACCCACAGCGCTCCACATGC Cre10.g449501 GGAGGCGGAGGTATGGCGAGCGTTGAATGC GGTTCCACCACCACCTGGCTTCCACTGCCGC
Cre10.g449550 GGAGGCGGAGGTATGCCAATCGCAGTCGGAG GGTTCCACCACCACCCAGCCCCTCCAGCATGCTC Cre10.g449650 GGAGGCGGAGGTATGCAGCTGGAGGACCTC GGTTCCACCACCACCCACATCATCTGCGGCAGG
Cre10.g449700 GGAGGCGGAGGTATGGGTGGAGCGGCTAGC GGTTCCACCACCACCCTTGGCCGCCGCCTCG Cre10.g449800 GGAGGCGGAGGTATGGTGGCCGTGGCCTA GGTTCCACCACCACCCACGTTTGCATCCGCATC
Cre10.g449850 GGAGGCGGAGGTATGCGAGCAGAAGCAGAG GGTTCCACCACCACCGTCCTCCTGACCGCGG Cre10.g449901 GGAGGCGGAGGTATGAGCGGCCAAAACCCT GGTTCCACCACCACCCTGCACGGTCGCTGCG
Cre10.g450050 GGAGGCGGAGGTATGCCCGCAAATGACGAC GGTTCCACCACCACCCTAAAGTCGCCGCCGC Cre10.g450150 GGAGGCGGAGGTATGGGCCCTGTGCTCAC GGTTCCACCACCACCGAAACTGAAATGCTTGCAGCT
Cre10.g450200 GGAGGCGGAGGTATGGACGAAAACGAAGAGGAG GGTTCCACCACCACCGAAAATGAATGGCTTGCAGCT Cre10.g450300 GGAGGCGGAGGTATGATGGTAGCGGACGCAAC GGTTCCACCACCACCGTCCTCAGCCCCTCCACG
Cre10.g450350 GGAGGCGGAGGTATGAAGGACTATGCGAGAGAGG GGTTCCACCACCACCGAACTCGTCCTCGAAGCCG Cre10.g450400 GGAGGCGGAGGTATGCTGTCTAGGGCCCTGC GGTTCCACCACCACCCGCGGTGGCGTTCAGGTC
Cre10.g450450 GGAGGCGGAGGTATGTCCGATAATGAGAATGAGGC GGTTCCACCACCACCTCAGAACTTGCGCGGC Cre10.g450550 GGAGGCGGAGGTATGCGGAGTCTTTCAACCCAC GGTTCCACCACCACCATCCTTGAGGTTGCGCGG
Cre10.g450600 GGAGGCGGAGGTATGGACCTGCGAGGCGGCAAG GGTTCCACCACCACCTTCGCCCGCCATGCACGC Cre10.g450626 GGAGGCGGAGGTATGGCGCTGCCGGGTC GGTTCCACCACCACCTCAGCCGCGCCATGCC
Cre10.g450650 GGAGGCGGAGGTATGGCGCTGGAGATCGCT GGTTCCACCACCACCGGCAGCGGCAGGTGCC Cre10.g450750 GGAGGCGGAGGTATGGGCGCAGCAATAATATACA GGTTCCACCACCACCCTACGCCGGCTTCTGC
Cre10.g450850 GGAGGCGGAGGTATGTTAAAGAGAGTGAGGGATAGC GGTTCCACCACCACCCTACTGGCTGCCCGAAATC Cre10.g450879 GGAGGCGGAGGTATGGCCAAGACGCGCC GGTTCCACCACCACCCTACCGCCGACCGCCA
Cre10.g450900 GGAGGCGGAGGTATGAGTGTCTCACTAGGGGG GGTTCCACCACCACCGAACCAGCGCGGCTCA Cre10.g450950 GGAGGCGGAGGTATGGCAAAGTTCATTCGCGTTA GGTTCCACCACCACCCGAGCTACCGGCACTCACAATC
Cre10.g451000 GGAGGCGGAGGTATGTCTCAAACCCCACCCG GGTTCCACCACCACCCACCCGCACCCACTTTGC Cre10.g451050 GGAGGCGGAGGTATGTCAATTGCAGGTGAGGG GGTTCCACCACCACCGTCTGCGTCCGACATCG
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Cre10.g451100 GGAGGCGGAGGTATGGCAGCCGAATTGCCG GGTTCCACCACCACCGAGCCGCGACCGAAGCAC Cre10.g451200 GGAGGCGGAGGTATGTCCAAGTTCATCTACGTCAC GGTTCCACCACCACCGCATCGGTGCGTGAAGGC
Cre10.g451250 GGAGGCGGAGGTATGCGGCTGCCTCTGT GGTTCCACCACCACCGAGCTGCAGGCCCAGG Cre10.g451300 GGAGGCGGAGGTATGAACGAAAGCAGTAGCAGC GGTTCCACCACCACCCTACGCGCCCCCCCTG
Cre10.g451350 GGAGGCGGAGGTATGGAGGTGGACCTGAAGC GGTTCCACCACCACCTTAGGCCCGCACCACG Cre10.g451400 GGAGGCGGAGGTATGGCTGCAGCCGCCTATAAAA GGTTCCACCACCACCAAAGCCGGGCGTGACGGG
Cre10.g451477 GGAGGCGGAGGTATGCGCCCAGGCTGGC GGTTCCACCACCACCGTGCTCGGTGCCTCCG Cre10.g451500 GGAGGCGGAGGTATGCTTGTAGGCACTCGGG GGTTCCACCACCACCCACCACCATCTGGCTGTG
Cre10.g451700 GGAGGCGGAGGTATGGCCGGCGACGAGA GGTTCCACCACCACCCCACCAGCCCGAGGGT Cre10.g451752 GGAGGCGGAGGTATGGCTTCCCGCGCGTTCATC GGTTCCACCACCACCGATGATGTTGGCAGGGCAGC
Cre10.g451800 GGAGGCGGAGGTATGGCCAAGGGCGGCA GGTTCCACCACCACCCTCCTCCTTCTCCTCCTCCT Cre10.g451850 GGAGGCGGAGGTATGGATGACCCGCAGCTG GGTTCCACCACCACCCGTTGACGCAAAGTCCTGGTC
Cre10.g451900 GGAGGCGGAGGTATGCAAGTGCAGCAGAAGCTAG GGTTCCACCACCACCGAGCTTGAACTTGGTCTTGATGG Cre10.g451950 GGAGGCGGAGGTATGCGGAAGGAAGCGACTC GGTTCCACCACCACCCGAATACTGCTTCATGAAGTCCT
Cre10.g452000 GGAGGCGGAGGTATGTCTACAGTAAACGAGCTGGA GGTTCCACCACCACCCCCGAACTCTTGCTCCTCC Cre10.g452050 GGAGGCGGAGGTATGGCGTTCGTTCTTGCTAAGT GGTTCCACCACCACCCAGGCGGGCCAGGTCGTTC
Cre10.g452100 GGAGGCGGAGGTATGGCCGCTCTCCGCA GGTTCCACCACCACCCTTGTTCTTGGCGTCCATCTG Cre10.g452150 GGAGGCGGAGGTATGGCTCCGGACACGG GGTTCCACCACCACCGCTCGCCAGCACCAGC
Cre10.g452250 GGAGGCGGAGGTATGCGATCATTGTCAGGGAG GGTTCCACCACCACCTGCGTAGAGGTCGTTGGT Cre10.g452300 GGAGGCGGAGGTATGTCCGACCGGCGGT GGTTCCACCACCACCGCACACCTCCGCGATG
Cre10.g452350 GGAGGCGGAGGTATGCAGACTCTTTCCGTCAAG GGTTCCACCACCACCGTACTTCTTCACGTGGAACCC Cre10.g452450 GGAGGCGGAGGTATGCAGACCAGCAGGGC GGTTCCACCACCACCGAAGAAGTCCTCGTCGTCG
Cre10.g452500 GGAGGCGGAGGTATGGGTAAACCGGAAGGCAAG GGTTCCACCACCACCCAGCTTTGCCTTCTTGCCC Cre10.g452550 GGAGGCGGAGGTATGGGCCGGCCACAGG GGTTCCACCACCACCTCACCGGCGCATGGCG
Cre10.g452600 GGAGGCGGAGGTATGGGCTTTGAAGGCCGG GGTTCCACCACCACCCTTCCGGCGCTTGCGG Cre10.g452650 GGAGGCGGAGGTATGGCCCACGCCCCGAAC GGTTCCACCACCACCGTTGTGCTTGAAGCTGCCATC
Cre10.g452700 GGAGGCGGAGGTATGCCGACTTCCGTCGC GGTTCCACCACCACCTGGCACACCCAGGAACG Cre10.g452750 GGAGGCGGAGGTATGGTGGACCTCGACTTCGG GGTTCCACCACCACCCTCCTTTGACGGCGAGGTG
Cre10.g452800 GGAGGCGGAGGTATGTTCGCTCTGTCTTCGC GGTTCCACCACCACCGTTCTTGGGGGCCTCGA Cre10.g452900 GGAGGCGGAGGTATGGCGCAGCTAAAGCTCTTG GGTTCCACCACCACCCGCGCTCTTCCCCGCC
Cre10.g452950 GGAGGCGGAGGTATGAAGGTCGCTCCAGCG GGTTCCACCACCACCCTAGTGCCCCGCAGCG Cre10.g453000 GGAGGCGGAGGTATGGCCCAATTTATGCAAGACC GGTTCCACCACCACCCTACTGCGCGCCACCC
Cre10.g453050 GGAGGCGGAGGTATGCAGACGAGGCTGTTCG GGTTCCACCACCACCAGCAGCAATGTCCGCCTC Cre10.g453100 GGAGGCGGAGGTATGTGGGGCTTCTTCGTTTT GGTTCCACCACCACCGCTCCGCCCCCAGAAG
Cre10.g453200 GGAGGCGGAGGTATGTCCACCTCTAACACTCCG GGTTCCACCACCACCGCACGAGACATCCACATTCT Cre10.g453250 GGAGGCGGAGGTATGGCGAATGCAAGGGC GGTTCCACCACCACCAGTTGTGCCTCCAGCTGA
Cre10.g453300 GGAGGCGGAGGTATGACACACAGCCCGCA GGTTCCACCACCACCCAGCGCGCTGCTGTTC Cre10.g453350 GGAGGCGGAGGTATGTTGCTTGTTGCAGTTGG GGTTCCACCACCACCCTACCAGCTGCCGCCG
Cre10.g453450 GGAGGCGGAGGTATGGCTCAGGCTCCGAA GGTTCCACCACCACCCTTGGGGTTCCGGAGCA Cre10.g453500 GGAGGCGGAGGTATGTCGTCAAGAGCTTCGTT GGTTCCACCACCACCCAGCTGCTCCTGCAGC
Cre10.g453550 GGAGGCGGAGGTATGAATTCAGTCGCCTCGTG GGTTCCACCACCACCCTGCGCCATCTGCTGTT Cre10.g453600 GGAGGCGGAGGTATGTGCAGGCCTACCGA GGTTCCACCACCACCTTACGCCAGCTTGCGC
Cre10.g453650 GGAGGCGGAGGTATGGAAGCGTGGGGCG GGTTCCACCACCACCCACCTCGCGCTCATACTC Cre10.g453700 GGAGGCGGAGGTATGGCGCAAACATGCAGC GGTTCCACCACCACCGTGCTCGACCCCTCCG
Cre10.g453707 GGAGGCGGAGGTATGGCGCAAGTCGATGAC GGTTCCACCACCACCGTGCTCAACCCCTCCGG Cre10.g453728 GGAGGCGGAGGTATGCCCGTGCTGCGGC GGTTCCACCACCACCGAACGCCGATGGCCCAAG
Cre10.g453750 GGAGGCGGAGGTATGGCGCAACTCGACGAC GGTTCCACCACCACCCACCCAGCTCCGTGGTTTC Cre10.g453766 GGAGGCGGAGGTATGAACCTCAGCCTGGCCC GGTTCCACCACCACCGCGCTCGACCCCTCCG
Cre10.g453782 GGAGGCGGAGGTATGCCCGTGCTGCGGC GGTTCCACCACCACCATGCTCGGCGCCTCCG Cre10.g453800 GGAGGCGGAGGTATGGCGCAAGTCGATGG GGTTCCACCACCACCCCCATAGGCCACACGAGG
Cre10.g453807 GGAGGCGGAGGTATGATTGTAGCTAGCTCGTGTAGC GGTTCCACCACCACCCAGGTCCGTCAGCGCCGG Cre10.g453850 GGAGGCGGAGGTATGGTGTATACAAGGGCGTCG GGTTCCACCACCACCCTACCGCCGTGCTGACG
Cre10.g453900 GGAGGCGGAGGTATGGCGGACGTGGAGGAC GGTTCCACCACCACCGTCCTCCACCGTCTCCAC Cre10.g454000 GGAGGCGGAGGTATGGACCGTGCACGTATCC GGTTCCACCACCACCGGCCTTGGCGGCTTTG
Cre10.g454025 GGAGGCGGAGGTATGGACGTATCCGCGCCATTTC GGTTCCACCACCACCCTCTGCCGCAGCCGTCGTC Cre10.g454100 GGAGGCGGAGGTATGCTGCGCCGAAATGT GGTTCCACCACCACCCCTCTTGCCACCCCCA
Cre10.g454150 GGAGGCGGAGGTATGGACGCAGCGAGCCCG GGTTCCACCACCACCTGCGCTGCTGCTGCCGTTG Cre10.g454200 GGAGGCGGAGGTATGGCATACAAGCCTGTTGAC GGTTCCACCACCACCTCAGTCCACGTCCGGC
Cre10.g454250 GGAGGCGGAGGTATGCACCGCTTGCGCC GGTTCCACCACCACCCTGCTTGGGTGCCATGC Cre10.g454300 GGAGGCGGAGGTATGCTTACAGCTGCAAGCTCG GGTTCCACCACCACCGGCATTCATTTGCTCCCGC
Cre10.g454400 GGAGGCGGAGGTATGTACACTCTGCGCGTCG GGTTCCACCACCACCCTTGCTCGTGCCGCCC Cre10.g454450 GGAGGCGGAGGTATGCGTGGGGGTCTGCAG GGTTCCACCACCACCGGCCATCGCCAGTCCCGAG
Cre10.g454500 GGAGGCGGAGGTATGCTCAAGCCTCCTCTCC GGTTCCACCACCACCGACTGGGGCCATGCGG Cre10.g454550 GGAGGCGGAGGTATGAGTGCAGCCTTCGGTG GGTTCCACCACCACCTCGCAAGTTGCCGGAGTC
Cre10.g454600 GGAGGCGGAGGTATGGGCCTCAGAGAACTTGT GGTTCCACCACCACCCTAAGGCATGGCCGGC Cre10.g454650 GGAGGCGGAGGTATGGAGCCCATGGACATTGA GGTTCCACCACCACCGATGCCAGACGCGCCG
Cre10.g454700 GGAGGCGGAGGTATGGGGAGCGTCCTTACCGA GGTTCCACCACCACCTCACGAGCCGCCCGCA Cre10.g454734 GGAGGCGGAGGTATGCAGTGCGCCCTGCAT GGTTCCACCACCACCCGCGAACAGCTTGTCCAG
Cre10.g454800 GGAGGCGGAGGTATGCTGGAGCTGGTGGC GGTTCCACCACCACCGTAGTTGCTCCGTTGCCG Cre10.g454951 GGAGGCGGAGGTATGTACTGCTTGTATTTGCTCCC GGTTCCACCACCACCTCAGCTGCACCCTACGG
Cre10.g455000 GGAGGCGGAGGTATGGCTTGGCTCGGCCTG GGTTCCACCACCACCCTCCAGCCCGGAGCCCAC Cre10.g455050 GGAGGCGGAGGTATGCACATCAACGACTACGAG GGTTCCACCACCACCGTCATGCTCCAGAGTGCG
Cre10.g455100 GGAGGCGGAGGTATGGTGAGTGTACGGGCA GGTTCCACCACCACCCGCGAACTGCTGCTGC Cre10.g455150 GGAGGCGGAGGTATGACGCCGAAACGAGTTC GGTTCCACCACCACCCCTCCGCAGAACACGC
Cre10.g455190 GGAGGCGGAGGTATGGCTGCAGCAGTATCTG GGTTCCACCACCACCGGGCACCACCCTCTGC Cre10.g455231 GGAGGCGGAGGTATGGCACCGCAAGCTGC GGTTCCACCACCACCCGCCCCCTCCATGCCC
Cre10.g455250 GGAGGCGGAGGTATGCACGCGCATCTGC GGTTCCACCACCACCATGCCCTCCTCCTCCGC Cre10.g455350 GGAGGCGGAGGTATGCCGCTCTTCTCCAGC GGTTCCACCACCACCCACCGGGTCCGCCGAC
Cre10.g455400 GGAGGCGGAGGTATGAAGGTCAGCACCGACG GGTTCCACCACCACCCTGCGCCATGGCCTGC Cre10.g455451 GGAGGCGGAGGTATGCGGGCAGTGGCTCGC GGTTCCACCACCACCGGGCTGCTTGTAGAAGGTCTG
Cre10.g455500 GGAGGCGGAGGTATGGAGATGCCTTCTTCGCG GGTTCCACCACCACCGTCGCTGTGGTAGTCCTCG Cre10.g455551 GGAGGCGGAGGTATGGCGGCAAGAGGGC GGTTCCACCACCACCCTAGTCGCCGTGCGGC
Cre10.g455600 GGAGGCGGAGGTATGAGCGCGCGTTCAACC GGTTCCACCACCACCCGCCAGGCAGGACTGCAC Cre10.g455625 GGAGGCGGAGGTATGCGCTGTATCATCGGC GGTTCCACCACCACCGGAAGGGAGGGCAAAGGC
Cre10.g455650 GGAGGCGGAGGTATGCACAACCCGCTAGAGC GGTTCCACCACCACCCTACTGCAGTGCGGGC Cre10.g455700 GGAGGCGGAGGTATGTGGACGTCACAGCAAG GGTTCCACCACCACCCGCCTGCCCCTCACTG
Cre10.g455750 GGAGGCGGAGGTATGGCGTCTCAGCCCA GGTTCCACCACCACCCTGGCCGCTGGCAAAA Cre10.g455850 GGAGGCGGAGGTATGGCGACCGCAGCGATG GGTTCCACCACCACCCGCGAAGGCGGCGTCGTTGATC
Cre10.g455900 GGAGGCGGAGGTATGACCGTGGAAGGGGCA GGTTCCACCACCACCAGCATCCTGCAGCAGGGC Cre10.g455950 GGAGGCGGAGGTATGGGCAACATCTGCGGAG GGTTCCACCACCACCGGCCGCAAGCTTTTTAGCAAT
Cre10.g456000 GGAGGCGGAGGTATGGGAAACGTCTGCGGAG GGTTCCACCACCACCCGCCGCGAGTTTCTTGGC Cre10.g456050 GGAGGCGGAGGTATGGTCAAGATTTACATCATCTTCT GGTTCCACCACCACCCGCCTTCAGCTTCTTCGCAA
Cre10.g456100 GGAGGCGGAGGTATGGTCAAGGTCTACATTATCTTCT GGTTCCACCACCACCCGCCTTCAGCTTCTTGGCAA Cre10.g456150 GGAGGCGGAGGTATGGCCCACGCGCTCA GGTTCCACCACCACCCTACGCGCTGCGCGCT
Cre10.g456200 GGAGGCGGAGGTATGTCGGACAAGACGTGCA GGTTCCACCACCACCCTTCTTGCCGGCGCCC Cre10.g456226 GGAGGCGGAGGTATGCCTGACCAGCTGTACG GGTTCCACCACCACCCCAGGCGCAGCAGTGG
Cre10.g456250 GGAGGCGGAGGTATGATTGTTTCTCAGTCCAAGCC GGTTCCACCACCACCGCGGTTCATAACAAAACCGTTG Cre10.g456300 GGAGGCGGAGGTATGGGGGCTCTACCGTGC GGTTCCACCACCACCCATGTCGTCGGCATCGGG
Cre10.g456300 GGAGGCGGAGGTATGGGGGCTCTACCGTG GGTTCCACCACCACCCATGTCGTCGGCATCGG Cre10.g456400 GGAGGCGGAGGTATGCACCTCGTGCATGAAGA GGTTCCACCACCACCGTCCCCATGCGAGAGTGC
Cre10.g456420 GGAGGCGGAGGTATGACGCCGACCCACG GGTTCCACCACCACCTCTGAGTCCCACACGGG Cre10.g456480 GGAGGCGGAGGTATGGCCAACGTGCCTGG GGTTCCACCACCACCACAAGCTCCGAGCGGG
Cre10.g456500 GGAGGCGGAGGTATGTCCGCCGCCGAGG GGTTCCACCACCACCGCGGCCTTGGCCAGGC Cre10.g456550 GGAGGCGGAGGTATGGGAGGCGTGTCGG GGTTCCACCACCACCCAACCCGACACCCGGG
Cre10.g456554 GGAGGCGGAGGTATGGCCCTTCGCGGCG GGTTCCACCACCACCGTACAAACATACTCGGGCGCT Cre10.g456650 GGAGGCGGAGGTATGCTTCATCATATTTATGATGCAGTG GGTTCCACCACCACCAAGCCTGCTGAACGCCGG
Cre10.g456750 GGAGGCGGAGGTATGGCGACCCCCGTGACC GGTTCCACCACCACCGTGATGCCCCGTGCCCGC Cre10.g456851 GGAGGCGGAGGTATGGTGCTGGCTATGGGT GGTTCCACCACCACCAGCATCCTCCTCACTGCC
Cre10.g456900 GGAGGCGGAGGTATGTCGGGACATCGGGTTTG GGTTCCACCACCACCCACGCCCACGTCCATGTC Cre10.g457000 GGAGGCGGAGGTATGGGCAAGAAACAACATCAAA GGTTCCACCACCACCCCACGTATCAAAGTTGCTAAGGG
Cre10.g457050 GGAGGCGGAGGTATGTGCGCCTTGAATGCGG GGTTCCACCACCACCTTCCTGCTGCGCGGCG Cre10.g457100 GGAGGCGGAGGTATGGCTAGCGAGGAGCC GGTTCCACCACCACCGTCCTTCCACGTCACCTTATC
Cre10.g457150 GGAGGCGGAGGTATGGCGTCCCAGGACTTG GGTTCCACCACCACCCCCCTGGCACAAGCAGC Cre10.g457194 GGAGGCGGAGGTATGGCGTTTCGCAAGCTTAACT GGTTCCACCACCACCTCAAGCTGCCGCCCGC
Cre10.g457228 GGAGGCGGAGGTATGCGCTCCGGTCATCG GGTTCCACCACCACCGAAGGTCATCACGCCACAG Cre10.g457262 GGAGGCGGAGGTATGGATGCTACCACTGGCA GGTTCCACCACCACCGCCTCCACGGCTGAGA
Cre10.g457297 GGAGGCGGAGGTATGGAAATGCAGAGCGATCAAC GGTTCCACCACCACCGCGAGCTTGCAACTGCGC Cre10.g457297 GGAGGCGGAGGTATGGAAATGCAGAGCGATCA GGTTCCACCACCACCGCGAGCTTGCAACTGCG
Cre10.g457450 GGAGGCGGAGGTATGACCGTAGCTGGGCC GGTTCCACCACCACCCTGGTCGCGGCATCGC Cre10.g457500 GGAGGCGGAGGTATGGGAAACACCACATCCCAC GGTTCCACCACCACCCTGGTCGGTCTTGATGCTTCC
Cre10.g457550 GGAGGCGGAGGTATGGCGTTGCCGCTGCAG GGTTCCACCACCACCGCCCAGCACGCTGCCGCTC Cre10.g457600 GGAGGCGGAGGTATGGCGAGTGAACTTAGTAGGC GGTTCCACCACCACCTCATGCGGCCACGACC
Cre10.g457650 GGAGGCGGAGGTATGCAGTGCGTCAAGCCTTTT GGTTCCACCACCACCGGCCAGGTGATACCACCAC Cre10.g457700 GGAGGCGGAGGTATGGCAAGCCCAGAGGAGG GGTTCCACCACCACCCAAGTACGCAGACAGGTCGTC
Cre10.g457750 GGAGGCGGAGGTATGGCTCCGAGCACTTCG GGTTCCACCACCACCCTCGTCCGAGGTGGAGC Cre10.g457801 GGAGGCGGAGGTATGGGGAGCCCACCAAC GGTTCCACCACCACCTCAGCCTGCGCGCTTG
Cre10.g457850 GGAGGCGGAGGTATGCCTGCTAAGAAGAAGAAGAC GGTTCCACCACCACCTCACTTCGCCGCAAGC Cre10.g457900 GGAGGCGGAGGTATGGTCGCGCACACGC GGTTCCACCACCACCCGTGAGCAGCACGCGC
Cre10.g457950 GGAGGCGGAGGTATGAAGTTCACCGCGGC GGTTCCACCACCACCCTCCTCCTTCTCCTCCTTCTC Cre10.g458000 GGAGGCGGAGGTATGTGCTGGTCAAAGCGACA GGTTCCACCACCACCTCACTGCCAGCCCGGC
Cre10.g458050 GGAGGCGGAGGTATGTACTCGTTCGCTCAGCG GGTTCCACCACCACCTCACAGCTGCCGCCGC Cre10.g458100 GGAGGCGGAGGTATGGCTATTTGCCTTGCGTCC GGTTCCACCACCACCGCCCATCTGCGACTCCAC
Cre10.g458150 GGAGGCGGAGGTATGATGAGGCCCACCAGC GGTTCCACCACCACCTGGTTCGCGAACTTCAACG Cre10.g458183 GGAGGCGGAGGTATGCGGGTAGGCACAAGC GGTTCCACCACCACCTTACTTTTGTGTGTGTACACCTTG
Cre10.g458216 GGAGGCGGAGGTATGGACACGCTAGTTCGC GGTTCCACCACCACCGCCGCCAAACGAACCT Cre10.g458250 GGAGGCGGAGGTATGGCCAGTGCAAGCG GGTTCCACCACCACCACCGTCGTCGTCATCGC
Cre10.g458300 GGAGGCGGAGGTATGGCGCTGTTCAAGCC GGTTCCACCACCACCCAGCCGGCCTCCAATCG Cre10.g458400 GGAGGCGGAGGTATGGTTCAGAAAGCTAGCACC GGTTCCACCACCACCACGTCCTTGACGCCGC
Cre10.g458450 GGAGGCGGAGGTATGGCGAACCCCGAGTTTTAC GGTTCCACCACCACCCGCGTTCAGCACCTTCTCAATC Cre10.g458500 GGAGGCGGAGGTATGCAGCTTGCTGCCCAG GGTTCCACCACCACCGTTGTGAGAACCGTTGCCGTT
Cre10.g458550 GGAGGCGGAGGTATGGCCCTCCTTGCTACTC GGTTCCACCACCACCCATGTTCAGGGCGCCAG Cre10.g458600 GGAGGCGGAGGTATGCTCTGTGAGCGACCA GGTTCCACCACCACCCGATGCCTTCGCAAGCG
Cre10.g458626 GGAGGCGGAGGTATGGCCAAGCCGCGCG GGTTCCACCACCACCCCTGTTAGCTGATAGCTGCGC Cre10.g458700 GGAGGCGGAGGTATGTCTAGTATGAAGGGAGCGG GGTTCCACCACCACCTTACTGCCCGTCCGCC
Cre10.g458750 GGAGGCGGAGGTATGAGTACCGCGACTGTCA GGTTCCACCACCACCCTCTGGGGCTGCCAGC Cre10.g458800 GGAGGCGGAGGTATGCGCGGGCTCCTCT GGTTCCACCACCACCCTACATGCTAATCTGGCAGTACA
Cre10.g458850 GGAGGCGGAGGTATGAGGCGCGAGCTAGT GGTTCCACCACCACCGGTGCTCCTGTAGGTGCA Cre10.g458900 GGAGGCGGAGGTATGGGCCAGACTTATGGCC GGTTCCACCACCACCATCATCTGCGTAGGAGCAGA
Cre10.g458950 GGAGGCGGAGGTATGGCTGCGGTCCTCAGG GGTTCCACCACCACCCTGCTGGGTGGCACTGCT Cre10.g459000 GGAGGCGGAGGTATGGTCACCAACGACGTGC GGTTCCACCACCACCGCTGGGTCGCCCACCT
Cre10.g459100 GGAGGCGGAGGTATGGCGAATGAACTAGAGCG GGTTCCACCACCACCGCCGCTGCCTACAGCG Cre10.g459151 GGAGGCGGAGGTATGGCCTCCCTCATCGAC GGTTCCACCACCACCTCAGCCTGCGCGCTTG
Cre10.g459200 GGAGGCGGAGGTATGGGCAATGAGGGCGAGGTTA GGTTCCACCACCACCAGCGCGCGTGATCTCCTTC Cre10.g459226 GGAGGCGGAGGTATGGTGGCAGGTGCTGCG GGTTCCACCACCACCCTACACGCCGCCGCCG
Cre10.g459250 GGAGGCGGAGGTATGGGCGGCGAGAACG GGTTCCACCACCACCTACGCGGCTGGGGTAG Cre10.g459300 GGAGGCGGAGGTATGGATGAGGCTGGGAGGC GGTTCCACCACCACCCGATTGCGAAAGGAAAGCCTC
Cre10.g459350 GGAGGCGGAGGTATGGATTCTGCGGTTTGGTT GGTTCCACCACCACCCTACCTGCCCGTCACGC Cre10.g459400 GGAGGCGGAGGTATGTTTCGGGCGCGTGC GGTTCCACCACCACCCTCCGCGGGCTTTGCG
Cre10.g459450 GGAGGCGGAGGTATGCTGCTCCGCCGGG GGTTCCACCACCACCCAGTCCTGACGACGGCC Cre10.g459500 GGAGGCGGAGGTATGCCCAACGCAGTGAACCTTA GGTTCCACCACCACCCCGGCGGTTCCGGGTGGAG
Cre10.g459550 GGAGGCGGAGGTATGGCAGACCTTGCGAGC GGTTCCACCACCACCAAACGCCAGCTTCTGCTG Cre10.g459600 GGAGGCGGAGGTATGGGGGCCGAGGCTC GGTTCCACCACCACCATACCGGCCCCGCCCA
Cre10.g459650 GGAGGCGGAGGTATGGCCGGCCCCTGCAAC GGTTCCACCACCACCCGAGAAAGACCGAAACGCGTC Cre10.g459750 GGAGGCGGAGGTATGGGCTGGAACGCACT GGTTCCACCACCACCCTTGGCCATAGCTAGCGTC
Cre10.g459800 GGAGGCGGAGGTATGGCCGCGCAGCCTC GGTTCCACCACCACCCGTGCCTGGGCGACTTT Cre10.g459850 GGAGGCGGAGGTATGAGCCGCACCAGCA GGTTCCACCACCACCGTCGCGCTTGAGCACC
Cre10.g459900 GGAGGCGGAGGTATGCGTTCGTCGGTGACC GGTTCCACCACCACCGCTCGACGAGCGCGATGC Cre10.g459950 GGAGGCGGAGGTATGAACGCGCCAGTGC GGTTCCACCACCACCCTCCCCAATCCGCTCCA
Cre10.g460000 GGAGGCGGAGGTATGGCCGCAACCGTGA GGTTCCACCACCACCCTAATGCGCACCCGCC Cre10.g460050 GGAGGCGGAGGTATGCAGCTTAAGCAGCAAGTAG GGTTCCACCACCACCGATGGGGCCGTCCTTGTTCAT
Cre10.g460150 GGAGGCGGAGGTATGTGGAACTGGATCATGCCC GGTTCCACCACCACCCCAGTGATGCTTGGGTAGCG Cre10.g460201 GGAGGCGGAGGTATGTGGGCCCCTTCAAGGG GGTTCCACCACCACCCCGCGGCACAACGCGT
Cre10.g460250 GGAGGCGGAGGTATGTCAGCCAACCTCGGC GGTTCCACCACCACCTGCACCACCGCCCCTC Cre10.g460300 GGAGGCGGAGGTATGCAGTGTATTCCTACCTGCT GGTTCCACCACCACCTCCCTCATTTGCGCCGCC
Cre10.g460326 GGAGGCGGAGGTATGTCGGGAATGCGCG GGTTCCACCACCACCTTGTGAGAGGTCTGCGCT Cre10.g460350 GGAGGCGGAGGTATGAAGCTCAGGGATTCCCC GGTTCCACCACCACCCGCCTCAAGCTGCGCC
Cre10.g460466 GGAGGCGGAGGTATGTCTCGGTCGTCAAACC GGTTCCACCACCACCCTTGCACGCCTGCTTGG Cre10.g460600 GGAGGCGGAGGTATGCGGTCCGGAGTTCGC GGTTCCACCACCACCCTGCTTGGGCTTGTTCCGG
Cre10.g460650 GGAGGCGGAGGTATGGCGCGGTTTCACCCTT GGTTCCACCACCACCTTGCTTCCCTTTCTCCTTGCC Cre10.g460700 GGAGGCGGAGGTATGCGTCGTGCTCCAAGG GGTTCCACCACCACCCTGCAGCCACGGGTGC
Cre10.g460750 GGAGGCGGAGGTATGCCTCAAAGGCGGCA GGTTCCACCACCACCTGCGCTGCAGCCACTG Cre10.g460800 GGAGGCGGAGGTATGTCGTTCCGGCGCTGC GGTTCCACCACCACCCTGCAGCCACGGGTGCGCAAG
Cre10.g460850 GGAGGCGGAGGTATGCCTCAAAGGCGGCA GGTTCCACCACCACCTGCGCTGCAGCCACTG Cre10.g460901 GGAGGCGGAGGTATGCCGGAGGGGGCAC GGTTCCACCACCACCGTCGTGCCTGGTGTTGAC
Cre10.g460950 GGAGGCGGAGGTATGTCTTTGAGCACCTTGGC GGTTCCACCACCACCCCCCTCAGCCTGACCG Cre10.g461050 GGAGGCGGAGGTATGTCCGCAGACTTTTACAGCA GGTTCCACCACCACCCCGGAACTCGTCCTCCAGG
Cre10.g461100 GGAGGCGGAGGTATGGCCTCTATGTCCACCA GGTTCCACCACCACCGTCGTGGTAGGTTGTGACC Cre10.g461150 GGAGGCGGAGGTATGGCGACTGGCTGGGA GGTTCCACCACCACCTGCCGCGCCCTTCTCC
Cre10.g461200 GGAGGCGGAGGTATGGCATCGTCGCTCACG GGTTCCACCACCACCATACGCCGCCACAAACAG Cre10.g461250 GGAGGCGGAGGTATGGGCTCAAGGATTGTGGATA GGTTCCACCACCACCCGACAGGTCTCGGAGCAC
Cre10.g461300 GGAGGCGGAGGTATGGAAGGCTGTTCGCTGCA GGTTCCACCACCACCATGCGCGGTGCCAGCG Cre10.g461319 GGAGGCGGAGGTATGGTGTCAGAGGACATCAAGC GGTTCCACCACCACCTCAGCTGTTGCTGCTGC
Cre10.g461350 GGAGGCGGAGGTATGCTTGATGAGCCACGCAAAA GGTTCCACCACCACCCACCTTCAGGCGGTCCGT Cre10.g461450 GGAGGCGGAGGTATGGACTACCAACTGCCGA GGTTCCACCACCACCGCACACGAGCTCGGTAAG
Cre10.g461550 GGAGGCGGAGGTATGCAGCCCCACGGCC GGTTCCACCACCACCCAGCAGCTTACCACTACCAGG Cre10.g461575 GGAGGCGGAGGTATGCAGAGTCGCCCTCG GGTTCCACCACCACCCAAAGCGCTTGCGCGC
Cre10.g461650 GGAGGCGGAGGTATGCACGCATCGGTATCC GGTTCCACCACCACCCTTGGCCTGCAGCTCCC Cre10.g461851 GGAGGCGGAGGTATGACAAATCTACGGTGTCCG GGTTCCACCACCACCGAGCTCGCCCTCCTCAT
Cre10.g461874 GGAGGCGGAGGTATGACCAACCGCCATTCG GGTTCCACCACCACCCACACGCACACACGTCA Cre10.g461895 GGAGGCGGAGGTATGGCCCAGTTCAGTTGC GGTTCCACCACCACCTGCGTAGTGACAAGGTCCG
Cre10.g461900 GGAGGCGGAGGTATGCGTCTAGCTGGTCGTG GGTTCCACCACCACCCTGGGGGTTCACGGTGGG Cre10.g462000 GGAGGCGGAGGTATGGCTCTACGGCGACTGC GGTTCCACCACCACCTCGGGCGTGTGCCTGC
Cre10.g462050 GGAGGCGGAGGTATGGTAATAAATGAAACGGCCTGG GGTTCCACCACCACCGTTCCCTTCAGCAGTAGTTGGG Cre10.g462200 GGAGGCGGAGGTATGTCGCTGGGATACGCTG GGTTCCACCACCACCCGCGTCATCGTCACCACT
Cre10.g462250 GGAGGCGGAGGTATGGCCGAGGTGAAACTGG GGTTCCACCACCACCCTCCATCATGTAGTCGTCCAGC Cre10.g462300 GGAGGCGGAGGTATGGACGACCCTCTGCG GGTTCCACCACCACCCAACGGGTGCGCAACG
Cre10.g462350 GGAGGCGGAGGTATGGCCGGGAAAAAACGCG GGTTCCACCACCACCTGACCGGCCGCTGCCT Cre10.g462400 GGAGGCGGAGGTATGGCAACACCGCTTGGC GGTTCCACCACCACCCACAAGGCCCGCCGCC
Cre10.g462450 GGAGGCGGAGGTATGACGCCATCGCTGC GGTTCCACCACCACCCCTAACCGTCTCAGCACATT Cre10.g462500 GGAGGCGGAGGTATGTGCGAAACAGACCGGG GGTTCCACCACCACCCTCCTGCTCCTTCCCAAAGC
Cre10.g462550 GGAGGCGGAGGTATGAACGATGAGGGCGGAG GGTTCCACCACCACCCTAGGCGCGGACCCCC Cre10.g462600 GGAGGCGGAGGTATGGCGCTGGAGCCATTG GGTTCCACCACCACCTGGATAGTTCTGCAGCGACCTC
Cre10.g462650 GGAGGCGGAGGTATGGCTGCACAATGTGAATGG GGTTCCACCACCACCTTACTGGCGGCGCGGT Cre10.g462700 GGAGGCGGAGGTATGGCCACGAAAGGCCAA GGTTCCACCACCACCGGGCGGGAAATGTCCGTC
Cre10.g462783 GGAGGCGGAGGTATGCCCGACCCCGCTA GGTTCCACCACCACCCAGCCTCTCCAGCAGCC Cre10.g462816 GGAGGCGGAGGTATGAGTCCCGCGAATACGTCT GGTTCCACCACCACCTCAGCGCTTGCCGCCG
Cre10.g462901 GGAGGCGGAGGTATGCCATTCGCAGCGCTC GGTTCCACCACCACCCCGCCACGGCCGCTTC Cre10.g462950 GGAGGCGGAGGTATGCAGTCCGTCCTGCG GGTTCCACCACCACCCTTGACCTCCTTGTGGAGGG
Cre10.g463100 GGAGGCGGAGGTATGACGCCATCGCTGCG GGTTCCACCACCACCGCGGCACCCCTCCTCC Cre10.g463150 GGAGGCGGAGGTATGGCGCTTCCGGACTCC GGTTCCACCACCACCCAGCTTGCTCCGCGCCTG
Cre10.g463200 GGAGGCGGAGGTATGCAGATGCTGACGACCT GGTTCCACCACCACCCGCCTGTGCTGCTGCT Cre10.g463250 GGAGGCGGAGGTATGGCCGAAACGCACGCG GGTTCCACCACCACCGGGCGGCAGTACGCCGTA
Cre10.g463250 GGAGGCGGAGGTATGGCCGAAACGCACGC GGTTCCACCACCACCGGGCGGCAGTACGCCG Cre10.g463350 GGAGGCGGAGGTATGGCTGCGACGCGGTTTTTG GGTTCCACCACCACCGCCTGTCTTCTTCTTGGGGG
Cre10.g463355 GGAGGCGGAGGTATGGATGCGCCATTGTCG GGTTCCACCACCACCCCGTATTGTTGTGGCTCGC Cre10.g463370 GGAGGCGGAGGTATGAGCACCCAGGCATCC GGTTCCACCACCACCATGGCCGTTCTTCTTCTTCG
Cre10.g463400 GGAGGCGGAGGTATGCTGCTCAGCTGTGGT GGTTCCACCACCACCTGTGCTTGCGTTGGCG Cre10.g463450 GGAGGCGGAGGTATGGCGTCGTCAGCAAC GGTTCCACCACCACCCGTGTACATCACGTCACTGC
Cre10.g463500 GGAGGCGGAGGTATGCTCACTCGCTTTGAAAGC GGTTCCACCACCACCCTAGCTGTGCCCGGCG Cre10.g463550 GGAGGCGGAGGTATGGGCTTGCCCTCCCCTAT GGTTCCACCACCACCCAGCTCTGCATCCACGGC
Cre10.g463650 GGAGGCGGAGGTATGGGCTGGAACGAGCT GGTTCCACCACCACCGCTGCCCATGATGCGAA Cre10.g463700 GGAGGCGGAGGTATGGAGCCGGCAGCTG GGTTCCACCACCACCCCCGCCAGATGACTTGTC
Cre10.g463750 GGAGGCGGAGGTATGAGGCGACAAAACCAGG GGTTCCACCACCACCCAGGCCGTAATCGTAAGCC Cre10.g463800 GGAGGCGGAGGTATGCCAGATGCATACCGTATC GGTTCCACCACCACCTCAGCGCTCGTCCCCT
Cre10.g463850 GGAGGCGGAGGTATGCTGGCTGTCCAGCCAGTTT GGTTCCACCACCACCGCCGCGGCTCATGGCCAGTAG Cre10.g463850 GGAGGCGGAGGTATGCTGGCTGTCCAGCCA GGTTCCACCACCACCGCCGCGGCTCATGGCC
Cre10.g463900 GGAGGCGGAGGTATGTGGTGGAGGCGCG GGTTCCACCACCACCCTTTGCAAAGTCAGAGAACGC Cre10.g463934 GGAGGCGGAGGTATGGACCGCGACTTCAAC GGTTCCACCACCACCGCCTTCAGGGCGGCTA
Cre10.g463968 GGAGGCGGAGGTATGTGCCTATTACACGTCGTATG GGTTCCACCACCACCTCAGTCTGCGCGCTTG Cre10.g464037 GGAGGCGGAGGTATGGCCCGGCCCTTAGCGGAAA GGTTCCACCACCACCCGGCACGCACGCACGCGCAC
Cre10.g464050 GGAGGCGGAGGTATGCGTGCCGCGAGCG GGTTCCACCACCACCACGGCCCTTGATGCCCTT Cre10.g464100 GGAGGCGGAGGTATGGGCAACGTTTGTGGCAAG GGTTCCACCACCACCGAGGTCCGCTACGCTGGG
Cre10.g464133 GGAGGCGGAGGTATGAGGCTAATGACTCAGCTAGC GGTTCCACCACCACCCTACAGCGTCCGCGGC Cre10.g464250 GGAGGCGGAGGTATGCTGTGCCACTCCAAGC GGTTCCACCACCACCTGCCGCCTTGGTCCCG
Cre10.g464264 GGAGGCGGAGGTATGAGAGGATTGCGGGCT GGTTCCACCACCACCGCCGCTGCCATTTCCG Cre10.g464300 GGAGGCGGAGGTATGCGGCTCCCCTGCC GGTTCCACCACCACCTACGACCCCACCCGCA
Cre10.g464350 GGAGGCGGAGGTATGGCTTGCCACCCCGAC GGTTCCACCACCACCCCGCCCAGTGGGGCACTG Cre10.g464400 GGAGGCGGAGGTATGCGGGTGGGCGGTGATAG GGTTCCACCACCACCACGGTGGTGTCCTTGTTGAG
Cre10.g464450 GGAGGCGGAGGTATGGACCGGCGAGGCC GGTTCCACCACCACCCCCGTTCCAGCTGTGGTA Cre10.g464500 GGAGGCGGAGGTATGATGACACTGGCGGAGG GGTTCCACCACCACCGCAGAAGAGGGCGTTGCT
Cre10.g464600 GGAGGCGGAGGTATGCTGCGCGCTCGCTGC GGTTCCACCACCACCCAGGCCCTCGCCGTAGTC Cre10.g464650 GGAGGCGGAGGTATGCACACGCTAGCTCCT GGTTCCACCACCACCCTCGTCCTGCTGCTGC
Cre10.g464700 GGAGGCGGAGGTATGGAGGATGCGCTTGAGCTT GGTTCCACCACCACCCCGTGCAATGCCTCCCAG Cre10.g464750 GGAGGCGGAGGTATGCTCAACTTCAAGAGAGAATT GGTTCCACCACCACCTCAGTTGAGGTTGCCCG
Cre10.g464776 GGAGGCGGAGGTATGAACCGCGTCGCGC GGTTCCACCACCACCTCACATACAGAAAGCAACCAACA Cre10.g464850 GGAGGCGGAGGTATGCTTGTTGCTCGCTATAGCA GGTTCCACCACCACCCGCCTTGATCAGCTTGGC
Cre10.g464900 GGAGGCGGAGGTATGTCACTACAAAGCGTGCAC GGTTCCACCACCACCTGGCGCCTGCTCCTCC Cre10.g465000 GGAGGCGGAGGTATGAGCATTCGCGAAGCCC GGTTCCACCACCACCCTCCAGCCCGGAGCCCAC
Cre10.g465026 GGAGGCGGAGGTATGGCCCCACAGGCGG GGTTCCACCACCACCAGTGGTGTCCTTGGGCG Cre10.g465050 GGAGGCGGAGGTATGGCGCCGGCAAAGC GGTTCCACCACCACCTGCGTCCATGTCGCTCTC
Cre10.g465101 GGAGGCGGAGGTATGTGGGCACGGGGGC GGTTCCACCACCACCTCAGCCTGCGCGCTTG Cre10.g465150 GGAGGCGGAGGTATGCAGGTCAATGAGTACATGG GGTTCCACCACCACCTCAGCCACTGCCGCAC
Cre10.g465200 GGAGGCGGAGGTATGGCTTGGCTCGGCC GGTTCCACCACCACCTGCAGCTGCATGGCTCG Cre10.g465226 GGAGGCGGAGGTATGTATGTGACCGCTGTGTGG GGTTCCACCACCACCCGACGTCGGCCACCGG
Cre10.g465250 GGAGGCGGAGGTATGGACGTGGAGCCAATCTTC GGTTCCACCACCACCCGACAGCCCCAGCTTGGG Cre10.g465350 GGAGGCGGAGGTATGTTGCTCTCGGCCGTA GGTTCCACCACCACCCCTGGCCTCGGAGTAGAA
Cre10.g465375 GGAGGCGGAGGTATGGAGGGCGCCCTGG GGTTCCACCACCACCTTGCCAAGGCTCGTGCC Cre10.g465400 GGAGGCGGAGGTATGGAGGGAGGCGCGG GGTTCCACCACCACCGAATTCCTCCGCCATGACAC
Cre10.g465450 GGAGGCGGAGGTATGCTTGCCTTGACAACAGC GGTTCCACCACCACCCAGCTCAGACCGACTGGAATC Cre10.g465500 GGAGGCGGAGGTATGCCAAAACTTAGCGTCGTG GGTTCCACCACCACCAAGCCTGCTGGCCGGAGC
Cre10.g465550 GGAGGCGGAGGTATGAAGGGAGTCGCGACC GGTTCCACCACCACCGTTCTCCTCGAAGGTGGCTG Cre10.g465575 GGAGGCGGAGGTATGAAGTTCACCGCGGC GGTTCCACCACCACCTCTTCGGGCAATTCGGC
Cre10.g465600 GGAGGCGGAGGTATGGACCCTACAAATCACCTCTA GGTTCCACCACCACCTCAGCTGGCCCTTGAGC Cre10.g465700 GGAGGCGGAGGTATGCTACCGAGGTGCTCT GGTTCCACCACCACCCTTGTCGTCCGCATCTCC
Cre10.g465726 GGAGGCGGAGGTATGCGGCACGAGCACG GGTTCCACCACCACCAGTAGTAGGTAACGAGGGCCG Cre10.g465750 GGAGGCGGAGGTATGAAGACGAGCGCATTGC GGTTCCACCACCACCATAGCAGGACATGCCACCA
Cre10.g465757 GGAGGCGGAGGTATGGCATCTGGTCACGCATC GGTTCCACCACCACCAGTCGGGCAGGCCCGT Cre10.g465763 GGAGGCGGAGGTATGTGCGTGCCAGCCC GGTTCCACCACCACCTCAGCCCGGCCACACC
Cre10.g465793 GGAGGCGGAGGTATGGGCCTTCGAGCGC GGTTCCACCACCACCGCCTTCAGGGCGGCTA Cre10.g465822 GGAGGCGGAGGTATGTGCGGACGCAGAAGG GGTTCCACCACCACCTCAGCCTGCGCGCTTG
Cre10.g465850 GGAGGCGGAGGTATGGGTGGCAGGGGCC GGTTCCACCACCACCCCGCATCATCATCATGCCC Cre10.g465900 GGAGGCGGAGGTATGGACAAGTATGAGAAGCTCGA GGTTCCACCACCACCGCGCATCACGCCCATTCC
Cre10.g465950 GGAGGCGGAGGTATGGGTCGGGAGCGGG GGTTCCACCACCACCGTCGGGGCGGTACTTCT Cre10.g466000 GGAGGCGGAGGTATGTCCGGTCCCACTGGAG GGTTCCACCACCACCGCCAGACTTCTGCGACTTGC
Cre10.g466050 GGAGGCGGAGGTATGAGTGCCGCGACACC GGTTCCACCACCACCGTGCCACCGCTGCTGC Cre10.g466100 GGAGGCGGAGGTATGCCGCTCACACAACACG GGTTCCACCACCACCCAGCGCGGCCAGCAAG
Cre10.g466150 GGAGGCGGAGGTATGCAGGAGCTTGATGTGCA GGTTCCACCACCACCCAGCTCCCGGGCCTGC Cre10.g466175 GGAGGCGGAGGTATGGAGGAGGGGGCCC GGTTCCACCACCACCCAGCGGCATGCATGCG
Cre10.g466200 GGAGGCGGAGGTATGGAGACGAGCCTTGCCT GGTTCCACCACCACCGCAGCAGGCGGCGGAG Cre10.g466250 GGAGGCGGAGGTATGGCGGCCCCGACGA GGTTCCACCACCACCCTGCTGCAGGTTGCCGAA
Cre10.g466300 GGAGGCGGAGGTATGTCGCTATTCGTGCCC GGTTCCACCACCACCGAAATAGCAGGGCAGGTTGTA Cre10.g466350 GGAGGCGGAGGTATGGACAAATTCGAGCCCGTC GGTTCCACCACCACCCTGTGGGGGCGACTGCTG
Cre10.g466400 GGAGGCGGAGGTATGGAAATCGAAACTACACCAGA GGTTCCACCACCACCTCAGCGTCTCGCTTTTTTGC Cre10.g466450 GGAGGCGGAGGTATGGGGAAGGGCGATAAGACG GGTTCCACCACCACCCGCCACCTCTCCGGGC
Cre10.g466500 GGAGGCGGAGGTATGGCCACTTTGGGACAGC GGTTCCACCACCACCGCGCCACGACTCCATCTC Cre10.g466526 GGAGGCGGAGGTATGGGCCGTCATCGGGTGTTC GGTTCCACCACCACCACATGCCATAATCGGTGTGGG
Cre10.g466550 GGAGGCGGAGGTATGGCGCACGAGCAGC GGTTCCACCACCACCTCATGACGCTCCGGCC Cre10.g466600 GGAGGCGGAGGTATGGCCTCGGGGCTCG GGTTCCACCACCACCCACGCGGCTGTCCCTG
Cre10.g466650 GGAGGCGGAGGTATGTCTGGCTCCACCACCAAG GGTTCCACCACCACCAGAGTTGAAGACGGCGCAGAAG Cre10.g466700 GGAGGCGGAGGTATGGTCCAGGACGTCCCCATC GGTTCCACCACCACCGTGCTCGGCCTCCTTGTC
Cre10.g466750 GGAGGCGGAGGTATGCGGAGCGTCTTCAGTGATA GGTTCCACCACCACCGATGGTGTAGTCAAGGATGTAGTCA Cre10.g466800 GGAGGCGGAGGTATGGCCTCCGGCACTG GGTTCCACCACCACCAAAGCCGCCGGACTGA
Cre10.g466850 GGAGGCGGAGGTATGATTCCCGCTGGAGAAGC GGTTCCACCACCACCCTTGGAGATGACGCTGAGCA Cre10.g466900 GGAGGCGGAGGTATGGAGCAGCTGATTCAGGC GGTTCCACCACCACCCAGCGTACCCTCTGAAGC
Cre10.g466950 GGAGGCGGAGGTATGGCCTCCTGCATGTCG GGTTCCACCACCACCCCTGTGAGCAGCTTCTTGCC Cre10.g467000 GGAGGCGGAGGTATGAGCAGCAAGCGGGGT GGTTCCACCACCACCGTCCTCCTCCTCGTCACTGAG
Cre10.g467050 GGAGGCGGAGGTATGGATGGCCCAGAACCTTC GGTTCCACCACCACCCGGCTCCAGCTCCAGCAG Cre10.g467100 GGAGGCGGAGGTATGGACCTGTTGTCGGCC GGTTCCACCACCACCGTAGCGTGGCGGTCCG
Cre10.g467150 GGAGGCGGAGGTATGGCGCTGGGAGGTGTG GGTTCCACCACCACCCACCCGTTGGCTCGCATG Cre11.g467350 GGAGGCGGAGGTATGGACGACGCTACACGTC GGTTCCACCACCACCGACGTTGACGCCGAACAG
Cre11.g467400 GGAGGCGGAGGTATGCCTGCTTCTATGCTCATG GGTTCCACCACCACCTTACTGGCTGCCCGCG Cre11.g467450 GGAGGCGGAGGTATGAAAGCGGTGGGAGGG GGTTCCACCACCACCCTCCGCCTTCGCACCT
Cre11.g467500 GGAGGCGGAGGTATGGCCCAGCAGCCGTTG GGTTCCACCACCACCCTTGATCCGCTTGGACAGCTT Cre11.g467500 GGAGGCGGAGGTATGGCCCAGCAGCCGT GGTTCCACCACCACCCTTGATCCGCTTGGACAGC
Cre11.g467522 GGAGGCGGAGGTATGGAGCCCACCCTGTTT GGTTCCACCACCACCGTCCTCATCACTGCCCGT Cre11.g467523 GGAGGCGGAGGTATGCTTGCAGGCCGCC GGTTCCACCACCACCGTCCTCGTCACTGTCCGT
Cre11.g467524 GGAGGCGGAGGTATGGCCGGGCCAATCAAGTATC GGTTCCACCACCACCCGCCGGAAGTACAGACTGC Cre11.g467525 GGAGGCGGAGGTATGTTTGGGCCGGACGC GGTTCCACCACCACCGACTGCGCGCTTGCGC
Cre11.g467526 GGAGGCGGAGGTATGCCCACGCGCCTGC GGTTCCACCACCACCACGTTGCACCACACAGCAC Cre11.g467527 GGAGGCGGAGGTATGAACGCGACAGGTCTTTTGA GGTTCCACCACCACCCTTCTTGGCACTCCAGCTGAG
Cre11.g467528 GGAGGCGGAGGTATGGTCGATGGGCAGCAGA GGTTCCACCACCACCCTGCGGCTGCTGGGGC Cre11.g467529 GGAGGCGGAGGTATGACCGACGAGTCTCCG GGTTCCACCACCACCCTCTGCTGCATAACCCTCAC
Cre11.g467530 GGAGGCGGAGGTATGGCGCGTTTAGGGCGC GGTTCCACCACCACCCGCGCTCCAGCACATGCA Cre11.g467530 GGAGGCGGAGGTATGGCGCGTTTAGGGC GGTTCCACCACCACCCGCGCTCCAGCACATG
Cre11.g467531 GGAGGCGGAGGTATGAAAGGCGTGTTGCAAAAG GGTTCCACCACCACCAGCGTGTCCAGGGATGAG Cre11.g467533 GGAGGCGGAGGTATGGCAGCAGCAGCAGC GGTTCCACCACCACCTGCCGCTACGCATGCC
Cre11.g467535 GGAGGCGGAGGTATGGCTGTGCCCAGCACTTC GGTTCCACCACCACCCTTCTTGCCCTTGGAGGCG Cre11.g467537 GGAGGCGGAGGTATGCGGGAGAAGAAAAGGGGC GGTTCCACCACCACCGTGCCCACCGCCCTGC
Cre11.g467538 GGAGGCGGAGGTATGACCTCACGGCATCGTC GGTTCCACCACCACCTAGGCGGTGGTTCGTTTTGC Cre11.g467539 GGAGGCGGAGGTATGGTGCTCAGCCAATCCTTG GGTTCCACCACCACCTTTCTTCGTGCTGCCGCT
Cre11.g467541 GGAGGCGGAGGTATGACAGCAGCAAGCGGG GGTTCCACCACCACCCTGGCCTCCGCCCTGC Cre11.g467543 GGAGGCGGAGGTATGGCCAACCCGTTTGAC GGTTCCACCACCACCATCGTCCTTCTTGTCGTCGC
Cre11.g467544 GGAGGCGGAGGTATGGCGAGTTCGTCAACCTG GGTTCCACCACCACCCATGACGCGGTGGATGGT Cre11.g467545 GGAGGCGGAGGTATGTCCGATAGCTGCTCGG GGTTCCACCACCACCAAGGGCTAGGCGCGGG
Cre11.g467546 GGAGGCGGAGGTATGGAGAAGGAGGAAGATGCA GGTTCCACCACCACCCATGATGGAGCAGCCCG Cre11.g467547 GGAGGCGGAGGTATGTCGGCCACGCTGA GGTTCCACCACCACCCTACGACGAGGCGGCG
Cre11.g467548 GGAGGCGGAGGTATGGTGCTGCGGCGGC GGTTCCACCACCACCAATCTGCCCCTGACTACCCAC Cre11.g467549 GGAGGCGGAGGTATGACCCCGAGTCATCGTG GGTTCCACCACCACCGAATGCGTCGGCGGGC
Cre11.g467550 GGAGGCGGAGGTATGTTGCGTACTTCCATCACAC GGTTCCACCACCACCTGCCTGCACACTCCAGGG Cre11.g467551 GGAGGCGGAGGTATGCATGGGTTTGCTGTGG GGTTCCACCACCACCCAGCTGCGAGGTCACG
Cre11.g467552 GGAGGCGGAGGTATGGAGGCATCAGCGGC GGTTCCACCACCACCCTGAACCCGCTTCCTGC Cre11.g467554 GGAGGCGGAGGTATGGACCTTGACGAGGGCC GGTTCCACCACCACCCAGCCCCGCAGCCCTG
Cre11.g467555 GGAGGCGGAGGTATGGCATCGCTAACCAAGC GGTTCCACCACCACCGTAGTACACGCCAGCTCCG Cre11.g467557 GGAGGCGGAGGTATGAATACTAGCGTCAGCTTTGTG GGTTCCACCACCACCCTCCGAGTCGCCCTCGCC
Cre11.g467559 GGAGGCGGAGGTATGGGCAACATATGCCTGAAA GGTTCCACCACCACCTTACGCGAACACGCGC Cre11.g467560 GGAGGCGGAGGTATGCCGCTGGCCCCAA GGTTCCACCACCACCGTCGTCCACGTCATCATCCG
Cre11.g467561 GGAGGCGGAGGTATGGCCACCAACAGCAC GGTTCCACCACCACCGTTGCGGTGGTCAAAAGTCT Cre11.g467563 GGAGGCGGAGGTATGGGCACAAGAGATGCCG GGTTCCACCACCACCCTGCGCGTCCTGCTGTAT
Cre11.g467564 GGAGGCGGAGGTATGAGCATGGGCAAGACGTG GGTTCCACCACCACCCCGCTGCCCCTGCTGC Cre11.g467565 GGAGGCGGAGGTATGGCTACCACCGACAGC GGTTCCACCACCACCGAGGTCGGGTCGCTGC



190 APPENDIX A. APPENDIX

Cre11.g467566 GGAGGCGGAGGTATGAGGGCACTTCGCGCAA GGTTCCACCACCACCCACCGACCCCTCCACCTG Cre11.g467567 GGAGGCGGAGGTATGCAGATTTTCGTGAAGACCC GGTTCCACCACCACCTTACTGGCCACCGCGC
Cre11.g467568 GGAGGCGGAGGTATGGCCAGTGAAGAGGGGCTTC GGTTCCACCACCACCGCTCTCGGCCGCGTCGCG Cre11.g467569 GGAGGCGGAGGTATGCTGGCCGCCAAGTCGATTG GGTTCCACCACCACCCGACAGCTTGGCGGTCAT
Cre11.g467570 GGAGGCGGAGGTATGGCTTCCGCCCCTCC GGTTCCACCACCACCGCCGTGGCCGTGGTTG Cre11.g467571 GGAGGCGGAGGTATGCCGAGCTGCACCC GGTTCCACCACCACCGGCTTTATTTGGCGAGCCC
Cre11.g467572 GGAGGCGGAGGTATGGCGAACGATTACTTTCGC GGTTCCACCACCACCGCTCCAACTACTCCAAGTGG Cre11.g467573 GGAGGCGGAGGTATGATGCTCACCAAGTCCGC GGTTCCACCACCACCCGCGACCAGCTTGCCG
Cre11.g467574 GGAGGCGGAGGTATGGTTGACTCCGCGAAAC GGTTCCACCACCACCGTCGATGCCTGGGAAGGT Cre11.g467575 GGAGGCGGAGGTATGGACGACTTGCAAGATGTCA GGTTCCACCACCACCGTTGGCGGAGGTGGGCAG
Cre11.g467576 GGAGGCGGAGGTATGCAAGCTCCTCCGACTC GGTTCCACCACCACCGCCGAAGGTGATTTGGGACTT Cre11.g467577 GGAGGCGGAGGTATGAGTCGAGGGAAAGTCCAAC GGTTCCACCACCACCTCAGTGGGGCGCAGGC
Cre11.g467578 GGAGGCGGAGGTATGTCGTCTCAGCTGGTTTG GGTTCCACCACCACCCTTCTTGTTGGCGCGGG Cre11.g467579 GGAGGCGGAGGTATGAAGCTGAAAGGCCTTACCA GGTTCCACCACCACCCCACCGCCTGTAATGCACTC
Cre11.g467581 GGAGGCGGAGGTATGGTCCTAGCTACGCATGA GGTTCCACCACCACCGTCCGCCTCTGCCTTGA Cre11.g467582 GGAGGCGGAGGTATGGACGCCACAACAAAGA GGTTCCACCACCACCGAACGCGACCACCCGT
Cre11.g467583 GGAGGCGGAGGTATGGCAGCCGAAGCAGA GGTTCCACCACCACCATCGTCATCCCCCTCCTCA Cre11.g467584 GGAGGCGGAGGTATGCTCTCGTTTCTGGCTG GGTTCCACCACCACCGTAGCCGCACACAACGA
Cre11.g467585 GGAGGCGGAGGTATGGCGCCGGGGGAGG GGTTCCACCACCACCGTAGCCGCACACAACGACC Cre11.g467586 GGAGGCGGAGGTATGAAGGAGTCTCCCACGCC GGTTCCACCACCACCGTAGCCGCACACAACGACC
Cre11.g467587 GGAGGCGGAGGTATGCTCTCGTTTCTGGCTG GGTTCCACCACCACCATCCATGCACAGGGTCCTA Cre11.g467588 GGAGGCGGAGGTATGCTCGCGTTTCTGGCT GGTTCCACCACCACCGTAGCCGCACACAACGACC
Cre11.g467589 GGAGGCGGAGGTATGCTCGCGTTTCTGGCT GGTTCCACCACCACCGTAGCCGCACACAACGACC Cre11.g467590 GGAGGCGGAGGTATGTGCCGGCCTGTGC GGTTCCACCACCACCCTTGCCCTTGCCCTTGC
Cre11.g467591 GGAGGCGGAGGTATGAGCCTGTATGGCGATCT GGTTCCACCACCACCGTCAAACTCCCCTGCTTTGG Cre11.g467592 GGAGGCGGAGGTATGTTGACGGCGGGTCTG GGTTCCACCACCACCGCAAAACGACACGCCGCC
Cre11.g467593 GGAGGCGGAGGTATGGCCCTGGACGCGG GGTTCCACCACCACCGTGCCCGACGGGCACA Cre11.g467594 GGAGGCGGAGGTATGGCCCTGGAAGCCG GGTTCCACCACCACCCTAACGGTGGCCCGGC
Cre11.g467595 GGAGGCGGAGGTATGGCGCTGGAAGCTGGA GGTTCCACCACCACCAGCCACCGGGCGTTGC Cre11.g467596 GGAGGCGGAGGTATGGCGCCCATGACGA GGTTCCACCACCACCTCGCAGGTTCCAGAAGGC
Cre11.g467597 GGAGGCGGAGGTATGGCAGACTACAAGAATGCC GGTTCCACCACCACCGCGCTTGAGGAAGCTGAT Cre11.g467598 GGAGGCGGAGGTATGCAGACGCGAGAAGATC GGTTCCACCACCACCGTAGATGTCGCAGCAGGG
Cre11.g467599 GGAGGCGGAGGTATGGCCCTGGAAGCCGG GGTTCCACCACCACCCTACCGGTGGCCCGGC Cre11.g467600 GGAGGCGGAGGTATGACGACTACGGAGGAAGATTT GGTTCCACCACCACCTCAGCGCCAGCGAGGG
Cre11.g467601 GGAGGCGGAGGTATGGCCCTGGACGCGG GGTTCCACCACCACCGTGCCCGACGGGCACA Cre11.g467603 GGAGGCGGAGGTATGCAGCTGACCAGCTGC GGTTCCACCACCACCTCAGCCGTCGCCTGGG
Cre11.g467604 GGAGGCGGAGGTATGGACCACCCGACTGC GGTTCCACCACCACCCGAACCTGCCCTTGCAG Cre11.g467605 GGAGGCGGAGGTATGAGCACACGCATTGGAG GGTTCCACCACCACCATCTGCGTCATACTCGCTCG
Cre11.g467606 GGAGGCGGAGGTATGCCCTCATATGTCATCCTTTG GGTTCCACCACCACCTTAGCCTTCAGGGCGGC Cre11.g467607 GGAGGCGGAGGTATGACCGTGACCGAGATTGA GGTTCCACCACCACCTGCCTGCTGCAGCAGC
Cre11.g467609 GGAGGCGGAGGTATGCCAATTCTGACGGTGCG GGTTCCACCACCACCCATGAGCCCAAAGCCCTCC Cre11.g467609 GGAGGCGGAGGTATGGAGGTGGGCTTTGGC GGTTCCACCACCACCCATGAGCCCAAAGCCCTC
Cre11.g467609 GGAGGCGGAGGTATGTCGGTGCCTCGGC GGTTCCACCACCACCCGCCGTGTCAGGGCTA Cre11.g467609 GGAGGCGGAGGTATGCCAATTCTGACGGTGC GGTTCCACCACCACCATGGAGATGGGGATGGGG
Cre11.g467610 GGAGGCGGAGGTATGGGGACGCCTCTTGAG GGTTCCACCACCACCCTACTGCTGCGCCGCC Cre11.g467611 GGAGGCGGAGGTATGATCATCTACGAGAACTGGC GGTTCCACCACCACCTCACGTGTTGACAGGCAG
Cre11.g467612 GGAGGCGGAGGTATGAAATTGTTTGGCCGCACTG GGTTCCACCACCACCTCAGCAGCAGGCGCCG Cre11.g467613 GGAGGCGGAGGTATGGTGGCTTGTACATTTGCT GGTTCCACCACCACCCCTAGCTATCTCACCCGGT
Cre11.g467614 GGAGGCGGAGGTATGATTCCACGCGTCATAATAGC GGTTCCACCACCACCCTAGGGTGCGAAGCGC Cre11.g467615 GGAGGCGGAGGTATGCTGCGACTCACAGCAG GGTTCCACCACCACCCTCGAACGGTGCCGTGCAATTG
Cre11.g467616 GGAGGCGGAGGTATGTTCTACAGCAAGTCCAGACC GGTTCCACCACCACCCAGCTTGACGCCGTTGTTCTT Cre11.g467617 GGAGGCGGAGGTATGGCCGACGCGAAGC GGTTCCACCACCACCCTTCTGGGTGGCCTCGTA
Cre11.g467618 GGAGGCGGAGGTATGCGGCCGCTTTCGC GGTTCCACCACCACCCGGCGCCACCCACACC Cre11.g467621 GGAGGCGGAGGTATGCTACATGAGCTTGGTCG GGTTCCACCACCACCCACAAAGCGCTTCTCGAGC
Cre11.g467622 GGAGGCGGAGGTATGGCAGTCAACATTACGAACC GGTTCCACCACCACCCTAATGGTGCGCGTCGC Cre11.g467623 GGAGGCGGAGGTATGGCACGCACAAAGCT GGTTCCACCACCACCATATACAGCTCCCGCCATCG
Cre11.g467626 GGAGGCGGAGGTATGACAGCACACGACAGCA GGTTCCACCACCACCTTTCCGCCCTCTCCACGTTAAA Cre11.g467627 GGAGGCGGAGGTATGGAGGCTGCACCGCCAA GGTTCCACCACCACCGCGCGCGCGCACCTCAATC
Cre11.g467628 GGAGGCGGAGGTATGCTTCAGCGTGTGCTAG GGTTCCACCACCACCTCGACACCTCTGCTTCCA Cre11.g467629 GGAGGCGGAGGTATGGCATTTGCTGCGCG GGTTCCACCACCACCGCCGAGCTTGCCGCTC
Cre11.g467630 GGAGGCGGAGGTATGCATGGAAAGCTTCCGT GGTTCCACCACCACCCTTCTTCTCCTGCCTGGGC Cre11.g467631 GGAGGCGGAGGTATGCCGCTGGAGAGGGG GGTTCCACCACCACCGACCGTGGCCCGCTCG
Cre11.g467632 GGAGGCGGAGGTATGGCGCTGAGCAGTGA GGTTCCACCACCACCGAACCTCAGAAGAAGTGGCAC Cre11.g467633 GGAGGCGGAGGTATGTTTCAGCGTAGCGCCCTA GGTTCCACCACCACCCACCGCCGCCAGCACC
Cre11.g467634 GGAGGCGGAGGTATGTGGCCAGTCACTGCTC GGTTCCACCACCACCAGAGTTGCTTTTCAGCAGTTTGT Cre11.g467636 GGAGGCGGAGGTATGTGGCCGCATGCGG GGTTCCACCACCACCCTCAAACCCCAAGAGAGCG
Cre11.g467637 GGAGGCGGAGGTATGGCTTTCGCGGCCG GGTTCCACCACCACCCAGGCAGTTGGCGAACAG Cre11.g467638 GGAGGCGGAGGTATGATCACACGCGGCATGTC GGTTCCACCACCACCGCGCTTTGGCACACCGCC
Cre11.g467639 GGAGGCGGAGGTATGGCTATGCGCCATCTGC GGTTCCACCACCACCTTGCCGTACGTTCCGCAC Cre11.g467640 GGAGGCGGAGGTATGTCGATGAAGACGCTTGC GGTTCCACCACCACCGTGCGACTTTGCGTACTCC
Cre11.g467641 GGAGGCGGAGGTATGCAGTTGGCAGGACTGC GGTTCCACCACCACCGCTCACAACCGCCAACGG Cre11.g467641 GGAGGCGGAGGTATGCAGTTGGCAGGACTG GGTTCCACCACCACCGCTCACAACCGCCAACG
Cre11.g467642 GGAGGCGGAGGTATGTCAACCACACGGCGAA GGTTCCACCACCACCCTTCCGGGTGGTGCTGGAAGAG Cre11.g467644 GGAGGCGGAGGTATGTCGTTTGACACCAAGAAAGC GGTTCCACCACCACCCTAGTCGCGCATCGCG
Cre11.g467645 GGAGGCGGAGGTATGCTGCTGGAGCGGC GGTTCCACCACCACCGCCTGTCCAAAGCCCCA Cre11.g467646 GGAGGCGGAGGTATGTGGGAGGTTACCAAGTACA GGTTCCACCACCACCTTAAGGCCAGCCATGGAAGC
Cre11.g467647 GGAGGCGGAGGTATGGAGGTGGACGGCACG GGTTCCACCACCACCTTACAGCCCGCGGCGG Cre11.g467648 GGAGGCGGAGGTATGCATTCCAATGGATGCCTA GGTTCCACCACCACCCTACTCGGGTGGCACCG
Cre11.g467649 GGAGGCGGAGGTATGGCCTCTAAACAACTGCTGA GGTTCCACCACCACCAGCCAGCGCGAACTGCAC Cre11.g467650 GGAGGCGGAGGTATGGCACGGCTCCGCACT GGTTCCACCACCACCGGTTGGCCACCCGCCAATTTG
Cre11.g467651 GGAGGCGGAGGTATGAGCGCGCTGGGCA GGTTCCACCACCACCTGCTTCATGCGCCCGC Cre11.g467652 GGAGGCGGAGGTATGCGAGATGGCGCCG GGTTCCACCACCACCCTGCCGTTCTTGTCGCC
Cre11.g467653 GGAGGCGGAGGTATGCCGCCCAACTGCT GGTTCCACCACCACCATAGCCCCCGTACGCAG Cre11.g467654 GGAGGCGGAGGTATGGACCCGCCCGGTG GGTTCCACCACCACCTTTGGGTCGGTGAAACATGTG
Cre11.g467655 GGAGGCGGAGGTATGGCGGCAGCGTCAG GGTTCCACCACCACCGAACTTGCGCACTGCGT Cre11.g467656 GGAGGCGGAGGTATGGCCAACCGGCGCC GGTTCCACCACCACCTCACTTCTTGGTGGTACTGCTGC
Cre11.g467657 GGAGGCGGAGGTATGGCTGGACCCGCATA GGTTCCACCACCACCCGAGCAACGGGGTTGC Cre11.g467659 GGAGGCGGAGGTATGGATCAACAGGACCAAACCG GGTTCCACCACCACCTCACATCCCGCCCGCG
Cre11.g467660 GGAGGCGGAGGTATGGCTCGTGCGCCGC GGTTCCACCACCACCTTGCTCTGACGTCACACCTCC Cre11.g467661 GGAGGCGGAGGTATGGTCCAACTGGACACTACT GGTTCCACCACCACCCTACCGCTGCTGGCTCG
Cre11.g467662 GGAGGCGGAGGTATGGACCTGCTGCAAAAGG GGTTCCACCACCACCCCATACAACCCCCGCCA Cre11.g467664 GGAGGCGGAGGTATGGCCACGATGACTCAGT GGTTCCACCACCACCATAGAACGCGACGCCATG
Cre11.g467665 GGAGGCGGAGGTAGCCCCATTGCGGGCC GGTTCCACCACCACCGTACCCGCCCATCGAAGC Cre11.g467666 GGAGGCGGAGGTATGGCGATGCTCTTTGCGCTTG GGTTCCACCACCACCCTGCCGGTGGCGCTGCTG
Cre11.g467667 GGAGGCGGAGGTATGGAGGCAGGCAGCA GGTTCCACCACCACCCGCTGAGTTGTGCTTGAAC Cre11.g467668 GGAGGCGGAGGTATGGCGTCCGAAGTCGTTCTAG GGTTCCACCACCACCGAGGTGGTCACCCTTCTTGTAC
Cre11.g467669 GGAGGCGGAGGTATGCGGAAGGCACGGT GGTTCCACCACCACCCAGCCCATCAAACCCGC Cre11.g467670 GGAGGCGGAGGTATGCGCGAACTCCTGGGT GGTTCCACCACCACCTCATGCCGCCTGCCGC
Cre11.g467671 GGAGGCGGAGGTATGGCCAAGGGCACAATTGTT GGTTCCACCACCACCAGAGCCGCCTCCACCTCC Cre11.g467672 GGAGGCGGAGGTATGCCTGTGATCCTTCTCGC GGTTCCACCACCACCTTAGCGCCTTCCGGCG
Cre11.g467673 GGAGGCGGAGGTATGGCAAGCGCAAGCCC GGTTCCACCACCACCCTCCCCTCGCTGCCGC Cre11.g467674 GGAGGCGGAGGTATGCCGATCCGCTTCGT GGTTCCACCACCACCGGCCGCTGGTGACAAG
Cre11.g467677 GGAGGCGGAGGTATGGGAGAGTCGCTGCCG GGTTCCACCACCACCTCTCCCCCAAGGCAGCGC Cre11.g467680 GGAGGCGGAGGTATGTGCTATAATGTCCTGGCGG GGTTCCACCACCACCCTCCACAACTGCGCGCAG
Cre11.g467681 GGAGGCGGAGGTATGGCTTGGCGCTACTCC GGTTCCACCACCACCTATCAGCGAGTCGCCATTCC Cre11.g467682 GGAGGCGGAGGTATGGCGCAGCGCGAGG GGTTCCACCACCACCTAACCGACTGCGCGGCT
Cre11.g467684 GGAGGCGGAGGTATGGCGGGGGCTCCAG GGTTCCACCACCACCCTCGAACGCCCGCCCC Cre11.g467685 GGAGGCGGAGGTATGCCTCTGAGAGGCCC GGTTCCACCACCACCCGCACAGCAAAACAGCTTC
Cre11.g467686 GGAGGCGGAGGTATGTACGTTGGCGAGCTCG GGTTCCACCACCACCCTACGTGCGGGGCCCC Cre11.g467687 GGAGGCGGAGGTATGTCGTCGCGACCTGA GGTTCCACCACCACCCTGCTCCTTTGTGGCGG
Cre11.g467689 GGAGGCGGAGGTATGGCCATGCTGTCCTCC GGTTCCACCACCACCCGCCCACCAGGGCTCCAG Cre11.g467690 GGAGGCGGAGGTATGCCGCGCGTTAAGG GGTTCCACCACCACCTTGCTTCAGCTTCATAGCCAC
Cre11.g467692 GGAGGCGGAGGTATGAAACAACATCTGAACGGGT GGTTCCACCACCACCTCACAGCGGCTGCAGG Cre11.g467693 GGAGGCGGAGGTATGCTGTCCCATAGATATGCAC GGTTCCACCACCACCTCACAGCGGCTGCAGG
Cre11.g467694 GGAGGCGGAGGTATGGCAGATCAAATAAGCACCA GGTTCCACCACCACCCTATATATGTACGGGGCATGAGG Cre11.g467695 GGAGGCGGAGGTATGACGGAGAACTGGGACC GGTTCCACCACCACCCTACTGCTGCTGCGGC
Cre11.g467696 GGAGGCGGAGGTATGGCGGAGGTGCAGG GGTTCCACCACCACCCGACTGTACGACAACGCC Cre11.g467697 GGAGGCGGAGGTATGCAAGTGCTAATGACCAGG GGTTCCACCACCACCGCCTGTGCGCTTGCAC
Cre11.g467698 GGAGGCGGAGGTATGCCTCCGGAAGTTTCAGA GGTTCCACCACCACCCGACTGTACGACAACGCC Cre11.g467699 GGAGGCGGAGGTATGGAGTCATGCCGCAAGGC GGTTCCACCACCACCGGCGTCGCCGTGCTCG
Cre11.g467700 GGAGGCGGAGGTATGCAGACCAAGGCTTTCACC GGTTCCACCACCACCCATGCGCTCGTGGGCGGTG Cre11.g467701 GGAGGCGGAGGTATGCTTCCGGCATTCTCCA GGTTCCACCACCACCCTGCCACAGCCACTCCA
Cre11.g467703 GGAGGCGGAGGTATGGCGGCGAGTGACC GGTTCCACCACCACCCTTGCCCTTTTTCCCCTTTTG Cre11.g467706 GGAGGCGGAGGTATGCCGCAGGCCGAAGCG GGTTCCACCACCACCCGCCTCACCTCCCACCGC
Cre11.g467707 GGAGGCGGAGGTATGCTCCGCAACGCTG GGTTCCACCACCACCCGACTTCTGGTCCAGCGC Cre11.g467708 GGAGGCGGAGGTATGCAGTTTGACCCTAGCAAG GGTTCCACCACCACCTCACGCCAGCACTCCC
Cre11.g467709 GGAGGCGGAGGTATGCGACTATCGCGGCA GGTTCCACCACCACCGTTGTCGCCGTGCTTGT Cre11.g467710 GGAGGCGGAGGTATGTCCAGCGGGCTCTCA GGTTCCACCACCACCGATGCGCAGCAGGCGG
Cre11.g467712 GGAGGCGGAGGTATGTCCACCGCATGGCTG GGTTCCACCACCACCCAGGTTCTTTCGCCAGTCGC Cre11.g467712 GGAGGCGGAGGTATGTCCACCGCATGGCT GGTTCCACCACCACCCAGGTTCTTTCGCCAGTCG
Cre11.g467713 GGAGGCGGAGGTATGAAGGCGGCAAAGAGG GGTTCCACCACCACCCTGCTCCTTCTTCTCCTCCT Cre11.g467714 GGAGGCGGAGGTATGGCCAACGTGCCTGGT GGTTCCACCACCACCTCAGCCGCGCCATGCC
Cre11.g467715 GGAGGCGGAGGTATGGACAGCCTTGCCTTCC GGTTCCACCACCACCCACCTGTGCAACCAACGG Cre11.g467716 GGAGGCGGAGGTATGGACCTGCTCAGCCTC GGTTCCACCACCACCGCAGGACGGAGCTAGTGG
Cre11.g467717 GGAGGCGGAGGTATGCCCACTGCATCCACAG GGTTCCACCACCACCCGCCGTCTTGTCCAGCAG Cre11.g467718 GGAGGCGGAGGTATGAGCGCTCGGCGGCTTG GGTTCCACCACCACCCAGCTGCGGCAGCTTCTTC
Cre11.g467719 GGAGGCGGAGGTATGGACGGCAGCTTAAAGC GGTTCCACCACCACCGTCCGAGCCGTCCTCTG Cre11.g467721 GGAGGCGGAGGTATGTCTCGCAGCCACATCG GGTTCCACCACCACCCAGCAGGAAGAACAGCGC
Cre11.g467722 GGAGGCGGAGGTATGGACCAGCACCAAAGC GGTTCCACCACCACCCCCCTGCAGCTGCTGC Cre11.g467723 GGAGGCGGAGGTATGCAGCTCGGCCAGC GGTTCCACCACCACCCTCCTGGAAGGGCGCG
Cre11.g467724 GGAGGCGGAGGTATGAATGCGCTACCGGATC GGTTCCACCACCACCCTGCTGCTCGCGCTTG Cre11.g467725 GGAGGCGGAGGTATGACGCCATTCGCAAAACTG GGTTCCACCACCACCCTACGGCCAGCGCGGG
Cre11.g467726 GGAGGCGGAGGTATGGCTGCAGGACAGGATC GGTTCCACCACCACCGTCCTCCTTTTTGCTCGCCATC Cre11.g467727 GGAGGCGGAGGTATGCTTCGGCGACGACA GGTTCCACCACCACCCCGCGCCACGAGTACC
Cre11.g467728 GGAGGCGGAGGTATGTGGGACGTCACGCT GGTTCCACCACCACCCCGCGCCACGAGTACC Cre11.g467730 GGAGGCGGAGGTATGCTCTTACAGGCCGTGA GGTTCCACCACCACCCAGCACGTCCTGGGCT
Cre11.g467731 GGAGGCGGAGGTATGAGCGCAGCACCGG GGTTCCACCACCACCCCGCGCCACGAGTACC Cre11.g467732 GGAGGCGGAGGTATGCGCGGAACGGCGG GGTTCCACCACCACCCACGCAGCACTCCTCACTG
Cre11.g467733 GGAGGCGGAGGTATGTACCGCTTGGCCCC GGTTCCACCACCACCCGCGGCAAACTTGGGG Cre11.g467734 GGAGGCGGAGGTATGACACTCCTGCAAGAATACG GGTTCCACCACCACCCTACCGCCCCAAACCCG
Cre11.g467735 GGAGGCGGAGGTATGCACGAGGTGTTTGCG GGTTCCACCACCACCCGTTCCGCCAGCACGG Cre11.g467736 GGAGGCGGAGGTATGTCATCTTCCAGCGACAAAGG GGTTCCACCACCACCTCACTTGGCGCCCGCA
Cre11.g467737 GGAGGCGGAGGTATGGCGCAAGGAGGCG GGTTCCACCACCACCTTGTCCGCCGCCACTG Cre11.g467738 GGAGGCGGAGGTATGGCCGCGCTGTCTG GGTTCCACCACCACCCTGCTTGAGCTGCATGGG
Cre11.g467739 GGAGGCGGAGGTATGTGCGATAACTGGCAGGCA GGTTCCACCACCACCCCGCCCAGCGGTTGCC Cre11.g467740 GGAGGCGGAGGTATGTTGCAGCGCCTGCGGTTG GGTTCCACCACCACCGGGCTTGCGGTACAGCGC
Cre11.g467742 GGAGGCGGAGGTATGGATGGCCTCGCGG GGTTCCACCACCACCCTCATCCTCGGCGAGCT Cre11.g467743 GGAGGCGGAGGTATGCTGGACCTGGGGCTC GGTTCCACCACCACCCGCCTCGCCACTCTCGCTATTG
Cre11.g467745 GGAGGCGGAGGTATGGCTCAGGTGGACGTGC GGTTCCACCACCACCTCACACGCGGACCGCG Cre11.g467746 GGAGGCGGAGGTATGTCGTTCTACGCGCAG GGTTCCACCACCACCCACCGCCGGTGCAAAC
Cre11.g467747 GGAGGCGGAGGTATGTTTGGTGCTTACGCACG GGTTCCACCACCACCGTCCTTTTTCTTGCCGCCG Cre11.g467748 GGAGGCGGAGGTATGGTAGTACGACGTGGAAAC GGTTCCACCACCACCCACGATACGCACGGTCAC
Cre11.g467749 GGAGGCGGAGGTATGCAAGGCCTGCGTG GGTTCCACCACCACCGTCCCGCTTGCCGGAC Cre11.g467750 GGAGGCGGAGGTATGCAGCTTTTCCACAGCG GGTTCCACCACCACCGCCACCACCGCCATCC
Cre11.g467751 GGAGGCGGAGGTATGGACGTGGACTCGAAGG GGTTCCACCACCACCCTCCGTCATTGCCGTGACC Cre11.g467752 GGAGGCGGAGGTATGGATCCCTACGCATCCTC GGTTCCACCACCACCCGCCTTCTTAAAGCGGTACC
Cre11.g467753 GGAGGCGGAGGTATGTCGGATGCAAAAGCTACTG GGTTCCACCACCACCGTAGCGCATGTGCATAGGCA Cre11.g467754 GGAGGCGGAGGTATGCTTGTGATTAACAAGGTGGC GGTTCCACCACCACCTCCTTGCTGCTGCTGGCT
Cre11.g467755 GGAGGCGGAGGTATGAGCACGAGCGTGAAATCG GGTTCCACCACCACCGACGTTCTCGAACCAGGTGTC Cre11.g467756 GGAGGCGGAGGTATGCCAAGGCGGCTTGCCTTTC GGTTCCACCACCACCTTGCAGCAGACGGCGTCC
Cre11.g467758 GGAGGCGGAGGTATGTTAGAGCGATACAAAGAATGG GGTTCCACCACCACCTTAGTTGCTGCCGCTGG Cre11.g467759 GGAGGCGGAGGTATGGCTGCCCTTGCTTCC GGTTCCACCACCACCATCGGCCTTGAGGTTCCAAG
Cre11.g467760 GGAGGCGGAGGTATGGCCCTCCGCACTC GGTTCCACCACCACCCTTCTGCTGCTCGGCC Cre11.g467761 GGAGGCGGAGGTATGTCTCTTCGCAGCCTGG GGTTCCACCACCACCGGCGCACATCCTGCCG
Cre11.g467762 GGAGGCGGAGGTATGGAAGCAGGCAGGGATG GGTTCCACCACCACCTCGGCCGAGGCAAGTGAAGATG Cre11.g467765 GGAGGCGGAGGTATGCAGCCTCGTGACGC GGTTCCACCACCACCGTCATACCAGTGGCGGC
Cre11.g467766 GGAGGCGGAGGTATGCCACGCTCATACGC GGTTCCACCACCACCCCCCTTGATGACCGCAATG Cre11.g467767 GGAGGCGGAGGTATGTCGCTTTCGGGCTACTTC GGTTCCACCACCACCGGCGGACTTGTTGGCGGG
Cre11.g467768 GGAGGCGGAGGTATGGCGCAGGTTCAGGCG GGTTCCACCACCACCCTTCCACCAGAAGCTGACAGAG Cre11.g467769 GGAGGCGGAGGTATGAAGTCGTGCGTATCTGG GGTTCCACCACCACCCTTCTTGCGCGCCTCC
Cre11.g467770 GGAGGCGGAGGTATGGCCCTCTCTATGAAGATGC GGTTCCACCACCACCCTTCTCGTCCAGGGCGGC Cre11.g467771 GGAGGCGGAGGTATGGATGGTTGTCGTCTTTGG GGTTCCACCACCACCACTCGCACGCACGCAC
Cre11.g467772 GGAGGCGGAGGTATGGATAGCGGCCTAGCAC GGTTCCACCACCACCCGCCATGCCGCACCAA Cre11.g467773 GGAGGCGGAGGTATGATTGCTGTCAAGCCTACC GGTTCCACCACCACCCAGGTTGTACTGCGCCAC
Cre11.g467774 GGAGGCGGAGGTATGGAAATCGCGGAACCTCTTG GGTTCCACCACCACCTCAGCACGCCGCCAGC Cre11.g467775 GGAGGCGGAGGTATGGGTGGTGGCACAGG GGTTCCACCACCACCTCGATTGATGATGAAGGGCG
Cre11.g467776 GGAGGCGGAGGTATGGCCAGTCTTTGTGCG GGTTCCACCACCACCTTGGGAGATGATGAACGGC Cre11.g467777 GGAGGCGGAGGTATGGGGAATGGCAGTGGT GGTTCCACCACCACCTTGAGAGATGATGAACGGCG
Cre11.g467778 GGAGGCGGAGGTATGCAGTCCCTAGTTGTCCATA GGTTCCACCACCACCATGGTTGTGCGGTGTGCC Cre11.g467779 GGAGGCGGAGGTATGAGACGCACGCCGA GGTTCCACCACCACCCTCCGCCTGCTCCTCC
Cre11.g467780 GGAGGCGGAGGTATGAGTCCCCACGTGATTTC GGTTCCACCACCACCCGACTTCACGCGCACG Cre11.g467781 GGAGGCGGAGGTATGCCTTCGGCCGCTACCAAG GGTTCCACCACCACCCTTCTTGCCGGGCACGCC
Cre11.g467783 GGAGGCGGAGGTATGCCTGTGGCAAGCAGA GGTTCCACCACCACCACGCTGTCGAGCGCCA Cre11.g467784 GGAGGCGGAGGTATGATGCTGCCCAACAGC GGTTCCACCACCACCCAGCTTGACTCGCAGCA
Cre11.g467785 GGAGGCGGAGGTATGCTCAAGCATTTGGGGCCTT GGTTCCACCACCACCCTTCTTGCCCTCCTCCTGC Cre11.g467786 GGAGGCGGAGGTATGGAGTGCGGCTATTTCC GGTTCCACCACCACCTGAAGATTCCCCTCCGTCC
Cre11.g467787 GGAGGCGGAGGTATGGAGCAGGTGGCGGC GGTTCCACCACCACCTCAGCGCGCTACGCCC Cre11.g467788 GGAGGCGGAGGTATGGCCGCTCCAGTGC GGTTCCACCACCACCCGTAATGTACTGGTGGGGGC
Cre11.g467789 GGAGGCGGAGGTATGTCACGCTACACCCAGAAC GGTTCCACCACCACCTTAGGCGGCGGAGGCG Cre11.g467790 GGAGGCGGAGGTATGCCGTCTCGCGCGG GGTTCCACCACCACCCGATCCACGTCCTTCACCTCC
Cre11.g467791 GGAGGCGGAGGTATGTGGGTGGTGGTGAGC GGTTCCACCACCACCCTAACGCCAGCGCTCG Cre11.g467792 GGAGGCGGAGGTATGCGCCAGGTGTTCCTA GGTTCCACCACCACCGGCAACTGCTACCCTCTGC
Cre11.g467793 GGAGGCGGAGGTATGGATAGGATCGAAAAGCAGC GGTTCCACCACCACCTCAGTAGCTGTAATCACTGTTGC Cre11.g467794 GGAGGCGGAGGTATGCCCGCCATATACTGCA GGTTCCACCACCACCGTAGTACCCGCGCCCG
Cre11.g467795 GGAGGCGGAGGTATGAACAACGCGCACGAGG GGTTCCACCACCACCATGCGATTTGTCCACGCTTC Cre11.g467795 GGAGGCGGAGGTATGAACAACGCGCACGA GGTTCCACCACCACCATGCGATTTGTCCACGCT
Cre11.g467796 GGAGGCGGAGGTATGCGTGCGGACGGAGGC GGTTCCACCACCACCAGGCGCGCCGTTCTCTCT Cre11.g467800 GGAGGCGGAGGTATGGCCCCCAACGCGC GGTTCCACCACCACCAGGCCTGGGTCGCACG
Cre11.g467900 GGAGGCGGAGGTATGCTGCTCACAGATAAGGGC GGTTCCACCACCACCCGGCTTCCTCACAATCCAG Cre11.g467950 GGAGGCGGAGGTATGCGAGAGAATGCGCAG GGTTCCACCACCACCCGCCGCCTCCTGTGAA
Cre11.g468000 GGAGGCGGAGGTATGCCAACCCACCAATGC GGTTCCACCACCACCGTAATGGCGGCGCTGG Cre11.g468075 GGAGGCGGAGGTATGCTGCTGCAGAAGGC GGTTCCACCACCACCACCAGCTGTTCCCGCG
Cre11.g468100 GGAGGCGGAGGTATGGTGCGCTCGGGAGCC GGTTCCACCACCACCCAAGCCTGCCACGCTTTTG Cre11.g468150 GGAGGCGGAGGTATGGCCGCGCTTCGCAAG GGTTCCACCACCACCCAGTGGCAACGCCGCCAG
Cre11.g468150 GGAGGCGGAGGTATGGCCGCGCTTCGCA GGTTCCACCACCACCCAGTGGCAACGCCGCC Cre11.g468200 GGAGGCGGAGGTATGGATCGACCTCTATCCATACC GGTTCCACCACCACCTCACGCGGGGAACAGC
Cre11.g468250 GGAGGCGGAGGTATGGCTTACAGCAACTTACAAAAA GGTTCCACCACCACCCTACAGACCCAGCCCGG Cre11.g468300 GGAGGCGGAGGTATGTTCCTAGTAAACTGGTTCT GGTTCCACCACCACCCTTGATGTACTGGCTCAGCCA
Cre11.g468350 GGAGGCGGAGGTATGACTTCCATGGCCCCT GGTTCCACCACCACCTGCCAGTCGGCTTGCG Cre11.g468353 GGAGGCGGAGGTATGGGTTCGGTTGCCGCG GGTTCCACCACCACCCGCCTGCTCCTCCGAGCC
Cre11.g468359 GGAGGCGGAGGTATGGGCCGCTTCCGGC GGTTCCACCACCACCCCCGAACTTGACCATGGGC Cre11.g468362 GGAGGCGGAGGTATGTCTAGTCCTATAACGGTCGTA GGTTCCACCACCACCTTAGCCCCAGGGGTCCT
Cre11.g468365 GGAGGCGGAGGTATGGCCTCCTCCTCCACC GGTTCCACCACCACCCCGCAGCCCCACCACC Cre11.g468368 GGAGGCGGAGGTATGCAGCAGCAGCAGC GGTTCCACCACCACCTCAGTGGCACGCCGTG
Cre11.g468374 GGAGGCGGAGGTATGCCGTTCGAAAATCTCTTCA GGTTCCACCACCACCCTAGCCGCTCTCAGTGACC Cre11.g468377 GGAGGCGGAGGTATGACACGTCTAACAAAGCAATAC GGTTCCACCACCACCCTACGCCACGGCGTACA
Cre11.g468380 GGAGGCGGAGGTATGGCCGAAGCCGGAGGC GGTTCCACCACCACCGCTGCCTAGCTGGCGCAG Cre11.g468380 GGAGGCGGAGGTATGGCCGAAGCCGGAG GGTTCCACCACCACCGCTGCCTAGCTGGCGC
Cre11.g468383 GGAGGCGGAGGTATGGAGTGGCGCAACTTC GGTTCCACCACCACCCGTGGAACCACTAGTCAGGA Cre11.g468400 GGAGGCGGAGGTATGTCGCTAAACGCGAGTG GGTTCCACCACCACCCTTGCCCGAACCTGAGGC
Cre11.g468450 GGAGGCGGAGGTATGAGCTACAAGGCAAAGACCG GGTTCCACCACCACCGAAGAGCGAGGTCTTCTTCATGA Cre11.g468500 GGAGGCGGAGGTATGGCGCCTAAGGCTGG GGTTCCACCACCACCTCAACCCCTGGCGCCC
Cre11.g468550 GGAGGCGGAGGTATGCAGGTCGCGGCTG GGTTCCACCACCACCGAACTTGACGCCGCCG Cre11.g468600 GGAGGCGGAGGTATGGCGCCAAGCCCCT GGTTCCACCACCACCCTCGGGCGGCAGCAGT
Cre11.g468650 GGAGGCGGAGGTATGCCGGTCGAAAACCTCG GGTTCCACCACCACCCACGCCCTCGGCGACA Cre11.g468700 GGAGGCGGAGGTATGCTCGGTGCTCACAGC GGTTCCACCACCACCGAACTTGGGCTTGAGGCTGAT
Cre11.g468750 GGAGGCGGAGGTATGCTGCAGGCCCAGAAG GGTTCCACCACCACCGAAGCCCGTGCTGCGC Cre11.g468800 GGAGGCGGAGGTATGGCCTGTCTTGCATTGC GGTTCCACCACCACCTTACCCCTGCTGGGGC
Cre11.g468850 GGAGGCGGAGGTATGGACCCAACCCAGATGG GGTTCCACCACCACCCGACATCTTGCGCGTGC Cre11.g468950 GGAGGCGGAGGTATGGTTATGCGTCTGTCTGAGG GGTTCCACCACCACCCGTCCGCTCCGCAATAATGTC
Cre11.g469000 GGAGGCGGAGGTATGCAGGGCGACCGCT GGTTCCACCACCACCGGAGCGGTAGTTGACGCG Cre11.g469033 GGAGGCGGAGGTATGAATGCGCTTGTTGCATCC GGTTCCACCACCACCGCACAGCACTCGCCGC
Cre11.g469100 GGAGGCGGAGGTATGTCGACCGCCAAGGC GGTTCCACCACCACCGGCCTGGTGGATGAGCC Cre11.g469187 GGAGGCGGAGGTATGGCGGCAGCAGCCC GGTTCCACCACCACCTTACTTCTTCGTGACCTCCTCAGA
Cre11.g469350 GGAGGCGGAGGTATGACCAGCTCGTTGATATTCA GGTTCCACCACCACCTCAGCTCCTGCCGGCT Cre11.g469375 GGAGGCGGAGGTATGAGCCGCAAGGACTATGC GGTTCCACCACCACCCACTGCAGGTAGCGCC
Cre11.g469400 GGAGGCGGAGGTATGGGGAAGCCGCTGCACTTTG GGTTCCACCACCACCACAATTCTTGGCGGCATCCAG Cre11.g469450 GGAGGCGGAGGTATGGAGGCTCCGCTGGCT GGTTCCACCACCACCCTGCTCCATGGGTGCTGAG
Cre11.g469550 GGAGGCGGAGGTATGAAGCTTGGCACCCTTG GGTTCCACCACCACCGCACGAGACATCCACATTCT Cre11.g469600 GGAGGCGGAGGTATGGAGGTAGAAGAAGATGTTTTG GGTTCCACCACCACCTCAGCCTGAGGACTCCT
Cre11.g469650 GGAGGCGGAGGTATGGAGCCCGGGAACGC GGTTCCACCACCACCGCCACCACCGCCGCAG Cre11.g469750 GGAGGCGGAGGTATGGGGCCCGGGAACG GGTTCCACCACCACCCTATCCGCCGCCGCAC
Cre11.g469800 GGAGGCGGAGGTATGGCATCACCCGGAGAAG GGTTCCACCACCACCGTCTCCACCGCCGCCA Cre11.g474650 GGAGGCGGAGGTATGCTGCATGGAAATGAACGA GGTTCCACCACCACCCATGGACACCCCGATGTCC
Cre11.g474700 GGAGGCGGAGGTATGGGCTCGGGTCCTAGA GGTTCCACCACCACCCATGGCACCCGCCACA Cre11.g474750 GGAGGCGGAGGTATGTCAGGCATACCGGTTAGGA GGTTCCACCACCACCGAACCTCAGCACATTCCGATTG
Cre11.g474800 GGAGGCGGAGGTATGCTGTCCCAGTATGCGG GGTTCCACCACCACCCACGCCAAAAGAGGTGATCGT Cre11.g474850 GGAGGCGGAGGTATGGACGCTCCACCGCCGTTTA GGTTCCACCACCACCGCGCCACCAAGGTGTGCC
Cre11.g474900 GGAGGCGGAGGTATGAGTGGCTCAGAACCCG GGTTCCACCACCACCCGCAATGAACATGACCACAG Cre11.g474950 GGAGGCGGAGGTATGTCGGTGGAGAACCAGG GGTTCCACCACCACCCTACCTGCCCAGGGCG
Cre11.g475050 GGAGGCGGAGGTATGTCACGCCAAATCAAGGACC GGTTCCACCACCACCCGAGGCAAGCTTGGCAAC Cre11.g475100 GGAGGCGGAGGTATGGCCAAGGAGACCGAGG GGTTCCACCACCACCGTACTGGGTGAACATGTCTTCA
Cre11.g475150 GGAGGCGGAGGTATGGCAGAACAACACCCGAGC GGTTCCACCACCACCCACCGCCGCGGTTCCC Cre11.g475200 GGAGGCGGAGGTATGAACTTGGAAGCTGTCAGC GGTTCCACCACCACCGCCCAAGAGCTCCTGCA
Cre11.g475300 GGAGGCGGAGGTATGTACACCTCGCTGCAAAA GGTTCCACCACCACCCAATGCGGTTGGGGGC Cre11.g475350 GGAGGCGGAGGTATGGCCACTGCAGCGTGC GGTTCCACCACCACCCACGTCCGCCGCCAGC
Cre11.g475400 GGAGGCGGAGGTATGAACGTTACCCAGGTGTTG GGTTCCACCACCACCTCAGTGCCTGCCGCTT Cre11.g475432 GGAGGCGGAGGTATGAGCTTTGGGGGTCAGA GGTTCCACCACCACCCAGGTCAATGATCAGCGCA
Cre11.g475450 GGAGGCGGAGGTATGTCGCTTCTCTATCATGAAAA GGTTCCACCACCACCCTACTTGCGCGCCTCC Cre11.g475500 GGAGGCGGAGGTATGCCGGCCGTGCTGT GGTTCCACCACCACCCGGCTCCTGCTCGCGA
Cre11.g475550 GGAGGCGGAGGTATGCTGCAAAGTAAACCCGG GGTTCCACCACCACCCAGCTTGCGAATCGTGAAGAG Cre11.g475650 GGAGGCGGAGGTATGCCCGCAACCAAGAG GGTTCCACCACCACCTCAGTACTCCCGATTTTTTAGGTG
Cre11.g475700 GGAGGCGGAGGTATGACGGACCCCGAGGC GGTTCCACCACCACCGCCGTAGCGCGCCAGG Cre11.g475750 GGAGGCGGAGGTATGGGTGAAGCAGCTGC GGTTCCACCACCACCCACGGGGTGCTCGCTC
Cre11.g475800 GGAGGCGGAGGTATGTTTACATTGTTGCAATCATCT GGTTCCACCACCACCTTACTTATGGGGTTCCCTGG Cre11.g475850 GGAGGCGGAGGTATGAGCTGCCTAGCTCAACGA GGTTCCACCACCACCGATAGCGCCGCCGCCG
Cre11.g475900 GGAGGCGGAGGTATGGCCGTGTATCTTGTCTCAG GGTTCCACCACCACCCTCGCGGGTCTTGTACTGGAA Cre11.g475950 GGAGGCGGAGGTATGCAGCCGACGGGGC GGTTCCACCACCACCATTCATGAAGCCACGGCAGT
Cre11.g476000 GGAGGCGGAGGTATGGCCCAGCCCCAGC GGTTCCACCACCACCCTAATCTTCCTTCTCGTGCCTCT Cre11.g476026 GGAGGCGGAGGTATGGCCCGTCAGATTTCTGG GGTTCCACCACCACCTCATTGGCCTGCCGCC
Cre11.g476100 GGAGGCGGAGGTATGCTTGCTTGCTCATCCACC GGTTCCACCACCACCATGCCTCTGCCTGCTGCTC Cre11.g476100 GGAGGCGGAGGTATGCTTGCTTGCTCATCCA GGTTCCACCACCACCATGCCTCTGCCTGCTGC
Cre11.g476150 GGAGGCGGAGGTATGGTTGTGTCGCGACGC GGTTCCACCACCACCCCCAAGGCCGAACACCCG Cre11.g476200 GGAGGCGGAGGTATGTTCAACAATCCGTACGCGA GGTTCCACCACCACCCATGTTCATGAACAGGTTGGCC
Cre11.g476250 GGAGGCGGAGGTATGGCGCTGGCGTGCC GGTTCCACCACCACCCTACCGTTGCAGCATGCTGT Cre11.g476300 GGAGGCGGAGGTATGCGGCTGCGCTCCT GGTTCCACCACCACCGTCCTCCCAGTCCGCCA
Cre11.g476325 GGAGGCGGAGGTATGCAGCTGTCTGCTACCAG GGTTCCACCACCACCCCCCGTGTTCTGCATGCC Cre11.g476351 GGAGGCGGAGGTATGCAGGCACTTGGGCA GGTTCCACCACCACCCGACTTGGCGTAGTGCTC
Cre11.g476376 GGAGGCGGAGGTATGGTGACGCCGTCGGGC GGTTCCACCACCACCCAGGTGCAGAGCGAATTGACAG Cre11.g476400 GGAGGCGGAGGTATGCTAGAGGTCGCGTTAAAAC GGTTCCACCACCACCTTTGCCCTTGGCAGCCCG
Cre11.g476450 GGAGGCGGAGGTATGTCGACGTGCGGCG GGTTCCACCACCACCCCGCATCTTGCGGAATCG Cre11.g476550 GGAGGCGGAGGTATGGCCGCCATCCCCGAGACTC GGTTCCACCACCACCGCCGCGCAGCACCAGCTTG
Cre11.g476600 GGAGGCGGAGGTATGACAAACCCAGCGCGC GGTTCCACCACCACCTTAGGCGTGGCGGCGG Cre11.g476650 GGAGGCGGAGGTATGCTAGCGAAAAAGCATTACGG GGTTCCACCACCACCCTGCCTCGGCTGCACGAA
Cre11.g476700 GGAGGCGGAGGTATGGCGCAGTCCCGTC GGTTCCACCACCACCGGCCGACATCATGCGG Cre11.g476750 GGAGGCGGAGGTATGCAGACCGTGCGTGCTC GGTTCCACCACCACCGTAGACCTCCACGTGCCAC
Cre11.g476800 GGAGGCGGAGGTATGTCTCGCAGCGCTGC GGTTCCACCACCACCAGCGCTGGCCAAAGCC Cre11.g476850 GGAGGCGGAGGTATGGCCCCCAAGAAGAAGGGAA GGTTCCACCACCACCCGCGCCCACCACCAGCCC
Cre11.g476950 GGAGGCGGAGGTATGAGCCTCCTAACCGCG GGTTCCACCACCACCCTGCGGAAGTTCCTGCTT Cre11.g477000 GGAGGCGGAGGTATGGACAATTTGTCCCTCCAAG GGTTCCACCACCACCCTACCGCTCCCCATGCC
Cre11.g477050 GGAGGCGGAGGTATGGCAGACTTTATCCAGAAGC GGTTCCACCACCACCTCACCAGCGAGGTAGCC Cre11.g477100 GGAGGCGGAGGTATGTCCGACGTTGACGAGGATA GGTTCCACCACCACCGCTCTCCTCCGGTGTCTCC
Cre11.g477200 GGAGGCGGAGGTATGGCGACTAAGAAGCACACC GGTTCCACCACCACCGGCGTCAGCGAACTGCCAG Cre11.g477250 GGAGGCGGAGGTATGACGGAGGAGCGACG GGTTCCACCACCACCATCCTCGTCCTCCTCGTCC
Cre11.g477300 GGAGGCGGAGGTATGGCGGCAGATGACAGC GGTTCCACCACCACCCTAGGCGGTGGCGCCG Cre11.g477350 GGAGGCGGAGGTATGGCATATGGCTACTATGTCCC GGTTCCACCACCACCGTCCGGCCGCTCCGTCTG
Cre11.g477500 GGAGGCGGAGGTATGATTGCGACTACTCGGTC GGTTCCACCACCACCCAGCGTCAGCAGGCTG Cre11.g477550 GGAGGCGGAGGTATGGCAACCGCCATGC GGTTCCACCACCACCCTCCAGGCTGATGAGGTCA
Cre11.g477700 GGAGGCGGAGGTATGAGTGCAGGTAGCCAGTTG GGTTCCACCACCACCGCTGAAGCGAAATGCCGC Cre11.g477733 GGAGGCGGAGGTATGGCCGTGGCGCATG GGTTCCACCACCACCAAATGAGCAGGCACGTGATG
Cre11.g477750 GGAGGCGGAGGTATGCCAAAGTGCATATGGGAT GGTTCCACCACCACCATACACGGCGGCCATGC Cre11.g477800 GGAGGCGGAGGTATGGCTTCAGACTCAGATGATTC GGTTCCACCACCACCCTACTTGCCGCCAGCC
Cre11.g477850 GGAGGCGGAGGTATGGCGACCGGCTGGC GGTTCCACCACCACCCTACCGCCGCACGGCG Cre11.g477900 GGAGGCGGAGGTATGGTGGAACGTTGCGACA GGTTCCACCACCACCCACGCAGCCCATGCGC
Cre11.g477950 GGAGGCGGAGGTATGACCGACGTAGGCGC GGTTCCACCACCACCCATCACGATGCAGCAGGC Cre11.g478000 GGAGGCGGAGGTATGTCGCATACGCCTGC GGTTCCACCACCACCTCAGTCATCAGTCAGATCAACCA
Cre11.g478025 GGAGGCGGAGGTATGTTACAGTCAAGCATAGTAACA GGTTCCACCACCACCTCATTCATCCGTGAGGTCG Cre11.g478100 GGAGGCGGAGGTATGGAATCCGCGCGAAAA GGTTCCACCACCACCGCACACCTGCTCGTAAAACA
Cre11.g478128 GGAGGCGGAGGTATGAGCACACACGATCATAACA GGTTCCACCACCACCCTAGGCGGTTGCGGGC Cre11.g478156 GGAGGCGGAGGTATGTCTGACGGCAAATACTTTTCC GGTTCCACCACCACCTCACGCGGTCCCCAGC
Cre11.g478212 GGAGGCGGAGGTATGGATGACGAAAAGCTAGACG GGTTCCACCACCACCCTAGCCGCTGCTGTACG Cre11.g478240 GGAGGCGGAGGTATGCCCTCGCAAATGGCG GGTTCCACCACCACCTCACCGGGCTCCCGCC
Cre11.g478300 GGAGGCGGAGGTATGAGCTCCGAGCAGCA GGTTCCACCACCACCCACGACCGCCACAATGA Cre11.g478350 GGAGGCGGAGGTATGGTGCGCATCGAGC GGTTCCACCACCACCGATTTCGGCCTTAACGCGG
Cre11.g478400 GGAGGCGGAGGTATGTTCAAGGTGTTGCAACCT GGTTCCACCACCACCCCTGCCACCGGGTATGG Cre11.g478450 GGAGGCGGAGGTATGCTAGAGAGGCCAGCAG GGTTCCACCACCACCCTACTCGCGCGCCAGC
Cre11.g478456 GGAGGCGGAGGTATGGGCGCGGGACTAG GGTTCCACCACCACCAGCGACGTGTCCTCCC Cre11.g478528 GGAGGCGGAGGTATGCACCAGCCGTGCC GGTTCCACCACCACCCTACTCGCCGCGCCGG
Cre11.g478600 GGAGGCGGAGGTATGGCAGGCCAGATCGC GGTTCCACCACCACCCATCAGCAGACGCTGGAG Cre11.g478626 GGAGGCGGAGGTATGGCTGGTTGTAACAACATGC GGTTCCACCACCACCTCAGCCGCCCCAGGAG
Cre11.g478650 GGAGGCGGAGGTATGGTTTTCGCTCTTGTGCTAT GGTTCCACCACCACCCACCTCTTCCTGCACAGCTG Cre11.g478700 GGAGGCGGAGGTATGGCTGCCATTCATAAGCTGG GGTTCCACCACCACCGTTGATCTTAACCAGCTCCACA
Cre11.g478750 GGAGGCGGAGGTATGAAGCATCTCAAAAGCTTGCT GGTTCCACCACCACCCGTCCACATCATGTCGTCGG Cre11.g478850 GGAGGCGGAGGTATGTCCACAGAGGAGCTAAAGG GGTTCCACCACCACCTCATGTGGGCGGCACG
Cre11.g478950 GGAGGCGGAGGTATGGTTCGCCCTAAATCTAGC GGTTCCACCACCACCCTTGGCGAGCTGCCCC Cre11.g478966 GGAGGCGGAGGTATGACAGGGCGCTCGC GGTTCCACCACCACCCTTGGCGAGCTGCCCC
Cre11.g479000 GGAGGCGGAGGTATGACAGGGCGCTCGC GGTTCCACCACCACCCGTGCCCCTGTCCCGG Cre11.g479050 GGAGGCGGAGGTATGGCTAGGTCGCGCACC GGTTCCACCACCACCCTCGCTCTGGATCTTGATCAAC
Cre11.g479100 GGAGGCGGAGGTATGGGTGTTCACGCAGCGAAG GGTTCCACCACCACCACGCCGACCTCGCCGTGAC Cre11.g479150 GGAGGCGGAGGTATGGCAGACCCAGTTCCAC GGTTCCACCACCACCCATTCCTAGGATGGAGCGCAC
Cre11.g479200 GGAGGCGGAGGTATGTTCGAGGCAATTCAACGA GGTTCCACCACCACCCTACTGCAGCAAGCCGC Cre11.g479250 GGAGGCGGAGGTATGACCGCATGGTCGCTC GGTTCCACCACCACCGTTGATGGCGGCGCGC
Cre11.g479300 GGAGGCGGAGGTATGGACGGCCCTGGCG GGTTCCACCACCACCCCCGAACAGGAAGCGCA Cre11.g479383 GGAGGCGGAGGTATGTCTCGGGCGGCGA GGTTCCACCACCACCCACGTTGTCGTAGCCCCC
Cre11.g479450 GGAGGCGGAGGTATGAGCACGTCCACAGCC GGTTCCACCACCACCCTTGCCGCTGTCGGTGCC Cre11.g479450 GGAGGCGGAGGTATGAGCACGTCCACAGCC GGTTCCACCACCACCCTTGCCGCTGTCGGTG
Cre11.g479500 GGAGGCGGAGGTATGCAGACCATGCGTGTTG GGTTCCACCACCACCTTACGCGGAGGCGGGG Cre11.g479550 GGAGGCGGAGGTATGGCGGAAGTCGACGG GGTTCCACCACCACCCCGCGTCCCCCTTCCA
Cre11.g479600 GGAGGCGGAGGTATGCTGCCCAGGTGGCTG GGTTCCACCACCACCAATGTTACCGTACGCGCGC Cre11.g479650 GGAGGCGGAGGTATGACCACTACGGCAGCTG GGTTCCACCACCACCCTTGACCTCAGCCCAGCC
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Cre11.g479700 GGAGGCGGAGGTATGGACGAGCTTATTAACCCAAA GGTTCCACCACCACCTCAAGGCGCCACGCTA Cre11.g479750 GGAGGCGGAGGTATGCAAACTGCGCTTCGC GGTTCCACCACCACCTTTGGACGATGAGCCGAAG
Cre11.g479800 GGAGGCGGAGGTATGAGCGTCGCCAAGTATAC GGTTCCACCACCACCGCATGCCTTCCACACGC Cre11.g479850 GGAGGCGGAGGTATGGCAGTGCTGCTGGAAAC GGTTCCACCACCACCCCGCCGGTCATGGCGC
Cre11.g479950 GGAGGCGGAGGTATGGGCGCACAACTAGATC GGTTCCACCACCACCCTACCGCCCTTCCCCC Cre11.g480000 GGAGGCGGAGGTATGTCTGTCCTTGGAGTTGTAAA GGTTCCACCACCACCTCAGAAGACGTCAGGGTTGC
Cre11.g480050 GGAGGCGGAGGTATGTACTCCCAGGAGTGGC GGTTCCACCACCACCCTTGGGTGCTGAGCGC Cre11.g480060 GGAGGCGGAGGTATGAGCGACCGGGGGC GGTTCCACCACCACCCAGGTCCGCATACGGGT
Cre11.g480079 GGAGGCGGAGGTATGAGTGCCGAGCCTGC GGTTCCACCACCACCCTGCTGCTTTGACGGCG Cre11.g480100 GGAGGCGGAGGTATGCTGTGCTTTAGCGCC GGTTCCACCACCACCCGTGGAGGCCCCGTTG
Cre11.g480116 GGAGGCGGAGGTATGGGCATGGCGATGGG GGTTCCACCACCACCATGTATCTGCCAGCGCG Cre11.g480132 GGAGGCGGAGGTATGCACGGCTCTGCGGC GGTTCCACCACCACCTCAGCCGCGCCATGCC
Cre11.g480150 GGAGGCGGAGGTATGGCCCCCAAGAAGGC GGTTCCACCACCACCCTACAGGCGGCGACCG Cre11.g480250 GGAGGCGGAGGTATGACGGCTTCACGTAGAGTTG GGTTCCACCACCACCAAGGCAGGTGGGTGTGGTCATG
Cre11.g480300 GGAGGCGGAGGTATGGGACCATCACCGACC GGTTCCACCACCACCCAAAAATCGGCTACCGCTGC Cre11.g480350 GGAGGCGGAGGTATGTCGGAACGGAGCCA GGTTCCACCACCACCTGCCTTCAGCTGCTGCT
Cre11.g480502 GGAGGCGGAGGTATGGTCAATGCGCTGCTG GGTTCCACCACCACCGATGCAACACGAAGCTGC Cre11.g480551 GGAGGCGGAGGTATGCAGCCAGAGCTTCAACG GGTTCCACCACCACCCTGGCCCGCCTGCTGC
Cre11.g480600 GGAGGCGGAGGTATGCCCAATTCAGGCGG GGTTCCACCACCACCCACGCATTGTGGGCGG Cre11.g480650 GGAGGCGGAGGTATGGCCTGGTGGAACAACG GGTTCCACCACCACCGTTGGACGGCTCGGGAAG
Cre11.g480700 GGAGGCGGAGGTATGGCGACGGAGCTCAGTC GGTTCCACCACCACCGGCGTGCTCCACGCCG Cre11.g480725 GGAGGCGGAGGTATGAAATGGCTGGCGGCG GGTTCCACCACCACCAGACCGGGGTGGCCCC
Cre11.g480750 GGAGGCGGAGGTATGGAGCCAGCGGCCG GGTTCCACCACCACCCCACACCACAGACCACGC Cre11.g480800 GGAGGCGGAGGTATGCGCCGCAAGAAGC GGTTCCACCACCACCCTCATCACCCCCACCGC
Cre11.g480851 GGAGGCGGAGGTATGATGGCAAAATCGCCAAACG GGTTCCACCACCACCCTAGCGGGTGCCGGGC Cre11.g480900 GGAGGCGGAGGTATGGACGTGATCCGGGC GGTTCCACCACCACCGCGGTAGCCTCCTGTCC
Cre11.g480950 GGAGGCGGAGGTATGCACTGGCAATATCCATGTT GGTTCCACCACCACCTTCCGACTTTGCCTCCTTCTC Cre11.g481050 GGAGGCGGAGGTATGCGAAAGCGAGGCAAGG GGTTCCACCACCACCCACCTGCCACTCATTGCTCC
Cre11.g481082 GGAGGCGGAGGTATGTATGACTGGACCACCCTG GGTTCCACCACCACCCGGCCGCACCTCCTCA Cre11.g481093 GGAGGCGGAGGTATGGGAAAGGCGGGCA GGTTCCACCACCACCCTCCTCGTCATCGCTCTCC
Cre11.g481104 GGAGGCGGAGGTATGGGCAACGCACAGGG GGTTCCACCACCACCACCACCACACTCCCCAC Cre11.g481115 GGAGGCGGAGGTATGCAACAATCGCTCCTCC GGTTCCACCACCACCCAGCCCCGACACTCGC
Cre11.g481126 GGAGGCGGAGGTATGCTTTCGCAAGCCGC GGTTCCACCACCACCTTAGAACTTGTAGACGTTGGAGG Cre11.g481200 GGAGGCGGAGGTATGCCGTCATTACGGTGGCT GGTTCCACCACCACCGGCCTTGGCGGCCTGC
Cre11.g481250 GGAGGCGGAGGTATGCTTGCCACAGTTCCCG GGTTCCACCACCACCGGCGAAGCAGCAGCACAG Cre11.g481300 GGAGGCGGAGGTATGCTTGACGATGACCCGG GGTTCCACCACCACCATTGCTGCTTCCGTCTCCT
Cre11.g481313 GGAGGCGGAGGTATGGCGAGAGCCGCTG GGTTCCACCACCACCTCAGAGAAAGTAATCGCCACC Cre11.g481350 GGAGGCGGAGGTATGCATTTTCGCATGACGA GGTTCCACCACCACCTTACGACGTAGTGTATACCTTCA
Cre11.g481400 GGAGGCGGAGGTATGCAGGCTCCTGGCGC GGTTCCACCACCACCCCGCCGCGCCAGCATT Cre11.g481450 GGAGGCGGAGGTATGGCCTCTCTGCTCGC GGTTCCACCACCACCTTACACGCGCACGCCC
Cre11.g481500 GGAGGCGGAGGTATGCAGTCCCTATCTGCGC GGTTCCACCACCACCGATGCGTGCTGGGATGTTCTC Cre11.g481550 GGAGGCGGAGGTATGAGCTTCGCGGGCG GGTTCCACCACCACCCACGTCCTCCCACTCCA
Cre11.g481600 GGAGGCGGAGGTATGATTCGAGGATCTCCTCGC GGTTCCACCACCACCCGACACAGTCGTCAGCGG Cre11.g481650 GGAGGCGGAGGTATGGCTCCCTCTCGAGATG GGTTCCACCACCACCCCGCACAGCAAAGTACTGA
Cre11.g481700 GGAGGCGGAGGTATGAGCACCAAGGGCCACG GGTTCCACCACCACCCAAGCCCCCGCCCCCT Cre11.g481750 GGAGGCGGAGGTATGAGGTCTCAATCCAGTCGC GGTTCCACCACCACCGAGCGGCCCCACCGTC
Cre11.g481800 GGAGGCGGAGGTATGGACGCTGACCAAAATGGA GGTTCCACCACCACCCGTGAGCGCGCCTTCAAG Cre11.g481833 GGAGGCGGAGGTATGCCTGAGCCGGAGCC GGTTCCACCACCACCCGCGACGGCGGTGGTT
Cre11.g481951 GGAGGCGGAGGTATGGGCCATGGGCCGG GGTTCCACCACCACCGCGCAAGTCAGTCACCGC Cre11.g482001 GGAGGCGGAGGTATGCCCATAAAACATGCTTATGCC GGTTCCACCACCACCCATGAGCAGTGCCTTGAGGTC
Cre11.g482050 GGAGGCGGAGGTATGGCGCTGGTTAGCGGG GGTTCCACCACCACCTAGCTTCAGAAGGTCATCGGTG Cre11.g482101 GGAGGCGGAGGTATGGCGGAGGTGCTGC GGTTCCACCACCACCCCACGCCAGCCGAATG
Cre11.g482150 GGAGGCGGAGGTATGGCGCCAAACCTGGC GGTTCCACCACCACCCTACCGCCAGCGGCCC Cre11.g482200 GGAGGCGGAGGTATGGACGACGACCTTGAAATCA GGTTCCACCACCACCTCAGCTCCTCCGCCGC
Cre11.g482250 GGAGGCGGAGGTATGGAACGTGTCGTAGCCG GGTTCCACCACCACCGCCAGGCTTGCCTCCG Cre11.g482276 GGAGGCGGAGGTATGAGCGGCAGCAGCA GGTTCCACCACCACCCTGGTCTTGATGCGCATCTA
Cre11.g482351 GGAGGCGGAGGTATGGGAAGCATTCTGGGGA GGTTCCACCACCACCAGGGTGCACCTGGCTC Cre11.g482400 GGAGGCGGAGGTATGGGAAGCATCCTGGAGA GGTTCCACCACCACCTCACCTGATCATAGCGATCTTG
Cre11.g482450 GGAGGCGGAGGTATGGCGGACCTTGTTTTCA GGTTCCACCACCACCATTGTCTTCCTCCTCCTCCTC Cre11.g482550 GGAGGCGGAGGTATGCTGGCTATGGAATGCGA GGTTCCACCACCACCAGCCGCAGCCAGTGCT
Cre11.g482600 GGAGGCGGAGGTATGGACGCGCTATCTGTTGC GGTTCCACCACCACCGCGGGTCGCGGGTGTG Cre11.g482626 GGAGGCGGAGGTATGGCAACGGCGAGCC GGTTCCACCACCACCATCCCATGCGTCCTCCTC
Cre11.g482650 GGAGGCGGAGGTATGACCTGTTTCCAGCTCGGG GGTTCCACCACCACCCTACCGCGCCGCCACG Cre11.g482676 GGAGGCGGAGGTATGGCCCAGTCGCCGG GGTTCCACCACCACCCCAGCCCCCAGCAGCT
Cre11.g482700 GGAGGCGGAGGTATGTCTAGTCGCCCACGG GGTTCCACCACCACCCTTGGCGCGCTTGGAG Cre11.g482750 GGAGGCGGAGGTATGGTCGAACAGCTGAAGGC GGTTCCACCACCACCCATGTCGTATGCCACCATGA
Cre11.g482800 GGAGGCGGAGGTATGGACGGCGCGTTCTTACTTT GGTTCCACCACCACCCCGGAATTGGTGCGGCGG Cre11.g482841 GGAGGCGGAGGTATGTCTGAGATGCGTACATACATG GGTTCCACCACCACCTCATGGCTGCAGCGGC
Cre11.g482850 GGAGGCGGAGGTATGCCTCTGAAGGAAAAGAATGT GGTTCCACCACCACCCTACTTCTCGGTGTGGTCGT Cre11.g482900 GGAGGCGGAGGTATGGTCGATACACATGACTATACA GGTTCCACCACCACCTCAGCAGGAGCAGGCG
Cre11.g483000 GGAGGCGGAGGTATGGGCGAGGCCGACG GGTTCCACCACCACCCGTGTTACCTCTGCTGTCCG Cre11.g483100 GGAGGCGGAGGTATGGCAAACCCGTCCGTTTC GGTTCCACCACCACCCCCCTGCTGGTGGCGGTG
Cre11.g483150 GGAGGCGGAGGTATGGAAGCGCTGCAGC GGTTCCACCACCACCCAGCTTGAGAGCGGTCAAA Cre11.g483200 GGAGGCGGAGGTATGGACAGCGGAGACAGT GGTTCCACCACCACCCTAGTCGCGGTCGGGC
Cre11.g483250 GGAGGCGGAGGTATGGCGCAACACCCGC GGTTCCACCACCACCTTACGCCCGGCGCGTG Cre11.g483301 GGAGGCGGAGGTATGCTGCTGGGGCACA GGTTCCACCACCACCTCAGCCTGCGCGCTTG
Cre11.g483351 GGAGGCGGAGGTATGGCTGCCGCGCCAC GGTTCCACCACCACCCCCCAGGCGTCGGTGT Cre11.g483400 GGAGGCGGAGGTATGGCTCGGCCGAGGC GGTTCCACCACCACCCACCAGTACAGCGCACTCA
Cre11.g483450 GGAGGCGGAGGTATGGCGCGCGGTCAGT GGTTCCACCACCACCGCTCGCCCCACCATCC Cre12.g483476 GGAGGCGGAGGTATGGAACAGCGGCGACA GGTTCCACCACCACCGCCACGACCGGTGCTC
Cre12.g483500 GGAGGCGGAGGTATGTTTGAGTCCCAGGTTGC GGTTCCACCACCACCGAACACCGCCTCCCTCA Cre12.g483550 GGAGGCGGAGGTATGCCCCCTGGGCATCTG GGTTCCACCACCACCCACGGTATTGGCGCCGCT
Cre12.g483600 GGAGGCGGAGGTATGGCCGCTGCGGTTTCC GGTTCCACCACCACCCACCCCCGGGCAAGTGCCTC Cre12.g483650 GGAGGCGGAGGTATGGTGACCCGGGCTACT GGTTCCACCACCACCGAACTCGGGCAGGAAGAAGC
Cre12.g483700 GGAGGCGGAGGTATGCTGACCTTGAGACGTGC GGTTCCACCACCACCGTAGCGGGCGCCCTGG Cre12.g483720 GGAGGCGGAGGTATGCCGCTGCCTCGACGC GGTTCCACCACCACCGGCGTTGGGGTGGTCGAG
Cre12.g483750 GGAGGCGGAGGTATGGTCTCCTGTGCTAAAGCA GGTTCCACCACCACCGGTGCGCCAGCTGACC Cre12.g483850 GGAGGCGGAGGTATGTTCCCTTCGCGTGCT GGTTCCACCACCACCCCGCTGAGCCTCGCCA
Cre12.g483926 GGAGGCGGAGGTATGCCCCCGCCCCCAG GGTTCCACCACCACCTGAGCGGCCGCTGCAG Cre12.g483950 GGAGGCGGAGGTATGGCCTCGTCTACTTCCTCT GGTTCCACCACCACCGGCGCCCTTGACGAACTG
Cre12.g484000 GGAGGCGGAGGTATGGCGCCGCAGGCTAAG GGTTCCACCACCACCCTTCATGCGGAACACGTACTG Cre12.g484050 GGAGGCGGAGGTATGGTCGCCACCGGAC GGTTCCACCACCACCCTTCTTCATCTTGCGCATCAG
Cre12.g484100 GGAGGCGGAGGTATGGAGGGCGAGGCCACT GGTTCCACCACCACCCCGCTTGCGTGCCGCCTC Cre12.g484150 GGAGGCGGAGGTATGTTTTGGAAGGTCACAGGCT GGTTCCACCACCACCCAATGCCATAGACCAGTTTGGC
Cre12.g484200 GGAGGCGGAGGTATGCAGATGCAGCAGCAGC GGTTCCACCACCACCGTTTTGCCGGTAGCCGATGAA Cre12.g484300 GGAGGCGGAGGTATGAATTCTATTCCTCTTTCGCT GGTTCCACCACCACCTTAGAACAGGCTCGGCTT
Cre12.g484350 GGAGGCGGAGGTATGAGTTATTTTGTGCCGACCC GGTTCCACCACCACCCAAGAACAGGTACTGCGCCA Cre12.g484375 GGAGGCGGAGGTATGTCGTCTATCGATTGGCTA GGTTCCACCACCACCTCATTGTACATGATTGGTACTGAA
Cre12.g484400 GGAGGCGGAGGTATGTACAATGACTTATTGTTTGGG GGTTCCACCACCACCTCACACGCCACTTAAAAGG Cre12.g484450 GGAGGCGGAGGTATGCCGGTGGTTCAGGC GGTTCCACCACCACCCTTGCGCCCCATGCGC
Cre12.g484500 GGAGGCGGAGGTATGTCAGGGGCGCCGG GGTTCCACCACCACCGGTCTCCATGGCATCGCC Cre12.g484550 GGAGGCGGAGGTATGCTCGCCGCTGCTGCG GGTTCCACCACCACCTTTGCGCTCTGCCATCTCCTT
Cre12.g484600 GGAGGCGGAGGTATGACGGCCCTGCGGCCG GGTTCCACCACCACCCGCCTGCTCCTCCCCCTC Cre12.g484650 GGAGGCGGAGGTATGCAGCAGACAATAGCATTTC GGTTCCACCACCACCTCACGTCATGAGCACCTGC
Cre12.g484700 GGAGGCGGAGGTATGGCTGAGGCACTCAAGG GGTTCCACCACCACCATAGCCGCGGGTGGGC Cre12.g484750 GGAGGCGGAGGTATGCGGATGCCGATGC GGTTCCACCACCACCTCAGCTCTCAAAGTTCTTGAATCG
Cre12.g484800 GGAGGCGGAGGTATGACAACACTGCCCATAGC GGTTCCACCACCACCCTATGCGCCCCCCCCT Cre12.g484834 GGAGGCGGAGGTATGACGGGCTGGGCGTA GGTTCCACCACCACCTCAGCTTTTGACACGAAGGAC
Cre12.g484900 GGAGGCGGAGGTATGGCGGACAGAGGTCGCAAG GGTTCCACCACCACCACTCCAGTCGTTCGCGAAG Cre12.g484950 GGAGGCGGAGGTATGGCACTTAGGTGTGCCA GGTTCCACCACCACCTCATGCGATGGCCGCC
Cre12.g485000 GGAGGCGGAGGTATGGCACAGGTGGCAGC GGTTCCACCACCACCGAAGTCGTCCAGCGCC Cre12.g485050 GGAGGCGGAGGTATGGGATGCGGTGCCAGC GGTTCCACCACCACCCTCGGCGCTGCTGCCG
Cre12.g485100 GGAGGCGGAGGTATGCTGGCTGGGCTGC GGTTCCACCACCACCGTTCTGCTTGTGGGGCG Cre12.g485150 GGAGGCGGAGGTATGGCCCTCCTCGCCCAG GGTTCCACCACCACCCACCTTGACGGCGGCCTTCTTG
Cre12.g485200 GGAGGCGGAGGTATGGCGCTAGAGGCTGGC GGTTCCACCACCACCATAGGGCCGTACAATCTCGATC Cre12.g485250 GGAGGCGGAGGTATGGCCATTCTAGTGCTAGCTAC GGTTCCACCACCACCCCACTGCTTGCGGCCATC
Cre12.g485276 GGAGGCGGAGGTATGCCAGCTGCAGTTTTGA GGTTCCACCACCACCCTACTGTACAGAACAGCTGAGAG Cre12.g485350 GGAGGCGGAGGTATGGCCTCGTTGTCGGC GGTTCCACCACCACCACACCTACCCATCCGTCC
Cre12.g485400 GGAGGCGGAGGTATGTCTCAGGCTGCGCTG GGTTCCACCACCACCGGGCTTGACGGTGCGC Cre12.g485418 GGAGGCGGAGGTATGAAGCCTTCGGGCACC GGTTCCACCACCACCAATGCACCTGCCATCTGC
Cre12.g485438 GGAGGCGGAGGTATGTCTTTGCGGTGGTTAAATG GGTTCCACCACCACCTCACGCACCAGCACTGT Cre12.g485478 GGAGGCGGAGGTATGCGGCGCAGGTCAA GGTTCCACCACCACCCACGCTGGGCACCGTC
Cre12.g485500 GGAGGCGGAGGTATGGAAGCTTCAGGTGCAAA GGTTCCACCACCACCTTAACGCCCGGTTGGCA Cre12.g485550 GGAGGCGGAGGTATGAGGAACCTACAACGATTTGC GGTTCCACCACCACCCTAAGCTGCCTGCGCC
Cre12.g485600 GGAGGCGGAGGTATGGGCGGCTGTTTAAGCG GGTTCCACCACCACCTCACACGGTGGCCGCC Cre12.g485750 GGAGGCGGAGGTATGCCAAAGCGCACTACGC GGTTCCACCACCACCCTACCCGTGCCGCCGC
Cre12.g485800 GGAGGCGGAGGTATGTCTGCCTTCACTGCGC GGTTCCACCACCACCGGCGGCCTGGTAGGGGAT Cre12.g485850 GGAGGCGGAGGTATGCAGTCGACCGTTCAGC GGTTCCACCACCACCCTTGCTGTTGCTGCCCGAG
Cre12.g485900 GGAGGCGGAGGTATGAGTTCAGTCGAGCCCC GGTTCCACCACCACCCTTCCCACTTGAACCTCTCG Cre12.g485950 GGAGGCGGAGGTATGGCTCACCCGCTCGGAATTC GGTTCCACCACCACCGAGCCCGAAGCCAAACCG
Cre12.g486000 GGAGGCGGAGGTATGAAGGCAATTGAGTTGCTGA GGTTCCACCACCACCCTAGCCGCCGCCGTTG Cre12.g486050 GGAGGCGGAGGTATGGAGAAGCACCATTTGCT GGTTCCACCACCACCGTTGATGGGCGTGTCCTC
Cre12.g486100 GGAGGCGGAGGTATGGCTCAGCTGCTGCTC GGTTCCACCACCACCCGACGAGAGCGCGACCTC Cre12.g486208 GGAGGCGGAGGTATGGGCTGTGGAACTAGTAAAAA GGTTCCACCACCACCCTACCGCGACCCCAGAC
Cre12.g486209 GGAGGCGGAGGTATGGACCTGCTGTTTGCGG GGTTCCACCACCACCCTGCCCCAGCGCCTCG Cre12.g486250 GGAGGCGGAGGTATGGGTCTGATGGTTTCTAAGGC GGTTCCACCACCACCCGACTTGTTCTGGATGTTTTGGC
Cre12.g486252 GGAGGCGGAGGTATGCGTGGCCGATTCCC GGTTCCACCACCACCGCGGTGCCTCCTCTCG Cre12.g486300 GGAGGCGGAGGTATGGCCGTCGCTATGCGCTCTT GGTTCCACCACCACCCGAGTAGTAGGGCAGGATCTGG
Cre12.g486400 GGAGGCGGAGGTATGACGGGCGCTAACGAG GGTTCCACCACCACCCCCCTGCCGCAGGTGG Cre12.g486478 GGAGGCGGAGGTATGCGTGTCGGGCGTTC GGTTCCACCACCACCGCGCGCGCAACACACG
Cre12.g486481 GGAGGCGGAGGTATGTCGCGGGATTTCTGGA GGTTCCACCACCACCACGCGGGAACTTGGGT Cre12.g486550 GGAGGCGGAGGTATGGCCAAGGAAGAGGACACA GGTTCCACCACCACCGTTGCCGCCCGAGCCC
Cre12.g486551 GGAGGCGGAGGTATGAAAACGTTGGGGATAAAGCG GGTTCCACCACCACCTCACTCCTCAGTCCCGGC Cre12.g486600 GGAGGCGGAGGTATGGAAGGGCGACGGACA GGTTCCACCACCACCTTATGCGGGCCGCGGG
Cre12.g486700 GGAGGCGGAGGTATGGCTAAGGAAAGCGACAC GGTTCCACCACCACCTGCCTTGGCGTTTCGG Cre12.g486702 GGAGGCGGAGGTATGAGCTGCGGCCACA GGTTCCACCACCACCCTCCGCTTCGCTCATCTC
Cre12.g486750 GGAGGCGGAGGTATGGGCGCCGGCAGCTCTG GGTTCCACCACCACCCTTGCGGCTGGCCGCTGAC Cre12.g486800 GGAGGCGGAGGTATGGCATCCCCCTCGC GGTTCCACCACCACCTGCCGTCATGAATTGCCC
Cre12.g486850 GGAGGCGGAGGTATGTTGCAGTCTCGCCCG GGTTCCACCACCACCGGCACTTTGCACGCTCT Cre12.g486851 GGAGGCGGAGGTATGTCCAAAGCACTGGAGAAC GGTTCCACCACCACCATAGCCGGGCATCAGCG
Cre12.g486900 GGAGGCGGAGGTATGGGCGCACCAAAGTATCA GGTTCCACCACCACCTTCGATGCCCATCGCGCTC Cre12.g487000 GGAGGCGGAGGTATGCTGCTCGCTCTGGT GGTTCCACCACCACCCTACTGCAGCAGCCGGC
Cre12.g487100 GGAGGCGGAGGTATGTCACCCGTCGCGT GGTTCCACCACCACCTCACGGGGCCGTGACC Cre12.g487101 GGAGGCGGAGGTATGCTGCAGTCCACCGT GGTTCCACCACCACCTGGTGCCAGTTCAATGTGG
Cre12.g487150 GGAGGCGGAGGTATGCGAAGGCGCAGCAC GGTTCCACCACCACCCGAGCGCCTCAGCCGC Cre12.g487200 GGAGGCGGAGGTATGGGCCGTAAATCGGCC GGTTCCACCACCACCCGGCTTCACCTTGTACACGC
Cre12.g487250 GGAGGCGGAGGTATGCGGGAGCTCACGC GGTTCCACCACCACCCTGCGAGGGGATCTGCT Cre12.g487350 GGAGGCGGAGGTATGAAGACGCTTCCAAAAAGC GGTTCCACCACCACCAGGCCAGTCGTTGCTGT
Cre12.g487400 GGAGGCGGAGGTATGGATGCTCTTATGAACCGCCT GGTTCCACCACCACCTCATTGCCCGCCGCGC Cre12.g487402 GGAGGCGGAGGTATGGGTGGGTGGACCTGC GGTTCCACCACCACCGGCTCTCAGCCCGGCC
Cre12.g487450 GGAGGCGGAGGTATGGAGGACACTCGCGC GGTTCCACCACCACCTTTCCGCTGCGTGACG Cre12.g487500 GGAGGCGGAGGTATGACAGCGCTCGCCTC GGTTCCACCACCACCGGAGGCCGAGGAGCGC
Cre12.g487600 GGAGGCGGAGGTATGGAGACAGTTGTCAGGTACA GGTTCCACCACCACCCTAGCACACGCCGAACTG Cre12.g487601 GGAGGCGGAGGTATGGTCATGTACGCCGGC GGTTCCACCACCACCCACCACAACTACCCCACCG
Cre12.g487650 GGAGGCGGAGGTATGGAGCAGCGCGACAA GGTTCCACCACCACCAGCCCTGCGACCGCTG Cre12.g487652 GGAGGCGGAGGTATGCATGTGCGCAGGGC GGTTCCACCACCACCTGCAAGCGGGGGAGCG
Cre12.g487700 GGAGGCGGAGGTATGCCGCGTTTAAGAGGTGC GGTTCCACCACCACCTTAGCGGCCGGCAGCG Cre12.g487750 GGAGGCGGAGGTATGAAGGAACCGACGGCGG GGTTCCACCACCACCCCGCAACCCGCCCGAC
Cre12.g487800 GGAGGCGGAGGTATGGCTGGTGAAGGCAAC GGTTCCACCACCACCTCAACGCAACCCGCCC Cre12.g487850 GGAGGCGGAGGTATGGGGCAGGCATTCACGAAG GGTTCCACCACCACCCACCGGCCGCCCCGCATTC
Cre12.g487900 GGAGGCGGAGGTATGGTGAAGAGCGTGCAGTC GGTTCCACCACCACCACCGTGCTTGTGGCGCAT Cre12.g488000 GGAGGCGGAGGTATGACCGCCGGCAGCCAGAG GGTTCCACCACCACCCAGGGCCTCCACCGTCAC
Cre12.g488050 GGAGGCGGAGGTATGGCCGCAGAGCCTCGG GGTTCCACCACCACCTGCACAGTCCACCCAAATCTC Cre12.g488100 GGAGGCGGAGGTATGAAGCCCCCACGGC GGTTCCACCACCACCTCCGTTCGCGCTGCCA
Cre12.g488150 GGAGGCGGAGGTATGGAGTCCAGCGACTCC GGTTCCACCACCACCCCACCTGCTTCTACCGGC Cre12.g488152 GGAGGCGGAGGTATGCCTCGCGCAGGCA GGTTCCACCACCACCAAAGACCTCTTCGGGGGACA
Cre12.g488200 GGAGGCGGAGGTATGGCCGCGAGACGCA GGTTCCACCACCACCTCTGGGCCCGCATGCG Cre12.g488250 GGAGGCGGAGGTATGGCTGCCGATCCCACGTTAA GGTTCCACCACCACCCTGAAACCCCAGAGCGTCC
Cre12.g488350 GGAGGCGGAGGTATGGAGACTGGTCTCCAACG GGTTCCACCACCACCTCACATCGGCCGCACG Cre12.g488400 GGAGGCGGAGGTATGGCCGCCTTCGCTAGC GGTTCCACCACCACCTGTTGTGTCATTTTGTGTTTCGC
Cre12.g488450 GGAGGCGGAGGTATGGGCAGTGCTGCGCAAATG GGTTCCACCACCACCACCAGTCTTCTTCTTAGGGGGG Cre12.g488500 GGAGGCGGAGGTATGCAGCTGCAGCGGAGC GGTTCCACCACCACCGTGCGCGGAGCGGGTG
Cre12.g488550 GGAGGCGGAGGTATGCACGCCATCGGGG GGTTCCACCACCACCGGGTATGATGTAGTTTTGCGC Cre12.g488600 GGAGGCGGAGGTATGCTCAATGATTATGCTTTTGCT GGTTCCACCACCACCCTAGGCCCTGAGGGCC
Cre12.g488750 GGAGGCGGAGGTATGGAGGAAAGTGTCAGCAAG GGTTCCACCACCACCCAAATACGCGGACCGCT Cre12.g488800 GGAGGCGGAGGTATGCGAGGAGTCCTGGC GGTTCCACCACCACCGTGACAGAGCGGCCGG
Cre12.g488850 GGAGGCGGAGGTATGTCGAAGACTGCGTATATGC GGTTCCACCACCACCTCACGACGAAGGCGCG Cre12.g489000 GGAGGCGGAGGTATGGCTAGGGGAAAGAGAAAAGA GGTTCCACCACCACCCAGTCCTAAATCCCAGCCGTC
Cre12.g489001 GGAGGCGGAGGTATGCATGGCGTCAGAGTCA GGTTCCACCACCACCCTCATACCTGCCCAGTTCG Cre12.g489002 GGAGGCGGAGGTATGTCTTTCCGCTCAGCCG GGTTCCACCACCACCCTAATCGTCCTGGAAGTCTAGGTA
Cre12.g489150 GGAGGCGGAGGTATGGGAGGGAGCGCTC GGTTCCACCACCACCCATAAAGCCGCCAGGTGT Cre12.g489152 GGAGGCGGAGGTATGCCAAGGCAGCAGGG GGTTCCACCACCACCGCACAACAGGTGCACCA
Cre12.g489153 GGAGGCGGAGGTATGCGGGTTTTGGTTGAAAAC GGTTCCACCACCACCCGCGTCCTGCACCACG Cre12.g489200 GGAGGCGGAGGTATGCAGCACAAGCGGGGG GGTTCCACCACCACCTCACGCGCGCGCACTG
Cre12.g489250 GGAGGCGGAGGTATGGACCCCGGAAAGGGTTTC GGTTCCACCACCACCGTGCCGCACTGCTTGATG Cre12.g489250 GGAGGCGGAGGTATGGACCCCGGAAAGGG GGTTCCACCACCACCGTGCCGCACTGCTTGA
Cre12.g489300 GGAGGCGGAGGTATGCTTTGTTGGTGGCTTGT GGTTCCACCACCACCTCAAGCAGCAAGGCGGC Cre12.g489350 GGAGGCGGAGGTATGAAAGGCGCCGCTG GGTTCCACCACCACCGTGCCGTTCGTAGGGGA
Cre12.g489400 GGAGGCGGAGGTATGGCGGCCTTTGCGT GGTTCCACCACCACCGGGGAAGGTGGTCATGTTG Cre12.g489450 GGAGGCGGAGGTATGCACACGCTGCAGC GGTTCCACCACCACCTTCATGCTTGTCACTGGGG
Cre12.g489500 GGAGGCGGAGGTATGTCGACTGAAGATGGAGGG GGTTCCACCACCACCCAGCACGCGCAGCATG Cre12.g489550 GGAGGCGGAGGTATGTCCTACGAGGACTGCGC GGTTCCACCACCACCCCGTGCAGCGCCTTGGCC
Cre12.g489550 GGAGGCGGAGGTATGTCCTACGAGGACTGCG GGTTCCACCACCACCCCGTGCAGCGCCTTGG Cre12.g489600 GGAGGCGGAGGTATGCCAGGCGACGACG GGTTCCACCACCACCCCGCCTCCGCCTGTCC
Cre12.g489650 GGAGGCGGAGGTATGTCGGCCCTACTATTAGCG GGTTCCACCACCACCTCACGCGGGACCTGTG Cre12.g489700 GGAGGCGGAGGTATGCAAGCCCTTCGGAACC GGTTCCACCACCACCCAGGTTCTTGGTGGCCGC
Cre12.g489750 GGAGGCGGAGGTATGGCCGAGCCGCTGG GGTTCCACCACCACCAATGTCAGCCAACGTCTGCG Cre12.g489800 GGAGGCGGAGGTATGGCCGCCTCCATTGTG GGTTCCACCACCACCCACAACCGCCACCGGTCC
Cre12.g489850 GGAGGCGGAGGTATGCACCCGCAGGCCATT GGTTCCACCACCACCAAGGCTCAGCATGTCAACCATC Cre12.g489950 GGAGGCGGAGGTATGTCGGAGGTAGAGCTGG GGTTCCACCACCACCCGTAGACGCCGCCTCT
Cre12.g490000 GGAGGCGGAGGTATGGCGCAACACCAGGATT GGTTCCACCACCACCTACGTCCACGAAGGCGGG Cre12.g490050 GGAGGCGGAGGTATGCCTAGCGGCGTCGTG GGTTCCACCACCACCCTTCTTGCTTTTGTATTGTGTGAACA
Cre12.g490100 GGAGGCGGAGGTATGACTATTAGCAAGGAGGAAAAT GGTTCCACCACCACCCTACTTGCTCTTCACGCG Cre12.g490150 GGAGGCGGAGGTATGGCGCAGCAGGGTACG GGTTCCACCACCACCCAAAATATGGAATGTGGTGCCT
Cre12.g490200 GGAGGCGGAGGTATGCACCCGCAGGCCATT GGTTCCACCACCACCTTCAGCAGTCGCCTTGGC Cre12.g490250 GGAGGCGGAGGTATGGAGCCAGAGCAAAGCGAT GGTTCCACCACCACCATACCCGCGCGCAAAGTCATC
Cre12.g490250 GGAGGCGGAGGTATGGAGCCAGAGCAAAGC GGTTCCACCACCACCATACCCGCGCGCAAAG Cre12.g490350 GGAGGCGGAGGTATGCAGCTGAACGTCGCG GGTTCCACCACCACCGGCGGTGGCGACCAGCTC
Cre12.g490450 GGAGGCGGAGGTATGAAAGCTCTCGCTAGGTCA GGTTCCACCACCACCCGCCGACAGTAGGAAGTCA Cre12.g490451 GGAGGCGGAGGTATGCTGCTGCGGCAGC GGTTCCACCACCACCGTGGAATAGCGGCGACCA
Cre12.g490500 GGAGGCGGAGGTATGGCCGTTTCCATGAAGAT GGTTCCACCACCACCGTGGTTGGGCAGGAACAC Cre12.g490550 GGAGGCGGAGGTATGCGCGCGTCCGTCACG GGTTCCACCACCACCGCGCCGCCGCCACACGTG
Cre12.g490600 GGAGGCGGAGGTATGTACCAGTATCCCACGCG GGTTCCACCACCACCCATCGCGATTGCCAGGCAG Cre12.g490650 GGAGGCGGAGGTATGCAATCGCTCGCGCGG GGTTCCACCACCACCGAGCTTCTTGCCCCGCAT
Cre12.g490700 GGAGGCGGAGGTATGGCGGGAAAACTCTGTGTG GGTTCCACCACCACCCCGGATGCGCAGCCGG Cre12.g490800 GGAGGCGGAGGTATGGTGGATGCTGCCTGG GGTTCCACCACCACCCTCCACCATGCCGCCTCG
Cre12.g490800 GGAGGCGGAGGTATGGTGGATGCTGCCTGG GGTTCCACCACCACCCTCCACCATGCCGCCT Cre12.g490850 GGAGGCGGAGGTATGGCGCAGCCAGCTG GGTTCCACCACCACCCTAGGACGGCGCCGCC
Cre12.g490950 GGAGGCGGAGGTATGTCCACCTCTAACACTCCG GGTTCCACCACCACCGCACGAGACATCCACATTCT Cre12.g491050 GGAGGCGGAGGTATGTCTGACTCTCGCGCTCTC GGTTCCACCACCACCGAAGTCCTCGTCCATGGAGAAG
Cre12.g491100 GGAGGCGGAGGTATGGTGCTGCAGGCCC GGTTCCACCACCACCATGCCGCCGGTTCTTCT Cre12.g491150 GGAGGCGGAGGTATGGCTATCCAGGACTTTCGAG GGTTCCACCACCACCGAAGAAGCCGCTATCTTTGCTG
Cre12.g491200 GGAGGCGGAGGTATGGCGCGGCGACACG GGTTCCACCACCACCAACCTCGCTCGCGTCCT Cre12.g491250 GGAGGCGGAGGTATGGCTTGGCTCGGCC GGTTCCACCACCACCGTCACTCGAACTGGTGTCG
Cre12.g491300 GGAGGCGGAGGTATGCAGCTTACGTTGGGTCG GGTTCCACCACCACCGATGGCCGAGCGCGTC Cre12.g491400 GGAGGCGGAGGTATGGCGATCCTGTCTGTGCG GGTTCCACCACCACCTCAGCGCGGCTTGCCG
Cre12.g491500 GGAGGCGGAGGTATGGACGAGGCGGAACGAT GGTTCCACCACCACCCCCGCTCATGTCACTGCC Cre12.g491550 GGAGGCGGAGGTATGGCCGTCGACATGATTT GGTTCCACCACCACCCGACAGCTTCTCTCCGAGG
Cre12.g491950 GGAGGCGGAGGTATGCAATCAATAGGGACGCA GGTTCCACCACCACCTTAGGCGGCTCCCTCCT Cre12.g491951 GGAGGCGGAGGTATGCGTGCTATCCTGTCCCC GGTTCCACCACCACCGCCCACCGCTGGCACG
Cre12.g492050 GGAGGCGGAGGTATGGGCATTGCCAACACC GGTTCCACCACCACCCGGCTCCGCGATGTCA Cre12.g492150 GGAGGCGGAGGTATGGCCATCTCAGACACTCT GGTTCCACCACCACCCGACAGCTTCTCTCCGAGG
Cre12.g492151 GGAGGCGGAGGTATGCTGCTACCTCGCGG GGTTCCACCACCACCCTACACGCTGCGGCGG Cre12.g492200 GGAGGCGGAGGTATGGAGCGTCACACTGTTAAC GGTTCCACCACCACCGCTGTCCTGCCCCTCC
Cre12.g492250 GGAGGCGGAGGTATGTCTGCCACCTATGCGC GGTTCCACCACCACCGCGCCGAGACACCAGCCG Cre12.g492300 GGAGGCGGAGGTATGTCGAAGCCCGCAGCAG GGTTCCACCACCACCCTTCTTGTACCAGATCTGCGTG
Cre12.g492350 GGAGGCGGAGGTATGTGCTCTGCATCAGCAA GGTTCCACCACCACCCTCCGCATCCGCCAGC Cre12.g492450 GGAGGCGGAGGTATGGGTGGTATCAAGAATCGC GGTTCCACCACCACCGAAGCCGTCAGTTGACAGC
Cre12.g492500 GGAGGCGGAGGTATGGCGAATGACCTAGAGCG GGTTCCACCACCACCCTCGCTCAACGCCCCC Cre12.g492503 GGAGGCGGAGGTATGGGTTCGTACTTTCCCCG GGTTCCACCACCACCCGACTTCTCGTGCGCC
Cre12.g492504 GGAGGCGGAGGTATGGTGTCCTATAATGTGGAGATG GGTTCCACCACCACCTCACTTACCGAGCAGTAACTCG Cre12.g492550 GGAGGCGGAGGTATGCTAGCAGCACCTCGC GGTTCCACCACCACCCGACTTCTCGTGCGCC
Cre12.g492600 GGAGGCGGAGGTATGGCGCTCAGTCGCTCG GGTTCCACCACCACCGAAGCGGCCGAAGGCGAA Cre12.g492650 GGAGGCGGAGGTATGGCGCGCTGGACTCGC GGTTCCACCACCACCGAAGCGGCCGAAGGCGAA
Cre12.g492700 GGAGGCGGAGGTATGGCGCGATGGGCCGCTG GGTTCCACCACCACCCTGCAGGCGCTGGAATGCTAG Cre12.g492900 GGAGGCGGAGGTATGCTCGGTGGCGGAGGC GGTTCCACCACCACCTTGTGTCGCCAGCGGCGTG
Cre12.g492950 GGAGGCGGAGGTATGACGAGCATGTATGTTCTCA GGTTCCACCACCACCTTACGAGCCGCACATCAG Cre12.g492954 GGAGGCGGAGGTATGAGCTTTGTTCATCAGCGG GGTTCCACCACCACCCAATGGTGTGGCGTTCGT
Cre12.g493000 GGAGGCGGAGGTATGAACTTTAGCTGCCTCTCTGT GGTTCCACCACCACCTTTCGAGCGGGCCGAGGC Cre12.g493050 GGAGGCGGAGGTATGTCAGAGAATGAGCCGCTT GGTTCCACCACCACCCACCCCCTGCCCCTGC
Cre12.g493200 GGAGGCGGAGGTATGGCTTTGGTCGACCTGCG GGTTCCACCACCACCTCAGCGCCCCCGGTCC Cre12.g493250 GGAGGCGGAGGTATGGGAGCCGATAACTCGA GGTTCCACCACCACCAAAGTCCTTGAACACGCGG
Cre12.g493350 GGAGGCGGAGGTATGGAGCAAGACTCGGGACTG GGTTCCACCACCACCCTAACGCGGGGGCCGC Cre12.g493400 GGAGGCGGAGGTATGGCGCAAGCTGGTGTG GGTTCCACCACCACCTCATGCGGCCGCCTGC
Cre12.g493404 GGAGGCGGAGGTATGCTAGCAGCTTTTTTTTCTCTG GGTTCCACCACCACCTCAGGATGGTGACCAGCC Cre12.g493450 GGAGGCGGAGGTATGGACGCAGCGCTCC GGTTCCACCACCACCTCGGTCCACGAAGAAGTGC
Cre12.g493500 GGAGGCGGAGGTATGGCGGCATCAGCTAGA GGTTCCACCACCACCTCACCGCAGGAAGCGC Cre12.g493600 GGAGGCGGAGGTATGCTGCAACTGGAGCTTT GGTTCCACCACCACCGTCCTGCCTCTCCTCCTC
Cre12.g493650 GGAGGCGGAGGTATGAGCGCCCGGCTCA GGTTCCACCACCACCCGCGTACACCCCAATGAAA Cre12.g493750 GGAGGCGGAGGTATGCTTAAGAGGCTTCAGCAA GGTTCCACCACCACCCCAGTTCTGTCGCTGCTC
Cre12.g493854 GGAGGCGGAGGTATGTCAAGCACTTCTTCTGCC GGTTCCACCACCACCGCGCTTCTGTCCAGCAG Cre12.g493900 GGAGGCGGAGGTATGCTAAAGGAGTTTGTTCGGT GGTTCCACCACCACCTTACGCTCCCAGCAACGG
Cre12.g493903 GGAGGCGGAGGTATGGTGCTGGAGGTCGC GGTTCCACCACCACCTAGCTGCATGTGTCGCG Cre12.g493950 GGAGGCGGAGGTATGCAGACCCTCTCGGCTT GGTTCCACCACCACCCTTGGTGGCCTTCTTCTTGTTG
Cre12.g494000 GGAGGCGGAGGTATGTCCAAAGTCAATCAATCCCG GGTTCCACCACCACCCTCCGTCAGCAAGTCGTCGATC Cre12.g494050 GGAGGCGGAGGTATGAAGCTGCTTCTGGCC GGTTCCACCACCACCGTCCTTCACCAGCAGGC
Cre12.g494052 GGAGGCGGAGGTATGCAGCCACAGCCGC GGTTCCACCACCACCCGCGCTGAGTTGGCTG Cre12.g494100 GGAGGCGGAGGTATGGCTGACGACGAGCA GGTTCCACCACCACCCAGCATCATGTCCAGCTCG
Cre12.g494150 GGAGGCGGAGGTATGGCTGTTCCTTCTTCCCT GGTTCCACCACCACCCCACTGAACGCCACGAC Cre12.g494200 GGAGGCGGAGGTATGCACGAAAGTTCTGCCCC GGTTCCACCACCACCGCTAGGGAGTCTTTTGCTCCG
Cre12.g494250 GGAGGCGGAGGTATGTCCGGCTCGTCGC GGTTCCACCACCACCGCCATTGTACCTCTCCGC Cre12.g494252 GGAGGCGGAGGTATGCGAACGAGGGGAGG GGTTCCACCACCACCCAGCGCCCTGCTGTCG
Cre12.g494300 GGAGGCGGAGGTATGGCTGCTCCTTCTTCACT GGTTCCACCACCACCCCACTGAACGCCACCAC Cre12.g494350 GGAGGCGGAGGTATGGGCCGAGCGTTGCTC GGTTCCACCACCACCATCGGCCTTGACTGCCTTGAAG
Cre12.g494400 GGAGGCGGAGGTATGGCGTCGTCCGCGAGC GGTTCCACCACCACCCTTCGCCGCCGCTGCCTTC Cre12.g494450 GGAGGCGGAGGTATGCAGGCCCTTTCTGCC GGTTCCACCACCACCGACCTTAACGGCATCCTTGG
Cre12.g494500 GGAGGCGGAGGTATGCCGTCGACGCTTCA GGTTCCACCACCACCCACCAGCGGCAATGACG Cre12.g494550 GGAGGCGGAGGTATGCTGTCCGCTTCAGTCC GGTTCCACCACCACCTTACAGCACAGCGCCG
Cre12.g494600 GGAGGCGGAGGTATGCTGCAGTGGTGCCG GGTTCCACCACCACCGCACCCCTGGCTGGTC Cre12.g494650 GGAGGCGGAGGTATGGATGGGTTGCTCAGCG GGTTCCACCACCACCTCACTGCCGCCTGCGC
Cre12.g494750 GGAGGCGGAGGTATGCAGTCGACCATGCTCC GGTTCCACCACCACCCGCCTTCACCAGCTTCTG Cre12.g494800 GGAGGCGGAGGTATGATACCCCCGCTGTCGTC GGTTCCACCACCACCCAACCCCAGCTGCCGCTC
Cre12.g494850 GGAGGCGGAGGTATGCAGGCCCAGCTTCAG GGTTCCACCACCACCGTCGTTGTACACGCGGCA Cre12.g494900 GGAGGCGGAGGTATGGCGGGAAGCAGCGAG GGTTCCACCACCACCCAAGAAGTAGTCTGGCGCGG
Cre12.g494950 GGAGGCGGAGGTATGGCTTCTCGTTCTTCGC GGTTCCACCACCACCCCACTGAACGCCACGAC Cre12.g495000 GGAGGCGGAGGTATGCCTGCTGCAATGGC GGTTCCACCACCACCCCGGGTCTTATTCCGCAAG
Cre12.g495050 GGAGGCGGAGGTATGCGCCACATAGGTGC GGTTCCACCACCACCTCAGTTGTACAAACAAAACTCGC Cre12.g495100 GGAGGCGGAGGTATGGACAAAGCTGAACGCG GGTTCCACCACCACCTGGCTCCACTCGCTGCCG
Cre12.g495175 GGAGGCGGAGGTATGGACGGGTTAACGCAGC GGTTCCACCACCACCGCCCTGCGACGGCTTG Cre12.g495300 GGAGGCGGAGGTATGCTTGCCCCAAATTCGA GGTTCCACCACCACCTCAGTGCTTGGCCGCC
Cre12.g495401 GGAGGCGGAGGTATGTTTCTTCCTAAGTGCATCCA GGTTCCACCACCACCTCACAGGCCCTGCAGG Cre12.g495450 GGAGGCGGAGGTATGCCCAAGTGCTCAAGTC GGTTCCACCACCACCATTCTCGCTCATGATGATGCA
Cre12.g495500 GGAGGCGGAGGTATGGGTTCCCGTGAGGGC GGTTCCACCACCACCCCACGAGCCCCAGCGG Cre12.g495550 GGAGGCGGAGGTATGTCGAGCCAGTATTCTGAGT GGTTCCACCACCACCTTACGCTGTCCCGCTACG
Cre12.g495600 GGAGGCGGAGGTATGGGGAATGCTGTCGGTC GGTTCCACCACCACCCTTGGTCAGCGCGCCG Cre12.g495650 GGAGGCGGAGGTATGAAGATCACAATAGAGCTTGAGA GGTTCCACCACCACCGAAGCTGACGCTGAACAGGTC
Cre12.g495701 GGAGGCGGAGGTATGTTTGCTGAGCGGTCG GGTTCCACCACCACCCTAAGGCGCCGGTGAGC Cre12.g495750 GGAGGCGGAGGTATGGAGCTGGGGAAGGC GGTTCCACCACCACCGATGCTGAAGGCCCCGG
Cre12.g495800 GGAGGCGGAGGTATGTGGGGTGTTAACTCGGT GGTTCCACCACCACCCCAATCGCCCGCATATGC Cre12.g495950 GGAGGCGGAGGTATGGATGCCGTGGTGGAGTC GGTTCCACCACCACCGTCATACCCTTCCTCGTCCG
Cre12.g495951 GGAGGCGGAGGTATGGCCCTTCGCTCGATTAC GGTTCCACCACCACCCAGCTCGCCGCAGGCA Cre12.g495953 GGAGGCGGAGGTATGACTATGCGTGCATTTAATCG GGTTCCACCACCACCTCACTGAGATAGGTGGCCAG
Cre12.g495954 GGAGGCGGAGGTATGGTTCAGACAGGGTTGGG GGTTCCACCACCACCATCTCTGGGACGAGGGTCT Cre12.g495955 GGAGGCGGAGGTATGACCCAGGGTCGGC GGTTCCACCACCACCTTAAGGCGAGGGGGGC
Cre12.g495956 GGAGGCGGAGGTATGCGCCATGGCATGC GGTTCCACCACCACCCAGCTCCGCGATGTCAC Cre12.g495957 GGAGGCGGAGGTATGGGCGAGGGCGGTG GGTTCCACCACCACCGGCGTGTCCTCCAAGGC
Cre12.g495958 GGAGGCGGAGGTATGCTCGTCAGGGAGGC GGTTCCACCACCACCTCCTAGCGCCAACGAGT Cre12.g495959 GGAGGCGGAGGTATGACCGCAACCAGCTG GGTTCCACCACCACCTAGGACATACCAAGCTGCTCC
Cre12.g496100 GGAGGCGGAGGTATGAATTGGGAGGATTCCGCAC GGTTCCACCACCACCCTAGTGCCGCCGGCGG Cre12.g496150 GGAGGCGGAGGTATGTTGCTCTCCGGTCGCTTC GGTTCCACCACCACCCTTCTTGCCCTTCTTGGGAGC
Cre12.g496250 GGAGGCGGAGGTATGCTTGCCTGGGGCA GGTTCCACCACCACCCTCGTCCTCCTCGCAGT Cre12.g496300 GGAGGCGGAGGTATGTGCTCCAGCTCGCT GGTTCCACCACCACCTTTCTTGCCAGCTGCTCC
Cre12.g496350 GGAGGCGGAGGTATGCCCGATCAAAGGCCC GGTTCCACCACCACCTACATTGTCCTCGCCCTTGC Cre12.g496402 GGAGGCGGAGGTATGGGCTTATCCTGCGCC GGTTCCACCACCACCACGTGCCAGCAAGTACG
Cre12.g496500 GGAGGCGGAGGTATGGCCCGCCGGACTC GGTTCCACCACCACCTAGCTTCTCTGTCGCCGAG Cre12.g496550 GGAGGCGGAGGTATGGTTGAGGACGAGGGTG GGTTCCACCACCACCCGTGAAGCCCTTCCCCC
Cre12.g496650 GGAGGCGGAGGTATGGCGCCTACCACAGATACAG GGTTCCACCACCACCAATCCCCGACTGCGTGCA Cre12.g496700 GGAGGCGGAGGTATGCTTGTACAGTCGCGCG GGTTCCACCACCACCCTCGTCGTCCTCGTCCTCAG
Cre12.g496750 GGAGGCGGAGGTATGCCGCTCCTTCGTCGC GGTTCCACCACCACCGCGGTAAAGCGACTCCGT Cre12.g496800 GGAGGCGGAGGTATGTCCAAAATGAGCGGCTA GGTTCCACCACCACCTCAGATGGTGCCGCTGC
Cre12.g496850 GGAGGCGGAGGTATGAGCTCAGGTCGAGGG GGTTCCACCACCACCAAACGACTCTTCCTTTCGCC Cre12.g496900 GGAGGCGGAGGTATGCACCAACGCTGCCTT GGTTCCACCACCACCGCCGCCTCCCTCCCCA
Cre12.g497000 GGAGGCGGAGGTATGAAGTGGGGCGAGCTG GGTTCCACCACCACCCCTCGTGGGCTTGCGC Cre12.g497101 GGAGGCGGAGGTATGTTACAATTGAGTTTGTCACCGG GGTTCCACCACCACCCGTATCTGATATCTCCTGTGCTG
Cre12.g497150 GGAGGCGGAGGTATGTTCAGTAGCGTCCAGGG GGTTCCACCACCACCCCTCGTGCCCTCGTGC Cre12.g497200 GGAGGCGGAGGTATGGCGTCAATCGGGTCC GGTTCCACCACCACCCCCGAAGCGGATTTGCCC
Cre12.g497250 GGAGGCGGAGGTATGGCTACTGTAAACGAGGAGG GGTTCCACCACCACCTCATGTCAGTCCCAGCAGC Cre12.g497300 GGAGGCGGAGGTATGCAGCTTGCTAACGCTC GGTTCCACCACCACCTTACGAGCGGGGGGCG
Cre12.g497400 GGAGGCGGAGGTATGGCCGATGATGGAGGC GGTTCCACCACCACCCGGCACCTCGCTCTTGATG Cre12.g497450 GGAGGCGGAGGTATGACGCCGGCTGAGC GGTTCCACCACCACCCCGCTCCTGCTCCCAG
Cre12.g497500 GGAGGCGGAGGTATGTCCCAACTTGCGTTCCAG GGTTCCACCACCACCGAACGGCTTTGCGATGCC Cre12.g497650 GGAGGCGGAGGTATGGCGCCTCGCAAGAAGAA GGTTCCACCACCACCTGCGTCGGCTTTGTCCTG
Cre12.g497652 GGAGGCGGAGGTATGTCCCAACTTGCGTTCCAG GGTTCCACCACCACCGAACGGCTTTGCGATGCC Cre12.g497653 GGAGGCGGAGGTATGCTCGCTACCAAAGGAATG GGTTCCACCACCACCGAACGGCTTTGCGATGC
Cre12.g497700 GGAGGCGGAGGTATGGGCGCAAATGGCCCAG GGTTCCACCACCACCCTGCTGCTGTTTGGCCGC Cre12.g497750 GGAGGCGGAGGTATGTGGCGTTCGTATTCGGC GGTTCCACCACCACCCTGCTGCTGGGGCGCCTC
Cre12.g497850 GGAGGCGGAGGTATGGCTGTCCGCTTCAGC GGTTCCACCACCACCCTTGGCCTCCTGGCCG Cre12.g497950 GGAGGCGGAGGTATGGCCACACGAGGCC GGTTCCACCACCACCCTCGAACACCAGCTCAGC
Cre12.g498000 GGAGGCGGAGGTATGAAGGCGACCGCAAC GGTTCCACCACCACCACAGAACACCAGCTGCG Cre12.g498050 GGAGGCGGAGGTATGGCAGCAACGGCGAAG GGTTCCACCACCACCGTCATGCGGCCGGTCCAG
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Cre12.g498100 GGAGGCGGAGGTATGGCTGCCACCAACTATGAG GGTTCCACCACCACCCGGCTTGACGCTGCCCAC Cre12.g498200 GGAGGCGGAGGTATGTCCAACGTCGATCGTG GGTTCCACCACCACCCTTGGTGGCCATGGGC
Cre12.g498250 GGAGGCGGAGGTATGGGTCGTGTGCGCA GGTTCCACCACCACCCTGCTGCTTGTTGCCGC Cre12.g498300 GGAGGCGGAGGTATGCTAGCACATAGGAGCTGC GGTTCCACCACCACCTTCCCAGTACACGTCAATGG
Cre12.g498350 GGAGGCGGAGGTATGAGTTACTACCAGGAAGCTCG GGTTCCACCACCACCCTACCTGCTACGGCTGCG Cre12.g498450 GGAGGCGGAGGTATGCCCCGTGCCACACG GGTTCCACCACCACCTTACGCAGCCGCCGCC
Cre12.g498500 GGAGGCGGAGGTATGGCTGTTAGTGCTTCCGC GGTTCCACCACCACCCTCAGTCACATTGACCTGCCC Cre12.g498550 GGAGGCGGAGGTATGCAGTGCCTAAACACCAAG GGTTCCACCACCACCCTCGCGGATGGCCTCCAG
Cre12.g498600 GGAGGCGGAGGTATGGTGCCTGATGGTGGC GGTTCCACCACCACCCTTGTGGGTGACCGACACC Cre12.g498650 GGAGGCGGAGGTATGGAGCTGCCTGGATACTATAG GGTTCCACCACCACCCATCTGCATGCTGGCGTTG
Cre12.g498700 GGAGGCGGAGGTATGTCCGCAATCCGCATG GGTTCCACCACCACCATCCTGGCTGCCGGTG Cre12.g498750 GGAGGCGGAGGTATGTGCAGTGCAGGCAGAG GGTTCCACCACCACCCGGGTCATCCCCAGCCAG
Cre12.g498850 GGAGGCGGAGGTATGATGCTCAACACGTCGCC GGTTCCACCACCACCCTGCTTCTCGCTCGCCTT Cre12.g498900 GGAGGCGGAGGTATGGTTTCCGCTCGCAG GGTTCCACCACCACCCGAGGACTCGGCGACC
Cre12.g498950 GGAGGCGGAGGTATGGCCATCCCCGAGC GGTTCCACCACCACCTTTGCGCGTCGCCTTG Cre12.g499000 GGAGGCGGAGGTATGGCCGTCGACGCCGTG GGTTCCACCACCACCGTTGGTGTCCGCCGTGCG
Cre12.g499100 GGAGGCGGAGGTATGGATCGCTTGGTGGGAG GGTTCCACCACCACCCCGCGAGAGCCCGAACAC Cre12.g499150 GGAGGCGGAGGTATGGCGGAAGCTGTACCA GGTTCCACCACCACCCTCGGCGTGCGACGAA
Cre12.g499152 GGAGGCGGAGGTATGGGGGGGCTTACGTG GGTTCCACCACCACCTCAGCCTGCGCGCTTG Cre12.g499200 GGAGGCGGAGGTATGAGGCTTGTCTCTCACGC GGTTCCACCACCACCCTCGGCGTGCGACGAA
Cre12.g499204 GGAGGCGGAGGTATGAAGCCCTGGTACCCTG GGTTCCACCACCACCTGGCTTGACCACCTTCCA Cre12.g499205 GGAGGCGGAGGTATGGCCGCAGCCGCTG GGTTCCACCACCACCCTACGCGCCAGCACGG
Cre12.g499300 GGAGGCGGAGGTATGTCAGCGGCCCGTTCAG GGTTCCACCACCACCCGCTGGCGCTGCTGCCTTCTC Cre12.g499350 GGAGGCGGAGGTATGCGTAGATCCCAACAGTCTC GGTTCCACCACCACCCTCGTCGTAGAAGCACCGC
Cre12.g499451 GGAGGCGGAGGTATGCAGCTTAACCCGCGAGATC GGTTCCACCACCACCTTCGTCATCATCGCTGCCATA Cre12.g499500 GGAGGCGGAGGTATGGCAGCGGCGAACCAAAAG GGTTCCACCACCACCGTCGTTGTAGTCCAGGCTTCC
Cre12.g499550 GGAGGCGGAGGTATGTTGCTCAGTCGGGGC GGTTCCACCACCACCTTAACCGCTGGGCAGCG Cre12.g499600 GGAGGCGGAGGTATGTCACCCTACGACAGAGC GGTTCCACCACCACCCAGCAGCCGCTGCAGC
Cre12.g499601 GGAGGCGGAGGTATGTTGCTCAGTCGGGGC GGTTCCACCACCACCTTAACCGCTGGGCAGCG Cre12.g499700 GGAGGCGGAGGTATGTCCTCAGCACTCGCG GGTTCCACCACCACCTCAGAGCAGCCGCGCC
Cre12.g499750 GGAGGCGGAGGTATGGCCCCCAAACTCATCG GGTTCCACCACCACCCTGGCCGTCACCACTGG Cre12.g499800 GGAGGCGGAGGTATGTCCTACTCTGCCTACTTCA GGTTCCACCACCACCTTAGTGGTGCGCATGGC
Cre12.g499850 GGAGGCGGAGGTATGGACTCTACAACAACAACAACA GGTTCCACCACCACCCCACTTGGGCAGTGTGGAG Cre12.g499900 GGAGGCGGAGGTATGGTTCTCGTGCTGTGCATC GGTTCCACCACCACCCGCGGCCTTGTTGTAATCGATC
Cre12.g499902 GGAGGCGGAGGTATGCCGCGTGCCTGTG GGTTCCACCACCACCTCAGCAGCCGCGGTCG Cre12.g500000 GGAGGCGGAGGTATGGAGGAGCCCAGCTATGA GGTTCCACCACCACCTTACCAGCCGCCCGCC
Cre12.g500100 GGAGGCGGAGGTATGGCGCTAGCACAACTTCT GGTTCCACCACCACCGCAGAACACCAGTTCCGC Cre12.g500150 GGAGGCGGAGGTATGTCCACCCTCCGAGCTG GGTTCCACCACCACCGCGCCAGGCGGGGTTG
Cre12.g500250 GGAGGCGGAGGTATGCAACCACCAGCGC GGTTCCACCACCACCGAAGGGTATCGCCACGTTC Cre12.g500300 GGAGGCGGAGGTATGAACGTGAAACGCCGC GGTTCCACCACCACCGCCTTCAGGGCGGCTA
Cre12.g500350 GGAGGCGGAGGTATGCTGGAAGCCGTCCAAGT GGTTCCACCACCACCCAAGCCAGCCGGCGCT Cre12.g500400 GGAGGCGGAGGTATGGACTGGCTTCGCCA GGTTCCACCACCACCCAGCGAGGGCAGCACC
Cre12.g500450 GGAGGCGGAGGTATGCTAGCAGCCCTGCG GGTTCCACCACCACCTCAGCCCGACCCGTCG Cre12.g500500 GGAGGCGGAGGTATGGCCGTCGCGCTTCCT GGTTCCACCACCACCCTTCTTCTTGTCGGCACCGG
Cre12.g500550 GGAGGCGGAGGTATGTCGACGACACAGTCTCAGA GGTTCCACCACCACCCGGGTGCGATGGTGCGTT Cre12.g500600 GGAGGCGGAGGTATGAAGGCGCTCTTGACAG GGTTCCACCACCACCATCGTTCTTCTTTGCCTCCAC
Cre12.g500650 GGAGGCGGAGGTATGTCACGCGCGGCGACC GGTTCCACCACCACCCGCCGTGCCCTCCGCGCC Cre12.g500700 GGAGGCGGAGGTATGGACGAAAGCACGCG GGTTCCACCACCACCCAGCCCCAGTATGCTCGC
Cre12.g500715 GGAGGCGGAGGTATGTCTTCAAGTTCAAGAGCACC GGTTCCACCACCACCTCACTCCTCCCCCAGCT Cre12.g500750 GGAGGCGGAGGTATGGCACCGAAGCGGC GGTTCCACCACCACCGCCCCACGCCCTGCTA
Cre12.g500900 GGAGGCGGAGGTATGGCAACCAATGGCGTGG GGTTCCACCACCACCAGACTCGTCCCCACTGTCG Cre12.g500900 GGAGGCGGAGGTATGGCAACCAATGGCGTG GGTTCCACCACCACCAGACTCGTCCCCACTGTC
Cre12.g500950 GGAGGCGGAGGTATGGTTGCCGCCGCTCTTC GGTTCCACCACCACCCCAGGCGTCATCGATGCG Cre12.g501000 GGAGGCGGAGGTATGGTGGCTTGCGTGAGCATC GGTTCCACCACCACCTCCACGAAAAAACGTCTTGCC
Cre12.g501050 GGAGGCGGAGGTATGACCGTGAGCCAGGAT GGTTCCACCACCACCCTTTGCCCAGAAGGAGCC Cre12.g501100 GGAGGCGGAGGTATGTTAAGCTCCTTAAACGGCC GGTTCCACCACCACCCTAGTCTGCCCGCTCCA
Cre12.g501150 GGAGGCGGAGGTATGCCTGCAGCAGCTGCG GGTTCCACCACCACCAAAGTCCTCAAACATGCGCTG Cre12.g501200 GGAGGCGGAGGTATGGCCACCAAGGTGAAGCTTA GGTTCCACCACCACCATCGAAAGCCCACTGGTTCTC
Cre12.g501250 GGAGGCGGAGGTATGATTACTTCTCTTCCGCCTAGC GGTTCCACCACCACCTTAGAGTGACAAGGTCTTCTGC Cre12.g501350 GGAGGCGGAGGTATGTCGACGACACCCCG GGTTCCACCACCACCGCCGCTGCTGCTGCTG
Cre12.g501351 GGAGGCGGAGGTATGCGCCGGACCCGAC GGTTCCACCACCACCCTGCTGGGGTTGCGGC Cre12.g501450 GGAGGCGGAGGTATGCTCGGTCGCCTAATATTGG GGTTCCACCACCACCCCGGAACACGGGCGTCTT
Cre12.g501550 GGAGGCGGAGGTATGCTCACTCAGCAGCCC GGTTCCACCACCACCGGGGATCAGGGCCTCAG Cre12.g501600 GGAGGCGGAGGTATGTCGGAGTGGAGCCAG GGTTCCACCACCACCCTAAGCTGGGCCCCGC
Cre12.g501700 GGAGGCGGAGGTATGGAGATGGAAGAGAAGGCG GGTTCCACCACCACCCTTGGTCTTCCGCCACTC Cre12.g501702 GGAGGCGGAGGTATGGCCTTGTCGATGGAGC GGTTCCACCACCACCGTCATTGCGCTCGTTGC
Cre12.g501703 GGAGGCGGAGGTATGACTCCGGCAGGCA GGTTCCACCACCACCTGCCACTTGAAGGTCCCA Cre12.g501717 GGAGGCGGAGGTATGAAGGTCGGCAGTCCA GGTTCCACCACCACCTTCCAGATCCCGGACCTTG
Cre12.g501750 GGAGGCGGAGGTATGATCGAGGATTTTCGAAGGC GGTTCCACCACCACCCACGAACAGGCCACGCAC Cre12.g501752 GGAGGCGGAGGTATGAATGCAGAGCGCGC GGTTCCACCACCACCCTGCTGGCCAGGGTCC
Cre12.g501800 GGAGGCGGAGGTATGCCGCAAGACAAGGC GGTTCCACCACCACCCTATGCGCCGGGGACG Cre12.g501850 GGAGGCGGAGGTATGGTTTGTGAGGACCTGGTG GGTTCCACCACCACCCCGGTGCACGAACCCGTC
Cre12.g501850 GGAGGCGGAGGTATGGTTTGTGAGGACCTGGT GGTTCCACCACCACCCCGGTGCACGAACCCG Cre12.g501950 GGAGGCGGAGGTATGGAGTCACCACGTCACTG GGTTCCACCACCACCGACCGATTCACAGTCCTGGTTA
Cre12.g502000 GGAGGCGGAGGTATGAGCGACCCAGAGGCG GGTTCCACCACCACCCGATAGCGTCCGTGTGCC Cre12.g502050 GGAGGCGGAGGTATGTCCGCTCGGCCAA GGTTCCACCACCACCCGACAGCTTGACATTGGAGC
Cre12.g502100 GGAGGCGGAGGTATGGTCATAGACCTCACGTTCA GGTTCCACCACCACCTCAGTGTGGCCCTCTCC Cre12.g502179 GGAGGCGGAGGTATGTGGGTGCCAACAGC GGTTCCACCACCACCCTGCTGCTGGGCGTCA
Cre12.g502200 GGAGGCGGAGGTATGGCGCCCAAACGCG GGTTCCACCACCACCATCGTCGTCCTCCTCCTCG Cre12.g502251 GGAGGCGGAGGTATGTACATTCGCAGACCGC GGTTCCACCACCACCCACCAATGCGGCCTGG
Cre12.g502300 GGAGGCGGAGGTATGAAGCCGGGTTTCGGG GGTTCCACCACCACCCTCGTCCATCGTATCGCC Cre12.g502400 GGAGGCGGAGGTATGTTGCGCGACCCAATAAC GGTTCCACCACCACCTAGCATGCGGTCGTCGTCATC
Cre12.g502450 GGAGGCGGAGGTATGAACCATCCTGTCCACAGAC GGTTCCACCACCACCCTCCCACAGCCTGGGGCA Cre12.g502500 GGAGGCGGAGGTATGAGCAGAGAAGAAGGCTCG GGTTCCACCACCACCTTCCCACATCCTGGGGC
Cre12.g502600 GGAGGCGGAGGTATGGCCGCGTTATCATGGCAAG GGTTCCACCACCACCCGCAACAATCTTGGGCGC Cre12.g502650 GGAGGCGGAGGTATGCACCGCTCAGTGGAGG GGTTCCACCACCACCGGCCAGGGCCGCTTGG
Cre12.g502678 GGAGGCGGAGGTATGTTACCAGGGAGCGCG GGTTCCACCACCACCACCAGCACTGACCGTAATTTGG Cre12.g502700 GGAGGCGGAGGTATGGCGCTGGCTTCGGCAC GGTTCCACCACCACCCTTCCGGCCGCTGCCGCTGTCT
Cre12.g502700 GGAGGCGGAGGTATGGCGCTGGCTTCGGC GGTTCCACCACCACCCTTCCGGCCGCTGCCG Cre12.g502750 GGAGGCGGAGGTATGGCCGACGCGGAAAA GGTTCCACCACCACCTTACGGGCCAGCGGCC
Cre12.g502800 GGAGGCGGAGGTATGGCGGAGGGCGACAAG GGTTCCACCACCACCCGCCTTGTAGAAGCGGCG Cre12.g502900 GGAGGCGGAGGTATGGCAAACCAGAGCAAGATG GGTTCCACCACCACCCTGCCGCCACTTGGGC
Cre12.g502901 GGAGGCGGAGGTATGGCGGCTATCCTTATGCT GGTTCCACCACCACCGCGTTGGGGCATCGGC Cre12.g502950 GGAGGCGGAGGTATGTGCACTGCAGCAGC GGTTCCACCACCACCCTACACATACCGCATCATAGTGA
Cre12.g503000 GGAGGCGGAGGTATGGCCAAAAAGAACGTGCC GGTTCCACCACCACCGATGGGCTTGGCGCCG Cre12.g503050 GGAGGCGGAGGTATGAAGCTTATATGTGCGGGAG GGTTCCACCACCACCCTAGATCGCAGTGAGCTGGC
Cre12.g503100 GGAGGCGGAGGTATGCTGTCTGGGCTAGACTTG GGTTCCACCACCACCCGAGCTAGTCGGGGTAACATTG Cre12.g503150 GGAGGCGGAGGTATGGCATGTCGTTGCACA GGTTCCACCACCACCCGCATCTGGGAAGTTTGGG
Cre12.g503200 GGAGGCGGAGGTATGGCAAACCAGAGCAAGATG GGTTCCACCACCACCGTGCCGCCACTTGGGC Cre12.g503250 GGAGGCGGAGGTATGGTTCTGCACGCTCAAG GGTTCCACCACCACCGTACCCGTACGGCCCG
Cre12.g503300 GGAGGCGGAGGTATGCTTCTTAAGGGCGCCAA GGTTCCACCACCACCCATCTTGTAGGCTGCCCAGC Cre12.g503350 GGAGGCGGAGGTATGGTGACGGCAGCATCT GGTTCCACCACCACCCGCGTGCGAGGCCTTC
Cre12.g503400 GGAGGCGGAGGTATGGCCAACCGCACGGAC GGTTCCACCACCACCCTTCAGCGGCTTCAGGCC Cre12.g503450 GGAGGCGGAGGTATGCGCGGAGGTTGCG GGTTCCACCACCACCCAGCTCCGCCTTGGTGC
Cre12.g503500 GGAGGCGGAGGTATGCGGCAAGGCTATCTG GGTTCCACCACCACCTTAGCGGCGGCCCTTG Cre12.g503550 GGAGGCGGAGGTATGGCCCTTCAGTCCCTTCG GGTTCCACCACCACCAGCAATGTCCTTGCGGATAAGC
Cre12.g503600 GGAGGCGGAGGTATGGGGAACTGCTGCGC GGTTCCACCACCACCCCGTTGTTGCGGCGGC Cre12.g503650 GGAGGCGGAGGTATGGCTGGCATTGTCGTCGG GGTTCCACCACCACCGGCGGTGCGGCCCTTG
Cre12.g503700 GGAGGCGGAGGTATGTTCAGCGGCAACATCT GGTTCCACCACCACCAGCGGACACGTCTCCTT Cre12.g503750 GGAGGCGGAGGTATGAGGCGCATCTTCGGC GGTTCCACCACCACCGAAGGCGCCGAGGGAG
Cre12.g503800 GGAGGCGGAGGTATGGCGCTGGGGTCACGTTCTT GGTTCCACCACCACCCCGGCGGCGGCTGCGTGC Cre12.g503850 GGAGGCGGAGGTATGTCACGCATAGCGGACTTC GGTTCCACCACCACCCACAGTGGTGGGCAGCGG
Cre12.g503900 GGAGGCGGAGGTATGGCGAGGGTCGCGA GGTTCCACCACCACCGCGCATCTTGCGCAGG Cre12.g503950 GGAGGCGGAGGTATGGCTGATGCGCGCG GGTTCCACCACCACCCTGCCAGCCCACGGCC
Cre12.g504000 GGAGGCGGAGGTATGTTGGGGCGGGCGT GGTTCCACCACCACCCCGCAGACCCAGCACC Cre12.g504050 GGAGGCGGAGGTATGCTTCCTGGTCTCAGCG GGTTCCACCACCACCGGCACGCAGCCGCAAC
Cre12.g504100 GGAGGCGGAGGTATGGCGGCATGGCTCCATGTAA GGTTCCACCACCACCAAACCACTGCATGGGCGC Cre12.g504150 GGAGGCGGAGGTATGCAAGGTCCGAGCAAAGAG GGTTCCACCACCACCGTTGGACAGGTGGGCGGC
Cre12.g504200 GGAGGCGGAGGTATGGGTAAGACCCGTGGTATGG GGTTCCACCACCACCCGAGCGGGGCTTCTCCTTCTTG Cre12.g504250 GGAGGCGGAGGTATGGAGAAAGAGGTCTCGCT GGTTCCACCACCACCTTAGTCCCCCGCCACAG
Cre12.g504300 GGAGGCGGAGGTATGGCGCCCACCGCTT GGTTCCACCACCACCTTGCTCCCCAGCCGCC Cre12.g504302 GGAGGCGGAGGTATGAGTTCTTCGGTGTTGTGT GGTTCCACCACCACCAAATCTGCAGAGCCAGGAAG
Cre12.g504350 GGAGGCGGAGGTATGGCCGCTGTCCTCCCG GGTTCCACCACCACCCGTAGCCTTGGGTGTGGTG Cre12.g504400 GGAGGCGGAGGTATGCAGGAGCTAGCAGAACG GGTTCCACCACCACCCGGCTCCACCAGGGCT
Cre12.g504450 GGAGGCGGAGGTATGACGCGCCTCGCCG GGTTCCACCACCACCTGCGCCCTCCTGCACA Cre12.g504500 GGAGGCGGAGGTATGGCTGGTCGCGGCA GGTTCCACCACCACCGGCGGCCTCCTCGCTG
Cre12.g504550 GGAGGCGGAGGTATGGCCCCCAAGAAGGAC GGTTCCACCACCACCGCCCGAGGTGAACTTGG Cre12.g504600 GGAGGCGGAGGTATGTCTGGACGCGGCA GGTTCCACCACCACCACCGCCGAAGCCGTAC
Cre12.g504650 GGAGGCGGAGGTATGGCCCGCACCAAGC GGTTCCACCACCACCTTAAGCGCGCTCGCCA Cre12.g504700 GGAGGCGGAGGTATGGCCCCCAAGAAGGAC GGTTCCACCACCACCGCCCGAGGTGAACTTGG
Cre12.g504750 GGAGGCGGAGGTATGGCTGGTCGCGGCA GGTTCCACCACCACCGGCGGCCTCCTCGCTG Cre12.g504800 GGAGGCGGAGGTATGGCCCGCACCAAGC GGTTCCACCACCACCTTAAGCGCGCTCGCCA
Cre12.g504850 GGAGGCGGAGGTATGTCTGGACGCGGCA GGTTCCACCACCACCACCGCCGAAGCCGTAC Cre12.g504900 GGAGGCGGAGGTATGCCCGCTCTGCAGC GGTTCCACCACCACCAGGCAGCGCCGACATA
Cre12.g504950 GGAGGCGGAGGTATGGCCACCTACGCCC GGTTCCACCACCACCCAGCTTGCAGTGCGGC Cre12.g505000 GGAGGCGGAGGTATGGCAGACTTACACTTGCCG GGTTCCACCACCACCGTCCTCCTCCTCCACGTCC
Cre12.g505100 GGAGGCGGAGGTATGAAGTCATCAGCGGCGG GGTTCCACCACCACCCAGCTCCACCTCCTGTTCCTC Cre12.g505100 GGAGGCGGAGGTATGAAGTCATCAGCGGCG GGTTCCACCACCACCCAGCTCCACCTCCTGTTCC
Cre12.g505150 GGAGGCGGAGGTATGCGGACAGCTGGGCC GGTTCCACCACCACCCTGCTGCCCGCCCTGG Cre12.g505151 GGAGGCGGAGGTATGGAAGAGGAGATCAGCAAGT GGTTCCACCACCACCTCAGAGCCGGCCAGTG
Cre12.g505200 GGAGGCGGAGGTATGGGTGGTCCAGATAAACTTACG GGTTCCACCACCACCGTACTTTCTCCGCCCGCC Cre12.g505250 GGAGGCGGAGGTATGGCTCTCCTCGCCTCC GGTTCCACCACCACCCGAGCGACCGTTTGCTCC
Cre12.g505300 GGAGGCGGAGGTATGCAGGCAGCGTCGCGTAC GGTTCCACCACCACCTTCTCCCCCAAAGAGAGGGTT Cre12.g505350 GGAGGCGGAGGTATGGCGGACAAGTCTGGAGTAG GGTTCCACCACCACCTACCGTGCCGTTGGCGGC
Cre12.g505350 GGAGGCGGAGGTATGGCGGACAAGTCTGGA GGTTCCACCACCACCTACCGTGCCGTTGGCG Cre12.g505400 GGAGGCGGAGGTATGTCCCGTCCAACGGGG GGTTCCACCACCACCCGACTTCGAGTCCTTGCCC
Cre12.g505450 GGAGGCGGAGGTATGTCTGGACGCGGCA GGTTCCACCACCACCACCGCCGAAGCCGTAC Cre12.g505500 GGAGGCGGAGGTATGGCCCGCACCAAGC GGTTCCACCACCACCTTACGCGCGCTCGCCA
Cre12.g505550 GGAGGCGGAGGTATGGCTGGTCGCGGCA GGTTCCACCACCACCGGCGGCCTCCTCGCTG Cre12.g505600 GGAGGCGGAGGTATGGCCCCCAAGAAGGAC GGTTCCACCACCACCGCCCGAGGTGAACTTGG
Cre12.g505650 GGAGGCGGAGGTATGTCCCACACACACGCT GGTTCCACCACCACCCTACTGCGGCCCAGCG Cre12.g505700 GGAGGCGGAGGTATGGCTGCGGCTGAGGCG GGTTCCACCACCACCCCGCCGCGGTGAGGGCGG
Cre12.g505750 GGAGGCGGAGGTATGGCGTCTCGCAAGCGC GGTTCCACCACCACCTACGTAGTCGCGCCACTTC Cre12.g505800 GGAGGCGGAGGTATGGACGCCCGGGGCAAG GGTTCCACCACCACCCAGCTGCACGCCCATCGC
Cre12.g505800 GGAGGCGGAGGTATGGACGCCCGGGGCA GGTTCCACCACCACCCAGCTGCACGCCCATCG Cre12.g505850 GGAGGCGGAGGTATGCAGACCTGCCTGTCTC GGTTCCACCACCACCTGCCTTGCACAGCACGTC
Cre12.g505900 GGAGGCGGAGGTATGGTGCTGCCAGTCAGG GGTTCCACCACCACCCCAGTGCAAATTCATTTGCCGA Cre12.g505950 GGAGGCGGAGGTATGTTGCGACGGCTTCCG GGTTCCACCACCACCCCGCGGCGCCAGGAAG
Cre12.g506050 GGAGGCGGAGGTATGGATCGCGACCGGC GGTTCCACCACCACCTCCGTCCATTCGTCTCCG Cre12.g506200 GGAGGCGGAGGTATGGCTCCCAAGAAGGACG GGTTCCACCACCACCGCCCGAGGTGAACTTGG
Cre12.g506250 GGAGGCGGAGGTATGGCTGGTCGCGGCA GGTTCCACCACCACCGGCGGCCTCCTCGCTG Cre12.g506300 GGAGGCGGAGGTATGGCCCGCACCAAGC GGTTCCACCACCACCTTAAGCGCGCTCGCCA
Cre12.g506350 GGAGGCGGAGGTATGTCTGGACGCGGCA GGTTCCACCACCACCACCGCCGAAGCCGTAC Cre12.g506400 GGAGGCGGAGGTATGTCGCCGCGAGGAG GGTTCCACCACCACCCCACGCCGTGTCTGTC
Cre12.g506450 GGAGGCGGAGGTATGTCTGGACGCGGCA GGTTCCACCACCACCACCGCCGAAGCCGTAC Cre12.g506500 GGAGGCGGAGGTATGGCCCGCACCAAGC GGTTCCACCACCACCTTAAGCGCGCTCGCCA
Cre12.g506550 GGAGGCGGAGGTATGTCTGCATATGGCAGCTC GGTTCCACCACCACCCTGGTGCGATTCGGCC Cre12.g506850 GGAGGCGGAGGTATGTGGCCCCTCACGCGCAAC GGTTCCACCACCACCGTTGGAGTTGACTGCGGCGTAC
Cre12.g506851 GGAGGCGGAGGTATGGAGGGCCTGTCCGTC GGTTCCACCACCACCCACCTGCTCCAGCAGCCA Cre12.g506900 GGAGGCGGAGGTATGGCTGCCAACAGCGAAAAG GGTTCCACCACCACCCGGCCAGTCCTCCAGGTGTA
Cre12.g506900 GGAGGCGGAGGTATGGCTGCCAACAGCG GGTTCCACCACCACCCGGCCAGTCCTCCAGG Cre12.g507000 GGAGGCGGAGGTATGCAGCATCAGCCGGC GGTTCCACCACCACCAAACGCCCAGTCGTCCC
Cre12.g507001 GGAGGCGGAGGTATGTGGAAACCAACCGCTGA GGTTCCACCACCACCGGCGGCGCAGCAGTAGTT Cre12.g507002 GGAGGCGGAGGTATGGGGCAGGGTCGAGG GGTTCCACCACCACCGCTGCTGCCGTCGAGC
Cre12.g507004 GGAGGCGGAGGTATGTTCACGTGCCCAATTTG GGTTCCACCACCACCAAGCACAGCAAGCGCC Cre12.g507005 GGAGGCGGAGGTATGGATCCTCCCCGCTG GGTTCCACCACCACCGCATTCCTGTGCTGCCC
Cre12.g507006 GGAGGCGGAGGTATGGGGTCAAGCGCAAG GGTTCCACCACCACCGCATTCCTGTGCTGCCC Cre12.g507007 GGAGGCGGAGGTATGCGCCGCTTTGAGC GGTTCCACCACCACCAAGCCGCTGCGAGTTG
Cre12.g507050 GGAGGCGGAGGTATGCCGCCCCTGGTGC GGTTCCACCACCACCTCACCGCCGCATGGGC Cre12.g507100 GGAGGCGGAGGTATGGGTTCCACCGCCA GGTTCCACCACCACCCATGCAAGGCCCGTGC
Cre12.g507150 GGAGGCGGAGGTATGAGTCTCGCAACGAGTAAC GGTTCCACCACCACCCCGGGTGGGCATCTGG Cre12.g507200 GGAGGCGGAGGTATGTGGCGAGGAGTCTCAGC GGTTCCACCACCACCCCCGTTGGGGTGCCGC
Cre12.g507300 GGAGGCGGAGGTATGCCGCAGAACGAGCA GGTTCCACCACCACCCACCAGCAGCACGGCG Cre12.g507333 GGAGGCGGAGGTATGGCGAGTCCAGGCC GGTTCCACCACCACCCCTACCAATGTGGGCAGC
Cre12.g507350 GGAGGCGGAGGTATGATCTCCAGCTTGCCGC GGTTCCACCACCACCTCACCGGCCCCCATCG Cre12.g507400 GGAGGCGGAGGTATGGCTCAAGCACAAGCTACT GGTTCCACCACCACCGTGTGTGGCGGGCATTGC
Cre12.g507450 GGAGGCGGAGGTATGCCTCCATTTGGGAGCAC GGTTCCACCACCACCGATGTGGCGGATGATGACAATA Cre12.g507500 GGAGGCGGAGGTATGGATCCTTTGCGCCGC GGTTCCACCACCACCCTGCTTGCACGCGTACGC
Cre12.g507556 GGAGGCGGAGGTATGGACAGCCTTGCCTTCC GGTTCCACCACCACCCACCTGTGCAACCAACGG Cre12.g507558 GGAGGCGGAGGTATGCCCACTGCATCCACA GGTTCCACCACCACCCGCCGTCTTGTCCAGC
Cre12.g507559 GGAGGCGGAGGTATGAGCGCTCGGCGGC GGTTCCACCACCACCCAGCTGCGGCAGCTTCT Cre12.g507600 GGAGGCGGAGGTATGCAGCGGCCGGACG GGTTCCACCACCACCCTCCACCGGATCCCTCCG
Cre12.g507650 GGAGGCGGAGGTATGCTCGCAAACCTTCGTAGC GGTTCCACCACCACCGAAGCGGAAGGGCCCCAC Cre12.g507750 GGAGGCGGAGGTATGGCTCATCAGCCCCCT GGTTCCACCACCACCCTGCACGCTGCAGCACGG
Cre12.g507800 GGAGGCGGAGGTATGGCGCGGATCTGTGC GGTTCCACCACCACCCAGCCACACCAGGGCC Cre12.g507850 GGAGGCGGAGGTATGGACTCACACTCACAGGGC GGTTCCACCACCACCCTACGCTGCCCGCCCC
Cre12.g507900 GGAGGCGGAGGTATGATGTTTTCGGGCGTACATAC GGTTCCACCACCACCCAGCGGCTGCTGGTAGTG Cre12.g507950 GGAGGCGGAGGTATGGCTCTCGCACGCCTG GGTTCCACCACCACCCTTGCGCACCGACTGCTG
Cre12.g508050 GGAGGCGGAGGTATGGCGGAGACGCAGG GGTTCCACCACCACCCCGCATGCCTTGCTGC Cre12.g508100 GGAGGCGGAGGTATGAGCGAGGACTACAAAGTATCT GGTTCCACCACCACCCAATACGACCGTCAGGCTAAGC
Cre12.g508150 GGAGGCGGAGGTATGTCGCTGCTGGACGATC GGTTCCACCACCACCCGCCATGCGGCCCTTCTT Cre12.g508200 GGAGGCGGAGGTATGAAGGAAGAGCCGGAGA GGTTCCACCACCACCTTTCCCCTCTCTCCGCC
Cre12.g508233 GGAGGCGGAGGTATGGCACATTACTGCCATACTAT GGTTCCACCACCACCTTAGGGCGCGCGATACA Cre12.g508300 GGAGGCGGAGGTATGAATGGACGCGACAAGGC GGTTCCACCACCACCCAGGTGGAACTTGAGCCGG
Cre12.g508350 GGAGGCGGAGGTATGGCGGCGACCTACGC GGTTCCACCACCACCTCACGCCTTGCCCGCG Cre12.g508450 GGAGGCGGAGGTATGGAAACGTTCTTCCCCG GGTTCCACCACCACCGTCCAGCTCTGTTAGGAAGC
Cre12.g508500 GGAGGCGGAGGTATGAGCGCTCGTGGGC GGTTCCACCACCACCTTACGCCACCGCAGCG Cre12.g508550 GGAGGCGGAGGTATGAGCGCCGTCTGCTCG GGTTCCACCACCACCCTTGGGTGCTTTGCTGCC
Cre12.g508642 GGAGGCGGAGGTATGGCCCTGCGGGTGG GGTTCCACCACCACCCCACCCCCGCAGGGCTA Cre12.g508643 GGAGGCGGAGGTATGGAGCCCGAGGCGC GGTTCCACCACCACCTGACCGCAGCTGAACTGC
Cre12.g508644 GGAGGCGGAGGTATGGAGGCGGAGTACAGC GGTTCCACCACCACCGTAATACCCCAGCGGGTCG Cre12.g508700 GGAGGCGGAGGTATGGTACCAGCGTATAAACGCC GGTTCCACCACCACCGAAATGGCCAGTCAGCATTCC
Cre12.g508750 GGAGGCGGAGGTATGGCCATGCTGCTGAAGT GGTTCCACCACCACCCACCTTGTTCCAGGGCTCGTTC Cre12.g508850 GGAGGCGGAGGTATGATGCTCACAGCTCGCTCAT GGTTCCACCACCACCGTACGCCCACTTGTATGCG
Cre12.g508853 GGAGGCGGAGGTATGGGCAGCGAGGAAGA GGTTCCACCACCACCGACGAACGCCCTCGAGC Cre12.g508900 GGAGGCGGAGGTATGGCTCAAGCACCACAGG GGTTCCACCACCACCCTTGTGGCCGTAGTGGTTGA
Cre12.g509000 GGAGGCGGAGGTATGTCTCAAACGGGTGACAAGC GGTTCCACCACCACCCGAAATGTCTGGCGCTGC Cre12.g509001 GGAGGCGGAGGTATGCCAACAAGTGCTATGCCC GGTTCCACCACCACCAATATGCAGGACAAAAAGGCTTTCA
Cre12.g509050 GGAGGCGGAGGTATGGCTCTGAAGGCTTCTATCT GGTTCCACCACCACCTCAGTTGATAAGGGAGAACGAC Cre12.g509100 GGAGGCGGAGGTATGTCAGGCGGCAATGG GGTTCCACCACCACCGTGCGGAGGCAGCTTC
Cre12.g509150 GGAGGCGGAGGTATGGATGCAAGAGCTGAATGGA GGTTCCACCACCACCCTTAAGCCCGATGCGCTTCAG Cre12.g509200 GGAGGCGGAGGTATGATTCTGGTGTTCTCAGATGAA GGTTCCACCACCACCTTACACCAGCATTGGCACG
Cre12.g509250 GGAGGCGGAGGTATGCGTGCGGCGCCAG GGTTCCACCACCACCCTTGTCTCCCAGCAGCCGC Cre12.g509300 GGAGGCGGAGGTATGGATATTTTAGCCGCGTATTCA GGTTCCACCACCACCCTATGAGTCGAACTGCTGCC
Cre12.g509350 GGAGGCGGAGGTATGGCAGGCACCGACGAC GGTTCCACCACCACCCCCCTTCCACCACAGCAAGAA Cre12.g509400 GGAGGCGGAGGTATGTCTCATTGCGCGTCTGAG GGTTCCACCACCACCGAAGTCCGCCTCCGTGGTGAAC
Cre12.g509450 GGAGGCGGAGGTATGGAGTCGGCCAGGC GGTTCCACCACCACCCGGGACTGCGCCAACC Cre12.g509500 GGAGGCGGAGGTATGGCGGCTCTTGCTGGC GGTTCCACCACCACCGCGCCTGTTCATGGCTCC
Cre12.g509550 GGAGGCGGAGGTATGAACGGGACCAGCTCG GGTTCCACCACCACCCTTCGAGCCGGCTTGCCG Cre12.g509600 GGAGGCGGAGGTATGCTGGAAGCAAGTGGAGGAT GGTTCCACCACCACCAGCCTCCTTGCGAACTGG
Cre12.g509650 GGAGGCGGAGGTATGCAGACCCAGGTCAAGC GGTTCCACCACCACCCCGGCCAAAGCCGACCAG Cre12.g509700 GGAGGCGGAGGTATGAGCAAACCTTTAAAGGCTAGC GGTTCCACCACCACCCTACTCCCTGTTGTTGTCGG
Cre12.g509750 GGAGGCGGAGGTATGCTGGGCTCCAGCACC GGTTCCACCACCACCCGCGAAGCGCTTGGCGATC Cre12.g509800 GGAGGCGGAGGTATGAAGAAGGCGACGGAGG GGTTCCACCACCACCCTTGGGCTTAAAAGGAATGGC
Cre12.g509950 GGAGGCGGAGGTATGATTCAGCGTGCTGTTCCG GGTTCCACCACCACCCCCGCGCCGCCTGTTA Cre12.g510000 GGAGGCGGAGGTATGCAGTCTTTGAACCGCCC GGTTCCACCACCACCGGCGGCAAAGCCCTGCTG
Cre12.g510034 GGAGGCGGAGGTATGCTTGATGCCTTCGCCC GGTTCCACCACCACCACTGCTGGGGCCTGCTGTT Cre12.g510050 GGAGGCGGAGGTATGCTGAACAAGCGTGTTACC GGTTCCACCACCACCGTAGACCAGAGCGGTCTTGTTG
Cre12.g510100 GGAGGCGGAGGTATGTCGCAAGCCCTTAGCCTTC GGTTCCACCACCACCCACCAGCTCCCATTCGTCC Cre12.g510150 GGAGGCGGAGGTATGGAGGGCGACTGGGGAG GGTTCCACCACCACCCGTCCACGAGTAGATGTGCAC
Cre12.g510200 GGAGGCGGAGGTATGGACCTTGGCCACATCTTT GGTTCCACCACCACCCAGTCGCTCAGGCTCGGTCTTG Cre12.g510250 GGAGGCGGAGGTATGTCCCTAAACAACAACAACTCC GGTTCCACCACCACCGAAAAGGTAGTCAATGACGGCG
Cre12.g510252 GGAGGCGGAGGTATGAAACACGGCGTTATTATACCG GGTTCCACCACCACCTCAGGGCGATGCCTGAC Cre12.g510400 GGAGGCGGAGGTATGGCCCTTGCTATGCAGC GGTTCCACCACCACCCACGCTGGTGGCCAGGTAG
Cre12.g510450 GGAGGCGGAGGTATGAAGGTCATCGGCCGC GGTTCCACCACCACCTTACCGCAGGCGGCGG Cre12.g510500 GGAGGCGGAGGTATGGTCGAGTCACTCCACC GGTTCCACCACCACCCACGGCCTCAGCCCAG
Cre12.g510550 GGAGGCGGAGGTATGCTGAGGGGGTCCTG GGTTCCACCACCACCCGCCTCCTGCGCTCTG Cre12.g510600 GGAGGCGGAGGTATGTGCCAAACGCCGAC GGTTCCACCACCACCCTACCTGGGCGGCAGG
Cre12.g510650 GGAGGCGGAGGTATGGCCGCCACCATGCTC GGTTCCACCACCACCGTGCTTCTTGGTGAAGGACTCC Cre12.g510750 GGAGGCGGAGGTATGAACGCGGCGCAGG GGTTCCACCACCACCGGACGGGGTCGTCACC
Cre12.g510751 GGAGGCGGAGGTATGAACGTGAAACGCCGC GGTTCCACCACCACCGAAACGCAGTTTGCTCAGG Cre12.g510752 GGAGGCGGAGGTATGCACATGTTGGTGCGG GGTTCCACCACCACCGCCTTCAGGGCGGCTA
Cre12.g510800 GGAGGCGGAGGTATGCAGAGTCTCCAGGGTCAG GGTTCCACCACCACCCCGACGAGGGGGCAAGCC Cre12.g510850 GGAGGCGGAGGTATGCAGTCCAGCGTGGGG GGTTCCACCACCACCCTTGAGGTACACGTTGGCAAC
Cre12.g510900 GGAGGCGGAGGTATGCGAGGCAAGGGCTTG GGTTCCACCACCACCCAAGATGTACCGGCTCAGGTC Cre12.g510950 GGAGGCGGAGGTATGGCGGAGCAGGATGC GGTTCCACCACCACCCTACCGAGGCGCCTGG
Cre12.g511000 GGAGGCGGAGGTATGCAGCAAGCGCTGG GGTTCCACCACCACCCCGCACCACGAGCACA Cre12.g511050 GGAGGCGGAGGTATGACGCGGGGCTTGGACTATT GGTTCCACCACCACCCCGCTTGAACACGGTGGC
Cre12.g511100 GGAGGCGGAGGTATGTCGTTAAGCCGCTCG GGTTCCACCACCACCCCACCAGGCCAGCACT Cre12.g511150 GGAGGCGGAGGTATGCGGTGGTCGAAGGTG GGTTCCACCACCACCTGCCTCCTCGATCTGCGG
Cre12.g511200 GGAGGCGGAGGTATGGCGGGCATGGGCC GGTTCCACCACCACCGTGACCCCCTCCTGCGG Cre12.g511250 GGAGGCGGAGGTATGGCAACGATTAACGCTACA GGTTCCACCACCACCCTCTTCCATTGCCACTGCT
Cre12.g511300 GGAGGCGGAGGTATGGAGGCTATCAGTACTCTGC GGTTCCACCACCACCTTACACGCCAGGTCGTTG Cre12.g511350 GGAGGCGGAGGTATGTCTCGATCCTCGCAGC GGTTCCACCACCACCTGCGTCCATGTCAGCCG
Cre12.g511550 GGAGGCGGAGGTATGGACCCCATCATGATCGG GGTTCCACCACCACCTGCGTCCTCTGCCCCC Cre12.g511600 GGAGGCGGAGGTATGTATCTGTTATTCTTTTTGTCGCGA GGTTCCACCACCACCACCCAAAATTGACGCCTGTCC
Cre12.g511640 GGAGGCGGAGGTATGCCTGATACAACTGCACC GGTTCCACCACCACCCAACAGCGCTGCTGTAACG Cre12.g511650 GGAGGCGGAGGTATGGCTGCGTCTAGAAAGAATG GGTTCCACCACCACCCTACCTAAAGGTGTTGTACGTGT
Cre12.g511700 GGAGGCGGAGGTATGAGCCTTAAACATGCCCTCC GGTTCCACCACCACCCTTCTTCCGCGTCAGCACA Cre12.g511750 GGAGGCGGAGGTATGTCAGGCGTAAGAGCTTG GGTTCCACCACCACCGTCGTCATCCGGCACTCC
Cre12.g511800 GGAGGCGGAGGTATGCTGGCTACACGCAGT GGTTCCACCACCACCCATCCCGCTTGAGAGCAC Cre12.g511850 GGAGGCGGAGGTATGAAGGCGCGAGGGGTACTTT GGTTCCACCACCACCCGAGGCCTTCGCCACCGG
Cre12.g511900 GGAGGCGGAGGTATGCAGGCCCTCCAGATG GGTTCCACCACCACCCGCCATCACGTTGGCGGG Cre12.g511902 GGAGGCGGAGGTATGGGGCTGGCTATGGGTTT GGTTCCACCACCACCTCACGGCGAGGGGGGC
Cre12.g511950 GGAGGCGGAGGTATGGCGCGTGTGCTGCTG GGTTCCACCACCACCGCTGCAGTTTGGCAGCTG Cre12.g511952 GGAGGCGGAGGTATGGTGCCCCCGTGGT GGTTCCACCACCACCGTTGAAATGCATGCGCACG
Cre12.g512000 GGAGGCGGAGGTATGAAGGCTCGGGCGG GGTTCCACCACCACCTTTAGGGTGCTGCTGCTTC Cre12.g512050 GGAGGCGGAGGTATGGCGAATGACCTAGAGCG GGTTCCACCACCACCCACTACCCCTAGGACCGTCG
Cre12.g512100 GGAGGCGGAGGTATGTTCCCATACCTGTTCCCTT GGTTCCACCACCACCGTCCAGGCCGTCAAGGGC Cre12.g512200 GGAGGCGGAGGTATGCTGACGACGCCCTTTACTA GGTTCCACCACCACCTTTTAGGTTGGGCAGGCGC
Cre12.g512200 GGAGGCGGAGGTATGCTGACGACGCCCT GGTTCCACCACCACCTTTTAGGTTGGGCAGGCG Cre12.g512202 GGAGGCGGAGGTATGACCGGCCAACAGCAAC GGTTCCACCACCACCGTCGGCAGGCGCACGA
Cre12.g512250 GGAGGCGGAGGTATGCCGATATTATACCTTCCTACAGG GGTTCCACCACCACCCTTGAACGTGTAGCTGCGGTTA Cre12.g512300 GGAGGCGGAGGTATGCTTCTGAAAAGTTCCACGC GGTTCCACCACCACCGATTGAGACCGAGTACGGCAC
Cre12.g512350 GGAGGCGGAGGTATGTGTCGTCACATGCGAGC GGTTCCACCACCACCCGCCTGGCACGTGAACTG Cre12.g512400 GGAGGCGGAGGTATGCCCGTCACGCGCT GGTTCCACCACCACCTCACGGCAGCAGCAGC
Cre12.g512450 GGAGGCGGAGGTATGCCTAGCCGTATAGATGACG GGTTCCACCACCACCGGTCCATCTGCGGTACACAG Cre12.g512550 GGAGGCGGAGGTATGAAGCTCCTTACACACAACA GGTTCCACCACCACCTCAGCACTCATCCTCGTTGA
Cre12.g512600 GGAGGCGGAGGTATGGGTATCGACCTCAAGGC GGTTCCACCACCACCCACCTTGAAGCCGCGG Cre12.g512650 GGAGGCGGAGGTATGGGAGGAGGGTGCAGTC GGTTCCACCACCACCCATGGTGTCCCGGTACACG
Cre12.g512700 GGAGGCGGAGGTATGAGCTCACTAGAGGAGCTGC GGTTCCACCACCACCCTTGGAGTCGATGTTCGTGGG Cre12.g512788 GGAGGCGGAGGTATGCCTCAAAGGCGGCA GGTTCCACCACCACCCTAGCGGCGGGGCCAA
Cre12.g512790 GGAGGCGGAGGTATGTCTCGCCAACATCACG GGTTCCACCACCACCGCGGATGCAAGTCCTGC Cre12.g512850 GGAGGCGGAGGTATGTCTTTGAGCACCTTGGC GGTTCCACCACCACCGCCTGACCGGTCTCCC
Cre12.g512950 GGAGGCGGAGGTATGTCCGAGCAGGTGTTCG GGTTCCACCACCACCGTGCATCTTGGCGCCC Cre12.g513000 GGAGGCGGAGGTATGAATGGGAGCGGGGCA GGTTCCACCACCACCACCCAGCTCCAACTTCCCA
Cre12.g513100 GGAGGCGGAGGTATGGCCATGTCTGTGGACTAC GGTTCCACCACCACCGTACCAGCTGGCAGCCGC Cre12.g513150 GGAGGCGGAGGTATGAGCGCTGAGGACGA GGTTCCACCACCACCGGCGATCTCCTTCTCGTCC
Cre12.g513200 GGAGGCGGAGGTATGTCCGTCCAGGAGTACATT GGTTCCACCACCACCCCAGCCGATGTGGCGC Cre12.g513254 GGAGGCGGAGGTATGGCGACCCAGGTGGAA GGTTCCACCACCACCCTCCTTCCTACCAGCCCGCTTC
Cre12.g513300 GGAGGCGGAGGTATGCTTGTGGCGATGTGCAT GGTTCCACCACCACCCTACGCCGCTGCCGCC Cre12.g513400 GGAGGCGGAGGTATGGTATTCACGAACGCGG GGTTCCACCACCACCCATTGCCAATCGACGGGA
Cre12.g513450 GGAGGCGGAGGTATGCCGACAATTACCATCCAGG GGTTCCACCACCACCGTCCTGGTCGTGCGGCAG Cre12.g513500 GGAGGCGGAGGTATGGCGCTGGTAGCGACG GGTTCCACCACCACCCGTGCGCTGCTTCTTGGC
Cre12.g513550 GGAGGCGGAGGTATGAGCTCAAAGCTTCGACTG GGTTCCACCACCACCAGTCTTCTTGGGCGGTCG Cre12.g513600 GGAGGCGGAGGTATGGCTGGTGAACTGCTCG GGTTCCACCACCACCCGACTCCCACTTGCGGA
Cre12.g513650 GGAGGCGGAGGTATGCCCGTGAAGAAGGGC GGTTCCACCACCACCTTTTTTCTTCGCCTCCTTCGG Cre12.g513700 GGAGGCGGAGGTATGTTGCACTCGAAATCCCAAG GGTTCCACCACCACCTCACTCCTGCGGCCGC
Cre12.g513750 GGAGGCGGAGGTATGGCAACCAAGCTGGACTC GGTTCCACCACCACCCAGAGCACCGGCCTCCTG Cre12.g513800 GGAGGCGGAGGTATGAGCACCGAATTTCGGAT GGTTCCACCACCACCGGTGTTTGGCCGCACC
Cre12.g513900 GGAGGCGGAGGTATGGTCCAGCTGCGAGTTG GGTTCCACCACCACCGGAGAGCAGGCGGCGG Cre12.g513950 GGAGGCGGAGGTATGCAGGCATCCACCTCTCTC GGTTCCACCACCACCCGCCGAGGCCGCGAAC
Cre12.g514000 GGAGGCGGAGGTATGGCTTTTGGACTCCTTGGAG GGTTCCACCACCACCACGCTTAGCCACCGCCGT Cre12.g514050 GGAGGCGGAGGTATGGACACTCAGCTACGCG GGTTCCACCACCACCTGCGCTGACAGCCACCTT
Cre12.g514050 GGAGGCGGAGGTATGGACACTCAGCTACGCG GGTTCCACCACCACCTGCGCTGACAGCCACC Cre12.g514100 GGAGGCGGAGGTATGGAGGAACAGGAGAAGCT GGTTCCACCACCACCCTACCAAGGCCCGGCT
Cre12.g514200 GGAGGCGGAGGTATGATGCTTGGACCCAAGAC GGTTCCACCACCACCTTACACGGCCACGGGC Cre12.g514250 GGAGGCGGAGGTATGACCGCGTCTGTGGG GGTTCCACCACCACCCTCTTTCCCGTCCGCGC
Cre12.g514300 GGAGGCGGAGGTATGGCAACAATGCATCCACTC GGTTCCACCACCACCGTCCTCCTTCTCTGCGGC Cre12.g514350 GGAGGCGGAGGTATGGCCACCGCAACGAGC GGTTCCACCACCACCCTGCGCGCCCACGAGG
Cre12.g514450 GGAGGCGGAGGTATGGCGCAAACAGAGGAACTT GGTTCCACCACCACCGAACTTGAAGTTGTCGCTTCCC Cre12.g514500 GGAGGCGGAGGTATGGCCGACCAGACTGAG GGTTCCACCACCACCGAAGGACGAGAAGCCCTTC
Cre12.g514600 GGAGGCGGAGGTATGGCTCTTGCTGTGGCG GGTTCCACCACCACCGTACAGCCCCTGCATCATAAAAC Cre12.g514650 GGAGGCGGAGGTATGAGCCGGCCAACGAGC GGTTCCACCACCACCGTCGTCGTCGTCATCGTTGTC
Cre12.g514650 GGAGGCGGAGGTATGAGCCGGCCAACGA GGTTCCACCACCACCGTCGTCGTCGTCATCGTT Cre12.g514750 GGAGGCGGAGGTATGCTGGCCACGGCCGCAAG GGTTCCACCACCACCCGCGGACTGGCCGGCGAC
Cre12.g514850 GGAGGCGGAGGTATGATGCTACGCGGTCTGTC GGTTCCACCACCACCCGCGGACTTCTTCCAGGG Cre12.g514900 GGAGGCGGAGGTATGGCCGATGCATCTGAAGC GGTTCCACCACCACCCTGCTTCTGCGAGCCCAG
Cre12.g515000 GGAGGCGGAGGTATGCTGAGCTGTAGAACCGC GGTTCCACCACCACCCGGCGCCCACTCCACC Cre12.g515100 GGAGGCGGAGGTATGGCAGCCAGGCAGG GGTTCCACCACCACCACCCACGATCTCCACGTC
Cre12.g515150 GGAGGCGGAGGTATGGCCCCTCCGAACTC GGTTCCACCACCACCCTTGGTCTTCAGCAGCTCC Cre12.g515200 GGAGGCGGAGGTATGGCTCCTAAAAAGAAGGGTGG GGTTCCACCACCACCGAAGGGCCTGAACACGTGC
Cre12.g515426 GGAGGCGGAGGTATGCATACGGGGAAGACCT GGTTCCACCACCACCCACATTCACACCTGTGAGGTA Cre12.g515450 GGAGGCGGAGGTATGGCGGCTTCCGCTG GGTTCCACCACCACCGCAGCCCTCGAGTGACT
Cre12.g515500 GGAGGCGGAGGTATGTCGCAGCAGAGCACA GGTTCCACCACCACCGTTGCGCCAGCGCTGT Cre12.g515550 GGAGGCGGAGGTATGGCACGGTTGAAGCCC GGTTCCACCACCACCGGTCTGTGCACCGCTGCC
Cre12.g515600 GGAGGCGGAGGTATGCCAGGAGATTGGGGC GGTTCCACCACCACCGCTTGGAGGCACCCACA Cre12.g515650 GGAGGCGGAGGTATGTCTCTTATCGTGACTGGTGC GGTTCCACCACCACCAAAGCCCACGGTCACGGC
Cre12.g515700 GGAGGCGGAGGTATGCTCCTCCGGTTGCG GGTTCCACCACCACCTGCAGAAAAGCCCCCTGG Cre12.g515750 GGAGGCGGAGGTATGCACTCTGCAGGCGGCAAG GGTTCCACCACCACCGTCAAACTGCGGCTCAGAGG
Cre12.g515850 GGAGGCGGAGGTATGTTTGAGGCACGTATTACCC GGTTCCACCACCACCAGACTGCGCCTCATCCTCG Cre12.g515900 GGAGGCGGAGGTATGGCGCTCAGCGGCGTG GGTTCCACCACCACCCTTCAGGTTACCCTGCACGG
Cre12.g515900 GGAGGCGGAGGTATGGCGCTCAGCGGCG GGTTCCACCACCACCCTTCAGGTTACCCTGCACGG Cre12.g515901 GGAGGCGGAGGTATGGATGTTTCCTCGCTGTGG GGTTCCACCACCACCGTGTTTGGGTGACAGCGC
Cre12.g515901 GGAGGCGGAGGTATGGATGTTTCCTCGCTGTG GGTTCCACCACCACCGTGTTTGGGTGACAGCGC Cre12.g515950 GGAGGCGGAGGTATGGTGTTAAAACTTCAGCAATT GGTTCCACCACCACCCTATGCCGACGCGCTA
Cre12.g516000 GGAGGCGGAGGTATGTTCACGGCCGACAC GGTTCCACCACCACCCTGCCACCTCGAGAACCG Cre12.g516150 GGAGGCGGAGGTATGGCAACAGCGCAGGCC GGTTCCACCACCACCCCCCGCGCCATCTGGCAG
Cre12.g516150 GGAGGCGGAGGTATGGCAACAGCGCAGGC GGTTCCACCACCACCCCCCGCGCCATCTGGC Cre12.g516200 GGAGGCGGAGGTATGGTGAAGTTCACCATGGAG GGTTCCACCACCACCGAGCTTGTCCTCGTACTCGG
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Cre12.g516250 GGAGGCGGAGGTATGAACTTCAACGACGGACAGG GGTTCCACCACCACCTGACGGTGGCGGCGCAAAC Cre12.g516333 GGAGGCGGAGGTATGCAATTCACAAGTGGATATACT GGTTCCACCACCACCTCACGGCAATTCCCGC
Cre12.g516350 GGAGGCGGAGGTATGAGCGGCATCAAGCG GGTTCCACCACCACCAGGCTTCTGCTTCTGCTGC Cre12.g516400 GGAGGCGGAGGTATGGCAGACGAGGAAGACC GGTTCCACCACCACCGCTCCCCTTGAGTTGCG
Cre12.g516450 GGAGGCGGAGGTATGAATCCCATCAATGGCCTGA GGTTCCACCACCACCCGCGAAGTACTCCGCCTG Cre12.g516500 GGAGGCGGAGGTATGTCAGCAGTAAGAGGCAAGG GGTTCCACCACCACCGGCGAGATAGTTGTACACGTTTG
Cre12.g516550 GGAGGCGGAGGTATGCTGGTGACGCTTCCAAAG GGTTCCACCACCACCATGCTGCTGCTCCGTCTC Cre12.g516600 GGAGGCGGAGGTATGAACCTGTCCTGCCTCA GGTTCCACCACCACCGACTCTTACGGCAGCCTCT
Cre12.g516700 GGAGGCGGAGGTATGCGGCACTGCTGGC GGTTCCACCACCACCCATGGCACGGCTGATGC Cre12.g516717 GGAGGCGGAGGTATGGAGAGTGCGTGGCT GGTTCCACCACCACCAGCGTAAGCACGAACCCG
Cre12.g516750 GGAGGCGGAGGTATGCGTGTCACTGAGGCC GGTTCCACCACCACCTACATTGCTCATTACGGTTAGCT Cre12.g516800 GGAGGCGGAGGTATGCTGGTTGGGCGCC GGTTCCACCACCACCTCAACAGTAGGTGGTCACAATG
Cre12.g516851 GGAGGCGGAGGTATGCCTGGCAGCTTCAGC GGTTCCACCACCACCCTCGTACGAGCTGCGC Cre12.g516900 GGAGGCGGAGGTATGCTCGAAGATTTGATGGTTGC GGTTCCACCACCACCTTAGGGCACCGCTGGC
Cre12.g516950 GGAGGCGGAGGTATGCCGCTTCTTCTCGACG GGTTCCACCACCACCTGCTCGTTGTGCGTCTGTC Cre12.g517000 GGAGGCGGAGGTATGGCCGGCGTCAGCCTC GGTTCCACCACCACCTGAATGGGGCAGCGCCTCAAG
Cre12.g517050 GGAGGCGGAGGTATGCCAGTCGAAGTAGCAGG GGTTCCACCACCACCTACAACGTAAGAGCCCGGC Cre12.g517100 GGAGGCGGAGGTATGCAGAAGTCTCTGGCTCAG GGTTCCACCACCACCCGCCTTTCGGGTGGAGCG
Cre12.g517150 GGAGGCGGAGGTATGATGCTCACTCAGGGTCGT GGTTCCACCACCACCCTGGCCAGCCACGGTCTT Cre12.g517200 GGAGGCGGAGGTATGCTGCTGCGGCCGC GGTTCCACCACCACCGCGCGGGTCGTGGCTG
Cre12.g517250 GGAGGCGGAGGTATGGCTGACTTCAACGAGAAA GGTTCCACCACCACCCATGCTGTTCAGCCAGTCA Cre12.g517350 GGAGGCGGAGGTATGTCGGTGTGGATGCCC GGTTCCACCACCACCAGTGTCCGCCTTCACGCC
Cre12.g517400 GGAGGCGGAGGTATGGCTGCGCCTCTCG GGTTCCACCACCACCGCAGCAAGTGCTCTTCTTGG Cre12.g517451 GGAGGCGGAGGTATGTATGGTTATCCCCCGCC GGTTCCACCACCACCGATGTTAAGGCGGCTGGCATAG
Cre12.g517500 GGAGGCGGAGGTATGGCGAGCTGGTTGAAAG GGTTCCACCACCACCTCAGCCGTCCAGGGGC Cre12.g517550 GGAGGCGGAGGTATGGGGAACGGACATGACAC GGTTCCACCACCACCCTTCCGGATGCGTGCCGG
Cre12.g517600 GGAGGCGGAGGTATGGCGGGACGGTTCCAG GGTTCCACCACCACCCTCCAGTAACCCCTGGCTCT Cre12.g517650 GGAGGCGGAGGTATGGACCTGCTGCTGAGC GGTTCCACCACCACCCATCGCCCATGCGTTGTA
Cre12.g517681 GGAGGCGGAGGTATGTGCCTGAGGCTGGT GGTTCCACCACCACCTCAACCAGCCGCTCCC Cre12.g517700 GGAGGCGGAGGTATGCCAGTGACAGCGGTTC GGTTCCACCACCACCGGTGTGGTGCAGCACCTG
Cre12.g517750 GGAGGCGGAGGTATGGAGGAACGAGAGAAGCTG GGTTCCACCACCACCGGGCAGCCGCAACCAC Cre12.g517800 GGAGGCGGAGGTATGGAGCCACAGACTTCGAG GGTTCCACCACCACCCACCATGCTGTCTGCCGT
Cre12.g517850 GGAGGCGGAGGTATGGTAGCGGGCTCTCC GGTTCCACCACCACCCACCATGTCCTCCTTGTTGG Cre12.g517900 GGAGGCGGAGGTATGCAGCTGCTCGGTGG GGTTCCACCACCACCTTATGCGCGGGCCTTG
Cre12.g517925 GGAGGCGGAGGTATGGACCAAAACAGTACACTCC GGTTCCACCACCACCTTACCACATGCCACGCAG Cre12.g517950 GGAGGCGGAGGTATGAAGCAGTCGGGCTGC GGTTCCACCACCACCCAGAACACACGTGTGGCT
Cre12.g517976 GGAGGCGGAGGTATGCTGCAACGCAGCG GGTTCCACCACCACCCCACATGGCCAGTTGCA Cre12.g518000 GGAGGCGGAGGTATGCAGGCTCTGTCCGATG GGTTCCACCACCACCTCCGTTAGCAGTTGGGTGC
Cre12.g518002 GGAGGCGGAGGTATGCTTAACAGGCCCCCC GGTTCCACCACCACCATGCAGCAGGAAGCCGC Cre12.g518100 GGAGGCGGAGGTATGCCGCAGCTATGCTTGC GGTTCCACCACCACCCCGGCGGTAGTCAAAGGC
Cre12.g518150 GGAGGCGGAGGTATGTCCGCCTCCTACAAGG GGTTCCACCACCACCCTGCTGCATCTGCATCTGC Cre12.g518200 GGAGGCGGAGGTATGGGCAGCCATGGTCCTATAA GGTTCCACCACCACCTCGTGTCCCGGCCGCTCC
Cre12.g518300 GGAGGCGGAGGTATGGAGGACGCGTTGGCTC GGTTCCACCACCACCGTCCTGCACGCCGCCGTC Cre12.g518350 GGAGGCGGAGGTATGCTGTTGCCAGGGCC GGTTCCACCACCACCGGCGCCGTAGACAGTTG
Cre12.g518400 GGAGGCGGAGGTATGCCCGCCTGCTGCT GGTTCCACCACCACCCCGGCCCGCGTTCTTG Cre12.g518450 GGAGGCGGAGGTATGTCAGATGTGTCGCCCC GGTTCCACCACCACCCCAGACACGGCGCTTC
Cre12.g518500 GGAGGCGGAGGTATGTCTACGTGGGGGAACA GGTTCCACCACCACCGCGTTCAGCCCGTGTC Cre12.g518550 GGAGGCGGAGGTATGGCCTCGGAGGTGATAG GGTTCCACCACCACCCATCATCACCGGCAGCG
Cre12.g518650 GGAGGCGGAGGTATGGTCACCACGCGCAGC GGTTCCACCACCACCCGCGGCCTTCTTGCCCGC Cre12.g518700 GGAGGCGGAGGTATGAGCGGTACAATCCTACACC GGTTCCACCACCACCCGCAGCACGCAGTATGCG
Cre12.g518750 GGAGGCGGAGGTATGGTCAGCAGCAACGC GGTTCCACCACCACCTCACGCCAGCACACGG Cre12.g518772 GGAGGCGGAGGTATGCACAAGTTGGCTCGC GGTTCCACCACCACCCCGCTTCTGGTCTCGGC
Cre12.g518800 GGAGGCGGAGGTATGTCCCGAGGTCCTCAAC GGTTCCACCACCACCCCAGGGCGCGTCATCC Cre12.g518851 GGAGGCGGAGGTATGGACAACCCCATCGGGC GGTTCCACCACCACCCCGCTCAGGCGCTCCC
Cre12.g518900 GGAGGCGGAGGTATGCAGCAGCTGGCGCGTCATC GGTTCCACCACCACCGTTGCCGCGCTCAAAGGAGTAG Cre12.g518950 GGAGGCGGAGGTATGCCGCCGACTAACCGT GGTTCCACCACCACCCTGCTGCTGGCCGCTGAC
Cre12.g519000 GGAGGCGGAGGTATGGCCTGGACCGTCTCTTT GGTTCCACCACCACCGTGATACTTGACCGCCTTTGC Cre12.g519050 GGAGGCGGAGGTATGCTACGTGGAGCCGC GGTTCCACCACCACCGTGCTTGAAGCGGAACATG
Cre12.g519100 GGAGGCGGAGGTATGCAGGTCCTCAAGAGCAAG GGTTCCACCACCACCAGCGGCGGCGTTGACGAC Cre12.g519150 GGAGGCGGAGGTATGGGCGTCAAAGAGAAAAGC GGTTCCACCACCACCGCCTGTCCGGCCCTTG
Cre12.g519180 GGAGGCGGAGGTATGCTGCGGGAGCTCG GGTTCCACCACCACCTTACTTGGCGCCGGTGG Cre12.g519300 GGAGGCGGAGGTATGATGCTCGCCCGTGC GGTTCCACCACCACCCGGCCACGAGGTGAACT
Cre12.g519350 GGAGGCGGAGGTATGGCGAATCCGGAGACAG GGTTCCACCACCACCCTGGTTGGGGTTAACCTGCATC Cre12.g519401 GGAGGCGGAGGTATGTGTTACAGCACATCGAGG GGTTCCACCACCACCTCACGATGTCGGCCGC
Cre12.g519450 GGAGGCGGAGGTATGTCTGCATTCGCGCAAG GGTTCCACCACCACCCACCTTGGTGGGGTCATTGAG Cre12.g519500 GGAGGCGGAGGTATGTCTGCTCAACGCAAGAAC GGTTCCACCACCACCGCGGTAGAAGTAGGCAACAGC
Cre12.g519600 GGAGGCGGAGGTATGAAGGCCGGGGGGT GGTTCCACCACCACCTCACCACTTCAATGCGTGAA Cre12.g519651 GGAGGCGGAGGTATGCTGATACTACACACAACGG GGTTCCACCACCACCCTACCATTTGACCGCGTGG
Cre12.g519700 GGAGGCGGAGGTATGGCAATAAGCCAGCGGC GGTTCCACCACCACCCATCCGCCCGCTCCGC Cre12.g519750 GGAGGCGGAGGTATGGGCAATCTGCTGTCGC GGTTCCACCACCACCCGCGACCACCATGGCATG
Cre12.g519850 GGAGGCGGAGGTATGATTGAGGCGCAGCTAC GGTTCCACCACCACCCAGCAGCTCCCACAGCG Cre12.g519900 GGAGGCGGAGGTATGTTGGCACAACAGCTGG GGTTCCACCACCACCGTCCAGTGCGCCCTCCAG
Cre12.g519950 GGAGGCGGAGGTATGGCACCCAAAGCCCC GGTTCCACCACCACCTGCTAGTGCCGGTCTCC Cre12.g520050 GGAGGCGGAGGTATGTCGCTGCCCGTTTC GGTTCCACCACCACCACTCAGGACCGGCCTCG
Cre12.g520100 GGAGGCGGAGGTATGGTGTTTTTGGCGACTCC GGTTCCACCACCACCGATGTTGGCCCCGCCT Cre12.g520150 GGAGGCGGAGGTATGACCACTCCGGCGACG GGTTCCACCACCACCCTACCGCCGTGCGCCC
Cre12.g520173 GGAGGCGGAGGTATGGCCACTCCGGCCA GGTTCCACCACCACCCTGCCCCGGGCTCCTC Cre12.g520200 GGAGGCGGAGGTATGCAAGTGCAACAGCTCT GGTTCCACCACCACCGAGCGTGTCGGCCGAC
Cre12.g520250 GGAGGCGGAGGTATGTTGGCTGGGCCAGGCTATC GGTTCCACCACCACCCTCCGCCAGCGGCATGAG Cre12.g520300 GGAGGCGGAGGTATGACGGCGATGCTGCCATAT GGTTCCACCACCACCCCGCCTCGCAATCACATCC
Cre12.g520350 GGAGGCGGAGGTATGCTCGGCCTCGCGC GGTTCCACCACCACCGGACTGCTTGAGCCCGGA Cre12.g520400 GGAGGCGGAGGTATGCTGGCTGGTGCGC GGTTCCACCACCACCTCACGCCTGCGCCTCC
Cre12.g520450 GGAGGCGGAGGTATGGCGATGTTACAGCTCCT GGTTCCACCACCACCCTCCGTGCGCATGCCC Cre12.g520500 GGAGGCGGAGGTATGGTGGCTGAGGAGCGC GGTTCCACCACCACCGTCGAACAGGGAGAAGCCC
Cre12.g520550 GGAGGCGGAGGTATGGCGTCGTGGCAGCCG GGTTCCACCACCACCCAGCACCGCCCCGAACATC Cre12.g520600 GGAGGCGGAGGTATGGCCACTATGCAGAAGAGC GGTTCCACCACCACCCTGCTTGCACAGGGTGAT
Cre12.g520650 GGAGGCGGAGGTATGGACTCTGATAGCGACGATG GGTTCCACCACCACCCTCGCACGCCAGCTTGTT Cre12.g520700 GGAGGCGGAGGTATGGCGTGCGCTTCAAC GGTTCCACCACCACCGGCGCGGTACATGCTG
Cre12.g520800 GGAGGCGGAGGTATGCTGCACACCATTGGC GGTTCCACCACCACCCAACATGTGCTGGTTCTTCTG Cre12.g520850 GGAGGCGGAGGTATGCAGCAGCCCGCTC GGTTCCACCACCACCATCCATGGCATCACCTGCG
Cre12.g520900 GGAGGCGGAGGTATGCCTAAGCGCTCAGACT GGTTCCACCACCACCTCACTTGCCCGTGCGG Cre12.g520950 GGAGGCGGAGGTATGTCGGACCAGAAAAAGGCA GGTTCCACCACCACCCTACGCCTGCCCCGCC
Cre12.g521050 GGAGGCGGAGGTATGGCTACAGGCGCTGT GGTTCCACCACCACCGTAGTCCCTCAGCCGTGG Cre12.g521100 GGAGGCGGAGGTATGCCCCAGGAGGGAGG GGTTCCACCACCACCGATGACATCGGCCGCC
Cre12.g521150 GGAGGCGGAGGTATGGTAGACGGTGGTTCGC GGTTCCACCACCACCCCTAGCACCCGAGTAAGCG Cre12.g521200 GGAGGCGGAGGTATGGGCAAGTCAGAGCCC GGTTCCACCACCACCCTTCTTCCCGGCCGCCTT
Cre12.g521200 GGAGGCGGAGGTATGGGCAAGTCAGAGCCC GGTTCCACCACCACCCTTCTTCCCGGCCGCC Cre12.g521250 GGAGGCGGAGGTATGCCGGGTAGTCGGCCTC GGTTCCACCACCACCGTGCTCCAGCACTGGCCC
Cre12.g521300 GGAGGCGGAGGTATGTCGTCTTCTACCCTTCGC GGTTCCACCACCACCGTGCTTGTGGTGGTGGC Cre12.g521336 GGAGGCGGAGGTATGTCACAGCAGCATGCC GGTTCCACCACCACCCTTCCGAATCACAACCAGCT
Cre12.g521350 GGAGGCGGAGGTATGCTTAACGTCCGTCAAAAGC GGTTCCACCACCACCCTAGCGTCCCCCGCTG Cre12.g521400 GGAGGCGGAGGTATGCCGCGAGCGCTGTTTATTG GGTTCCACCACCACCAGGGTTGTACGGTACAAAGTATGT
Cre12.g521500 GGAGGCGGAGGTATGAGCCCGGGTCTGG GGTTCCACCACCACCTTAGTTGAGCGCGCCCG Cre12.g521550 GGAGGCGGAGGTATGACAGCGGCTTCTGC GGTTCCACCACCACCGTTACGAGGGGTCTCGGC
Cre12.g521600 GGAGGCGGAGGTATGGCCAGTTTCACCGGT GGTTCCACCACCACCCTGCTGTGGCTGCGGC Cre12.g521700 GGAGGCGGAGGTATGCGGTTGACCCAGAAGG GGTTCCACCACCACCCTTGCTGTAGGTGGGCGC
Cre12.g521750 GGAGGCGGAGGTATGGCGTCCTTCTTCGGC GGTTCCACCACCACCGTCCACAATCATGTCCAGTGC Cre12.g521851 GGAGGCGGAGGTATGACGGTTGTAACAAGCCA GGTTCCACCACCACCCCAGAAGGTGGGGTAGCG
Cre12.g521900 GGAGGCGGAGGTATGCAGTTGGTGCTTGGCAC GGTTCCACCACCACCCTACTGCCGGCGGCGC Cre12.g521950 GGAGGCGGAGGTATGCCGGGGGCGACCTTC GGTTCCACCACCACCCGCACGTGTGTCAGTCCC
Cre12.g522100 GGAGGCGGAGGTATGTCACCGCACCCTCC GGTTCCACCACCACCTCATGCCGCAGGCTGC Cre12.g522150 GGAGGCGGAGGTATGCCAACAGCGACTGCA GGTTCCACCACCACCCTTCCCGCCGCCCTGG
Cre12.g522200 GGAGGCGGAGGTATGATGCGCATGCCAAATG GGTTCCACCACCACCGCTTACAACGTGCGAGGG Cre12.g522250 GGAGGCGGAGGTATGGCTTCGGGCTATGTGG GGTTCCACCACCACCCTTCGCACCACCACCAG
Cre12.g522300 GGAGGCGGAGGTATGCCGGACTTGTTAACAGCG GGTTCCACCACCACCCTACCGCGCCGCTGGC Cre12.g522350 GGAGGCGGAGGTATGGCCGAGGAGCAGCCCAAAG GGTTCCACCACCACCCACCACGTTCATGGGCCG
Cre12.g522400 GGAGGCGGAGGTATGCCGAGCAGTGCGTTCAAG GGTTCCACCACCACCATGCTGCGGCTGATGTGC Cre12.g522450 GGAGGCGGAGGTATGCCTTACCTCAAGCAGATTG GGTTCCACCACCACCTTAGGACGTCTGGCGCA
Cre12.g522500 GGAGGCGGAGGTATGCCCATCACGCGGG GGTTCCACCACCACCCTACCTGGGCACGGCC Cre12.g522550 GGAGGCGGAGGTATGGCGTCGGGAGGAGAG GGTTCCACCACCACCGCTCACGCAGTCAAAGGCAG
Cre12.g522600 GGAGGCGGAGGTATGTCGACCTTCGCTGAGG GGTTCCACCACCACCAGCAGTCGCCTGCTTCAG Cre12.g522626 GGAGGCGGAGGTATGGCTTCGCGATGCTTCTG GGTTCCACCACCACCGTCGGCCTGCGCCAGC
Cre12.g522650 GGAGGCGGAGGTATGGGAAGAAGCGACCAGT GGTTCCACCACCACCCTAATGCACCGGCCGC Cre12.g522750 GGAGGCGGAGGTATGGACTCCCGCAGCG GGTTCCACCACCACCCTATGGCGCCCAGGGC
Cre12.g522800 GGAGGCGGAGGTATGGATACGCCGGTAGCCA GGTTCCACCACCACCGCTGGCGACCCCAGCC Cre12.g522850 GGAGGCGGAGGTATGGATGGGCATGGCCAAAA GGTTCCACCACCACCTCATTGCGGCGGCGCT
Cre12.g522900 GGAGGCGGAGGTATGAGTGCGACGCGGG GGTTCCACCACCACCGCACTTGAGCGCCCCC Cre12.g522950 GGAGGCGGAGGTATGCGCTCGACCATTCCTTC GGTTCCACCACCACCGTTCTGGAACATCTCGCCCAG
Cre12.g523000 GGAGGCGGAGGTATGGAGCCTGCACCCGGG GGTTCCACCACCACCCTTGCGGCCGCCGAGGCC Cre12.g523026 GGAGGCGGAGGTATGTTGCATGCATCTGCAGA GGTTCCACCACCACCGGCCCCTTTGGCGTCC
Cre12.g523100 GGAGGCGGAGGTATGGACGCGGAAGGGGCGTTC GGTTCCACCACCACCCTTGCTGTCGTCCCGCCC Cre12.g523150 GGAGGCGGAGGTATGCCGCCCAAGGAGGA GGTTCCACCACCACCTTACGCCCGCGCCTGC
Cre12.g523200 GGAGGCGGAGGTATGGGCCGCGACGACGAAG GGTTCCACCACCACCCGCCATCATGCCGTCCTG Cre12.g523250 GGAGGCGGAGGTATGTCGACCATGTTCGTACCC GGTTCCACCACCACCCACTGCGCTGGCGTTCTC
Cre12.g523276 GGAGGCGGAGGTATGGACCGGCGGCCCA GGTTCCACCACCACCCTATGGGCCCCTCAGCGC Cre12.g523300 GGAGGCGGAGGTATGAGGCGCGTTCTCGCTATC GGTTCCACCACCACCGTACGCGCCGAACACGGT
Cre12.g523320 GGAGGCGGAGGTATGTGGCAACTATCTGCCCG GGTTCCACCACCACCCCATGCGCCACCACGG Cre12.g523340 GGAGGCGGAGGTATGGGGCCCCAGCTCC GGTTCCACCACCACCGTACGCGCCGAACACG
Cre12.g523400 GGAGGCGGAGGTATGCTGCTGGAGCAGGTG GGTTCCACCACCACCACATGTTGTGCACCGCCT Cre12.g523500 GGAGGCGGAGGTATGCCGCCGCGCATCCAAAATG GGTTCCACCACCACCGTTGGCGCCCAACCGGTT
Cre12.g523650 GGAGGCGGAGGTATGCATTGCGCAGCCG GGTTCCACCACCACCGCCCGCCTTCACCCAC Cre12.g523700 GGAGGCGGAGGTATGGAGCCAACGCCAGC GGTTCCACCACCACCGGTCAGCAGCTTCTGCAG
Cre12.g523750 GGAGGCGGAGGTATGTCCAAGCAAGCATTTTACAT GGTTCCACCACCACCTCACAGCGGCCGCATC Cre12.g523800 GGAGGCGGAGGTATGCAGCGACGAAACACGG GGTTCCACCACCACCGGCACCGGCACCGTCA
Cre12.g523816 GGAGGCGGAGGTATGCTGCAGGCAGTGTCG GGTTCCACCACCACCCAGCGGCCGCATCACC Cre12.g523832 GGAGGCGGAGGTATGCAGCGACGAAACACGG GGTTCCACCACCACCTGACTTCTTTCCGCCGACC
Cre12.g523850 GGAGGCGGAGGTATGCGGTCGCTGAAGCAAATC GGTTCCACCACCACCGTAGCGCAGCCAGTAGGAC Cre12.g523900 GGAGGCGGAGGTATGCCAGGACGCGGCCAG GGTTCCACCACCACCCCTTCCCCTGGACGTGCC
Cre12.g523950 GGAGGCGGAGGTATGGCGCGGTCGCTGG GGTTCCACCACCACCCAGCTCGATCTCCTGCTGC Cre12.g524050 GGAGGCGGAGGTATGTCGCTCAAGGAATTGAGG GGTTCCACCACCACCCTTGCGACCCAGAGCCG
Cre12.g524100 GGAGGCGGAGGTATGGGAGACCGCCAGAAC GGTTCCACCACCACCCAGCCTCAGCCCCAGC Cre12.g524150 GGAGGCGGAGGTATGCAGCAGCCGCAGCCG GGTTCCACCACCACCCTTGCTCAGCATGCTGCGTAT
Cre12.g524150 GGAGGCGGAGGTATGCAGCAGCCGCAGC GGTTCCACCACCACCCTTGCTCAGCATGCTGCG Cre12.g524200 GGAGGCGGAGGTATGGGACGGGCCAAGCCAG GGTTCCACCACCACCGTCGTCCTTCTTCCCCCG
Cre12.g524250 GGAGGCGGAGGTATGCCAGCGCGGGGAG GGTTCCACCACCACCCAGCAGCATGTAGCGGCC Cre12.g524300 GGAGGCGGAGGTATGCAGGGCGCGCTTG GGTTCCACCACCACCGACTGTGAGGCGGCTGA
Cre12.g524350 GGAGGCGGAGGTATGAAGCTCAAGGCAACTCTTAC GGTTCCACCACCACCTCTGCGCCGCCTCTCCAG Cre12.g524400 GGAGGCGGAGGTATGACGCAAGAGGCGACTG GGTTCCACCACCACCGAACAGGTTTGCCTTCTTCTTGG
Cre12.g524500 GGAGGCGGAGGTATGGCTCAGGCGCTCG GGTTCCACCACCACCCTTCCGCCCTTGCCCC Cre12.g524600 GGAGGCGGAGGTATGGCGGCGGGTTTCTT GGTTCCACCACCACCTGCTGCGTCCACCGCA
Cre12.g524650 GGAGGCGGAGGTATGGAGATGTTGCATCGCTGTT GGTTCCACCACCACCGCTGAGTCGGGGAAGCAGTAG Cre12.g524700 GGAGGCGGAGGTATGACGGTCGGGCCCACTC GGTTCCACCACCACCCGCAGGCACGCTGATGGC
Cre12.g524750 GGAGGCGGAGGTATGCAAATATTTGCTAAGCTTCAGAC GGTTCCACCACCACCCTGATGTTGCAGGTTGCGGAT Cre12.g524800 GGAGGCGGAGGTATGGCTACACCCGAACAGG GGTTCCACCACCACCCTTCTTGGGGGCCGCC
Cre12.g524900 GGAGGCGGAGGTATGCCCGAAGCGCTCATC GGTTCCACCACCACCGCATGACGCGAACACTACCTC Cre12.g524950 GGAGGCGGAGGTATGCAATCCATCCTATCAAGTTGC GGTTCCACCACCACCGATCATGCCCTGCCTGATGG
Cre12.g525150 GGAGGCGGAGGTATGCCTTTCGGGTGCTTTG GGTTCCACCACCACCGTGAGGTGTGCCGTTCG Cre12.g525200 GGAGGCGGAGGTATGGCCACCTTTGTGCTATT GGTTCCACCACCACCCTACTTGTCCTTCTTGGACTTCTT
Cre12.g525300 GGAGGCGGAGGTATGCAACATCAGATAGTTATCGCT GGTTCCACCACCACCGCCTTGTGCCTGCGGTGTT Cre12.g525350 GGAGGCGGAGGTATGGTCGCAACATCGCCAGAAG GGTTCCACCACCACCAACAAGCTCCTCATCCTGCTC
Cre12.g525400 GGAGGCGGAGGTATGCTGCCCAACCGCCTTC GGTTCCACCACCACCCTGCTGCACGCACTCTGA Cre12.g525500 GGAGGCGGAGGTATGGCCCCGTCAATCAGCATA GGTTCCACCACCACCCTAGCGCTCCGCCGCC
Cre12.g525650 GGAGGCGGAGGTATGAGGAGCCTGGCGCG GGTTCCACCACCACCTGCGCCGTGCACGTCG Cre12.g525700 GGAGGCGGAGGTATGGGTAACCAGCAAAGCGC GGTTCCACCACCACCCGAGCTGCCGCTGGCC
Cre12.g525750 GGAGGCGGAGGTATGAACACCACCAGCTTCTTTA GGTTCCACCACCACCCTACCCCGTCAGCCACC Cre12.g525776 GGAGGCGGAGGTATGGCGTTGGGCTTGGC GGTTCCACCACCACCCTACGGAGCCGCCCTC
Cre12.g525827 GGAGGCGGAGGTATGAACGCCAAGGACAAGGT GGTTCCACCACCACCCCCCCAGGGCGCACTT Cre12.g525850 GGAGGCGGAGGTATGGCGGAGCTGGACAAG GGTTCCACCACCACCTCAGGCCCGCCGTACG
Cre12.g525900 GGAGGCGGAGGTATGTGCCTTGGACCGGC GGTTCCACCACCACCCTGCTCCTCCTTCTTCTCCT Cre12.g525950 GGAGGCGGAGGTATGAACACCACCAGCTTCTTTA GGTTCCACCACCACCCTCCGTCAGCCACCGGTG
Cre12.g525970 GGAGGCGGAGGTATGCATACGAACCCGCTTC GGTTCCACCACCACCCGCCCTTTCACCCCAGT Cre12.g525990 GGAGGCGGAGGTATGGTGGGTCAGACCGTC GGTTCCACCACCACCATGGCGAGTGGCCCCC
Cre12.g526000 GGAGGCGGAGGTATGGACAGCGTGGAGGC GGTTCCACCACCACCCGCCCTTTCACCCCAGT Cre12.g526010 GGAGGCGGAGGTATGGCAGACTTACAGCATCGTC GGTTCCACCACCACCTCACGCGGCGGCCTTG
Cre12.g526030 GGAGGCGGAGGTATGCCGGCAGCCCAGTCTGTTG GGTTCCACCACCACCCGAGCTGCCGCTGGCCGC Cre12.g526051 GGAGGCGGAGGTATGAACACCACCAGCTTCATTA GGTTCCACCACCACCCTCCGTCAGCCACCGGTG
Cre12.g526068 GGAGGCGGAGGTATGCATACGAACCCGCTTC GGTTCCACCACCACCTGCGCGCACGATGAAG Cre12.g526071 GGAGGCGGAGGTATGGCTGGTACATTGCAGG GGTTCCACCACCACCCGCCCTTTCACCCCAGT
Cre12.g526091 GGAGGCGGAGGTATGCTTCGGCTTCTGAGCA GGTTCCACCACCACCGCGCCATGGATGGCGG Cre12.g526111 GGAGGCGGAGGTATGGCAGACTTACAGCATCG GGTTCCACCACCACCGCAGACCGTCACGTTTGT
Cre12.g526131 GGAGGCGGAGGTATGAACGAGGCGACGTGGC GGTTCCACCACCACCCGAGCTGCCGCTGGCC Cre12.g526150 GGAGGCGGAGGTATGAACACCACCAGCTTCATT GGTTCCACCACCACCCTCCGTCAGCCACCGG
Cre12.g526200 GGAGGCGGAGGTATGCTTCGGCTTCTGAGC GGTTCCACCACCACCTGCGCGCACGATGAAG Cre12.g526201 GGAGGCGGAGGTATGAATGCTCTGGAGATCGTG GGTTCCACCACCACCTCACAAGCTGCCGCTGG
Cre12.g526210 GGAGGCGGAGGTATGGCACGCAGCATGC GGTTCCACCACCACCAAGTGCATGTAGCCGCG Cre12.g526220 GGAGGCGGAGGTATGTTGGGTCAGCGCGG GGTTCCACCACCACCCAAGCTGCCGCTGGCC
Cre12.g526230 GGAGGCGGAGGTATGGCAGACTTACAGCATCGTC GGTTCCACCACCACCTCACGCGGCGGCCTTG Cre12.g526240 GGAGGCGGAGGTATGGCTGGTACATTGCAGG GGTTCCACCACCACCGTCCAACAGCGCCGCT
Cre12.g526250 GGAGGCGGAGGTATGCAGAACGCGCTGG GGTTCCACCACCACCCTCCGTCAGCCACCGG Cre12.g526264 GGAGGCGGAGGTATGGCAGACTTACAGCATCGTC GGTTCCACCACCACCTCACGCGGCGGCCTTG
Cre12.g526295 GGAGGCGGAGGTATGCATACGAACCCGCTTCAG GGTTCCACCACCACCCGCACATACACCGCGGGT Cre12.g526326 GGAGGCGGAGGTATGCCGCGTGTGCTAAG GGTTCCACCACCACCGTCCAACAGCGCCGCT
Cre12.g526339 GGAGGCGGAGGTATGAATGCTCTGGAGATCGTG GGTTCCACCACCACCTCACAAGCTGCCGCTGG Cre12.g526383 GGAGGCGGAGGTATGGCAGACTTACAGCATCGTC GGTTCCACCACCACCTCACGCGGCGGCCTTG
Cre12.g526427 GGAGGCGGAGGTATGTGTCTGGGCTCTAGCAC GGTTCCACCACCACCTCACCGGCAGGCGGTG Cre12.g526450 GGAGGCGGAGGTATGAACACCACCAGCTTTATTAAGG GGTTCCACCACCACCCTCCGTCAGCCACCGGTG
Cre12.g526471 GGAGGCGGAGGTATGTTCGACGGTTTGACCG GGTTCCACCACCACCTAGCCCAGCACCCACC Cre12.g526500 GGAGGCGGAGGTATGGCTGGTACATTGCAGG GGTTCCACCACCACCCGCCCTTTCACCCCAGT
Cre12.g526515 GGAGGCGGAGGTATGCATACGAACCCGCTTC GGTTCCACCACCACCTAGCCCAGCACCCACC Cre12.g526559 GGAGGCGGAGGTATGCAGGTCGCCGCCG GGTTCCACCACCACCCTCCGTCAGCCATCGGTG
Cre12.g526603 GGAGGCGGAGGTATGCCGCGTGTGCTAAG GGTTCCACCACCACCATGTCGAGATCTCGGCCA Cre12.g526650 GGAGGCGGAGGTATGAACACCACCAGCTTTATTA GGTTCCACCACCACCCTACTCCGTCAGCCACC
Cre12.g526700 GGAGGCGGAGGTATGGCCTCGCTCTCGG GGTTCCACCACCACCGTGATTGCGCCGTTGTTG Cre12.g526701 GGAGGCGGAGGTATGCGTCCCTCCTCCGAG GGTTCCACCACCACCCGCCCTGCTGTCGCGCTC
Cre12.g526750 GGAGGCGGAGGTATGGCCGACGACGAGATGG GGTTCCACCACCACCTTACCGCCGCCGCTGG Cre12.g526800 GGAGGCGGAGGTATGCAGGCGCTTCAGCGTAG GGTTCCACCACCACCCACCACGTAGCCGCTGGT
Cre12.g526850 GGAGGCGGAGGTATGTCGTTCCAGGACCTGGG GGTTCCACCACCACCCCGCCGCCGCTTCTTCTT Cre12.g526883 GGAGGCGGAGGTATGGTCCCGAATCCCAGC GGTTCCACCACCACCCACGCACACGCCCGTGTG
Cre12.g526950 GGAGGCGGAGGTATGCGCGACTCGGACTGG GGTTCCACCACCACCTGTGATGGGCCCGCGCCTG Cre12.g527050 GGAGGCGGAGGTATGCCTCCTCAGGTCAAGC GGTTCCACCACCACCCATGATGGTGCAGCAGCCC
Cre12.g527150 GGAGGCGGAGGTATGGGAAGGCCTTTCATCGA GGTTCCACCACCACCGCAGCACGCCCAGCTTA Cre12.g527250 GGAGGCGGAGGTATGATTTCAATGCGCCTGACG GGTTCCACCACCACCGGCAAACGCAGGCGCC
Cre12.g527300 GGAGGCGGAGGTATGGCTCTTGCAGCTCAGG GGTTCCACCACCACCTCACTTGGCTGCCGCC Cre12.g527350 GGAGGCGGAGGTATGTGCCGAGTGCCAGC GGTTCCACCACCACCCCCGGCTGCTGGGGTG
Cre12.g527400 GGAGGCGGAGGTATGTCGAATCCAGCTCGC GGTTCCACCACCACCTTATGGCCCCGCGCTC Cre12.g527450 GGAGGCGGAGGTATGAAGGGCTCGCTGGCC GGTTCCACCACCACCCACGTACGAGATCTTCATCAGC
Cre12.g527500 GGAGGCGGAGGTATGAGCTCCTTTACGCTCACG GGTTCCACCACCACCCTTCCTGATGTCCACCACGC Cre12.g527550 GGAGGCGGAGGTATGAGCTCCGACGTGCA GGTTCCACCACCACCCTCCTGCTTGGCCGCT
Cre12.g527600 GGAGGCGGAGGTATGGACTCCTCCGGAGTAGG GGTTCCACCACCACCACCGCTGCCGTCAATG Cre12.g527700 GGAGGCGGAGGTATGCTGCTGCATGCTGC GGTTCCACCACCACCGCATGGCGGAGCTGATT
Cre12.g527750 GGAGGCGGAGGTATGGACGACATGCCATTCCAG GGTTCCACCACCACCCTCGTAGTACAGCCCATACACC Cre12.g527800 GGAGGCGGAGGTATGGCCGAACAGCAGTTCG GGTTCCACCACCACCCATCTTCCAGAGCAGCACTGC
Cre12.g527850 GGAGGCGGAGGTATGCGCCTGGTCTCCAAAC GGTTCCACCACCACCCTCCTCGTCGGCACCCTC Cre12.g527918 GGAGGCGGAGGTATGGTCAACAAAAAGGAGGTGG GGTTCCACCACCACCCTACTCCTTCTCCTCCTCCTC
Cre12.g527950 GGAGGCGGAGGTATGGGCATCAGCCCCA GGTTCCACCACCACCCCGCCTCACATGCCCC Cre12.g528000 GGAGGCGGAGGTATGAGCTCCGCTGCTGCC GGTTCCACCACCACCCTTGGCCTCCTCCTCGTCC
Cre12.g528050 GGAGGCGGAGGTATGCTAATCAGTAGGCAACCAGT GGTTCCACCACCACCTCACCGCTGCAGCCCA Cre12.g528100 GGAGGCGGAGGTATGTCGGGGTTTGTTTCATTCG GGTTCCACCACCACCCTACCGCCCTTTGCGG
Cre12.g528150 GGAGGCGGAGGTATGGGCAAGTTCTCGTCGC GGTTCCACCACCACCGCGCATGTAGCCGGGC Cre12.g528250 GGAGGCGGAGGTATGGGAAACGGTGCGAGC GGTTCCACCACCACCCTGCGCGTCGGCCTCC
Cre12.g528350 GGAGGCGGAGGTATGGACTCCGCGAAACAAA GGTTCCACCACCACCCATGTAATGCCACACATCCGC Cre12.g528400 GGAGGCGGAGGTATGCGCATCGTCCTCAAGG GGTTCCACCACCACCCTCTTCGCCCCACGCGTC
Cre12.g528450 GGAGGCGGAGGTATGGCAGTCGCGCTTCAG GGTTCCACCACCACCCAGGTCTTGCGGCGTGGAG Cre12.g528500 GGAGGCGGAGGTATGTGCAGCTTCCGGGCG GGTTCCACCACCACCCTCGTTGCCCTCCTCCAGTAT
Cre12.g528550 GGAGGCGGAGGTATGGATCTGAATGCTGGCACG GGTTCCACCACCACCCCATACGAACGGTATCACCGC Cre12.g528614 GGAGGCGGAGGTATGGACTCAGACTCGTGTACA GGTTCCACCACCACCCCCGCGCTTGATCATGC
Cre12.g528650 GGAGGCGGAGGTATGGCGCTACTGGGGG GGTTCCACCACCACCAGGGGATCGCAGAGCTC Cre12.g528700 GGAGGCGGAGGTATGATGCTTATGCAGCGTAGC GGTTCCACCACCACCCTACGGAGTGGCCGCC
Cre12.g528750 GGAGGCGGAGGTATGCCGCCGAAGTTTGAC GGTTCCACCACCACCAGCGTCGGGGATCTCG Cre12.g528800 GGAGGCGGAGGTATGCCGAACTCGCCTCG GGTTCCACCACCACCGGCGTGGCCCATGAGG
Cre12.g528850 GGAGGCGGAGGTATGGCCGCGGGCCTTC GGTTCCACCACCACCCTTCTTGCCCTTCTTCGCCC Cre12.g528900 GGAGGCGGAGGTATGCGTCCGCTCACAGAAG GGTTCCACCACCACCTAGCTCGTCCTCGGCACG
Cre12.g528926 GGAGGCGGAGGTATGCACCACGCAGCAGC GGTTCCACCACCACCTCAGCCTGCGCGCTTG Cre12.g528950 GGAGGCGGAGGTATGGCGAAGCCTGTGAAGG GGTTCCACCACCACCCTTGCGCTTCGCCTGTTTG
Cre12.g529000 GGAGGCGGAGGTATGTTCCAATCGCTGCACC GGTTCCACCACCACCCCGACGGTACGGAATCAC Cre12.g529050 GGAGGCGGAGGTATGCAGCCCGTACCGA GGTTCCACCACCACCCTCGCCCATTGGGCCG
Cre12.g529100 GGAGGCGGAGGTATGGTAGACCTCACCCGTCCTA GGTTCCACCACCACCCGCTGCCCACTTCACACC Cre12.g529150 GGAGGCGGAGGTATGACGGCATTTGCTCTTGGAG GGTTCCACCACCACCAGTGAAGCGGATAATTACGCAG
Cre12.g529200 GGAGGCGGAGGTATGGGCCTCCTTGGCTCG GGTTCCACCACCACCGTTGCGGCTCTTGCGCTT Cre12.g529250 GGAGGCGGAGGTATGACGCGGCAAGGAAAGAAG GGTTCCACCACCACCGGGGCAGCTGCAAGTGAC
Cre12.g529250 GGAGGCGGAGGTATGACGCGGCAAGGAAAG GGTTCCACCACCACCGGGGCAGCTGCAAGTG Cre12.g529350 GGAGGCGGAGGTATGCTGCGAAAGACTCCATCA GGTTCCACCACCACCCCGCTGCACTGGCGGGTAG
Cre12.g529376 GGAGGCGGAGGTATGCTGGCGACGGCGC GGTTCCACCACCACCCCCCGGCGAGGAGTGATG Cre12.g529400 GGAGGCGGAGGTATGGTGCTCTCCAGTGATATCG GGTTCCACCACCACCTTAGTCGCTCTTCCGGCG
Cre12.g529450 GGAGGCGGAGGTATGTCCACGAGCTCTAGGCA GGTTCCACCACCACCCAGGCACTTGGCCAGCTC Cre12.g529500 GGAGGCGGAGGTATGGGAAAGACTAAAAAGGGAAA GGTTCCACCACCACCTTACCGGCCCTTGCCC
Cre12.g529600 GGAGGCGGAGGTATGGCCGCAGCGCCGGCCAAG GGTTCCACCACCACCGTGCCCGGGCGCCAGCCC Cre12.g529651 GGAGGCGGAGGTATGCGCCTGAAGGTGCCC GGTTCCACCACCACCTTACACGCCGGCGCGC
Cre12.g529700 GGAGGCGGAGGTATGGCCGGAGTGCACCATAG GGTTCCACCACCACCCGCATAGCCCGCCAGCTC Cre12.g529725 GGAGGCGGAGGTATGGTGAACTTCGCCGTCTCC GGTTCCACCACCACCCACGTCGCCCGCACCC
Cre12.g529800 GGAGGCGGAGGTATGGTGTGGGGACAATCCG GGTTCCACCACCACCTTGCTGAGCCCCAGGAGC Cre12.g529850 GGAGGCGGAGGTATGTCGTCCTTGGTTCGGC GGTTCCACCACCACCGTAATTTTCGTCGCCGTACGC
Cre12.g529950 GGAGGCGGAGGTATGACTGTCGAGGGAGAAGAA GGTTCCACCACCACCTCACAGCGGCACCAGG Cre12.g530000 GGAGGCGGAGGTATGGCACGGGCGCGAGGCTC GGTTCCACCACCACCCCTGGCGTGCTGTCCGCG
Cre12.g530050 GGAGGCGGAGGTATGTCGCAGGACCCCTTC GGTTCCACCACCACCTCCAATAACGCTCACGCTCAC Cre12.g530100 GGAGGCGGAGGTATGCGACGTCAATTCGACA GGTTCCACCACCACCGCACGCCGGGAAGAAC
Cre12.g530150 GGAGGCGGAGGTATGGGCTTCAACCCCGC GGTTCCACCACCACCGTACATGCTGAGCACGCG Cre12.g530200 GGAGGCGGAGGTATGAAGGTGGGCGGCG GGTTCCACCACCACCGACGCTGCGGCGCTTC
Cre12.g530250 GGAGGCGGAGGTATGCTGCCTATTATTAGTGCCT GGTTCCACCACCACCGTACATGCTGAGCACGCG Cre12.g530300 GGAGGCGGAGGTATGGCCCTGGCGACGCGCAAG GGTTCCACCACCACCCTCGTCCGCCTCCAGGCC
Cre12.g530350 GGAGGCGGAGGTATGCCTGGTTGTGCGGG GGTTCCACCACCACCTTACGGGGCTGCTGGG Cre12.g530400 GGAGGCGGAGGTATGGCTGCAATTGCTGGGG GGTTCCACCACCACCTTAGGGCAGCGGCGGC
Cre12.g530450 GGAGGCGGAGGTATGTGCATTCGGCAATCGC GGTTCCACCACCACCAACCTGCTGCTGCTCCT Cre12.g530500 GGAGGCGGAGGTATGGAGTTCTGGCGGCT GGTTCCACCACCACCTCGCGAGTTGGCTGATAGC
Cre12.g530550 GGAGGCGGAGGTATGGCTGATTCTTCACCTTTGC GGTTCCACCACCACCATCCAGCTCCTCAAACAGCG Cre12.g530600 GGAGGCGGAGGTATGGCCGTCTCGATGCGTC GGTTCCACCACCACCGCCCTTGAGCACGGTCTTGATC
Cre12.g530650 GGAGGCGGAGGTATGGCGTTCGCTCTGCGT GGTTCCACCACCACCGCCCTTGAGCACGGTCTTGATC Cre12.g530700 GGAGGCGGAGGTATGCAGCCGGGACCACCAAG GGTTCCACCACCACCCGTTAGCGCCACTGCCGC
Cre12.g530750 GGAGGCGGAGGTATGGTCCGGGAGGCCC GGTTCCACCACCACCACATGCTTGGCTCGCAAA Cre12.g530800 GGAGGCGGAGGTATGCTACGGCACGGAGC GGTTCCACCACCACCCTTCCTCGCTGAAAGACCC
Cre12.g530850 GGAGGCGGAGGTATGCCCACGTCCCTGCA GGTTCCACCACCACCCGCCTTCACGGGCGCC Cre12.g530876 GGAGGCGGAGGTATGCAAGTAATTACAGGCTACTT GGTTCCACCACCACCTTACACTACACAACCCGCC
Cre12.g530900 GGAGGCGGAGGTATGACTGACGCGCACGTC GGTTCCACCACCACCGTGCTTGAGGAAGCGCAC Cre12.g530934 GGAGGCGGAGGTATGTCTGCTCGCGATTACTG GGTTCCACCACCACCTCGTCCCCCGAAGCGT
Cre12.g531000 GGAGGCGGAGGTATGTCGTCGACGCCCT GGTTCCACCACCACCCTACCGCTCCGCGCTG Cre12.g531050 GGAGGCGGAGGTATGAAGGCGGATCTGGCG GGTTCCACCACCACCCTGCTGCGCATGCAAAAGC
Cre12.g531100 GGAGGCGGAGGTATGCACTCTTCGCGGGGT GGTTCCACCACCACCCCCGACCACCATGCTGCC Cre12.g531150 GGAGGCGGAGGTATGGCATTATCACATTCAATGCCG GGTTCCACCACCACCTCACGGCAGCTCCGCC
Cre12.g531200 GGAGGCGGAGGTATGTTAAGCCAACTCGGAATATCA GGTTCCACCACCACCCTACGCCCGCTGCCTG Cre12.g531250 GGAGGCGGAGGTATGCGGGTGCTGTCACGC GGTTCCACCACCACCCAGCCTAGCCTCTCGCAC
Cre12.g531283 GGAGGCGGAGGTATGGCTGGACGAAGCTG GGTTCCACCACCACCTCAGGACATCTTCTTCTTGATAGG Cre12.g531350 GGAGGCGGAGGTATGGACCTCGACACAGAACG GGTTCCACCACCACCCGCCTCCACAGCACGG
Cre12.g531400 GGAGGCGGAGGTATGGAGCGCTTTGGGCTG GGTTCCACCACCACCCTTATAAATGCGCACACGGATCT Cre12.g531450 GGAGGCGGAGGTATGCGGAGGGGAGCAA GGTTCCACCACCACCCGTCCGAGGCGCGTTTA
Cre12.g531500 GGAGGCGGAGGTATGCCGAGTCTCGAGCGTCTAA GGTTCCACCACCACCCATCTCGCCGCCCTCCTC Cre12.g531550 GGAGGCGGAGGTATGGCGGACGAGGTCGAG GGTTCCACCACCACCCTTGGCGTCCGCCACACG
Cre12.g531651 GGAGGCGGAGGTATGGCGTGCGGCAAGT GGTTCCACCACCACCCATCGCCTTATCCTCTGCTTC Cre12.g531700 GGAGGCGGAGGTATGTCCGGCACCGAGTCC GGTTCCACCACCACCTCACTCCTGCGCGGCG
Cre12.g531750 GGAGGCGGAGGTATGCGGAAAACCTGCGTGG GGTTCCACCACCACCTGCCCTTTCACCAATCAGCAA Cre12.g531800 GGAGGCGGAGGTATGCCCAGTCCAAAACGTT GGTTCCACCACCACCCACCTCCGTCAGGTTCACA
Cre12.g531850 GGAGGCGGAGGTATGCCCTCGTTCAAGCG GGTTCCACCACCACCCTCGCGTGCACCAACA Cre12.g531900 GGAGGCGGAGGTATGGCTAGCGGGCTTCGC GGTTCCACCACCACCGTAGTGGTTGCCGACCTTGC
Cre12.g532000 GGAGGCGGAGGTATGGGCGCCACACGGT GGTTCCACCACCACCAAAGCGCATCATGACCCGG Cre12.g532100 GGAGGCGGAGGTATGGCGGACGGGCCTT GGTTCCACCACCACCTCAGCGCTTGCCCGCG
Cre12.g532200 GGAGGCGGAGGTATGCTGGCTGAGGAGTGT GGTTCCACCACCACCCTCATCAAGCTGCACCACG Cre12.g532250 GGAGGCGGAGGTATGTGCCACGCCAACGTG GGTTCCACCACCACCGCCCTTTCGTGCAGCCCC
Cre12.g532300 GGAGGCGGAGGTATGCTGCGCTGTCAGCGCATAG GGTTCCACCACCACCGGGAACCACACGCTCCAC Cre12.g532314 GGAGGCGGAGGTATGCACCTCCGAGCCGT GGTTCCACCACCACCCTACGGCCCCGCTCGC
Cre12.g532327 GGAGGCGGAGGTATGGCCACCTCGCGCG GGTTCCACCACCACCGAGCCAGCCGACGGCC Cre12.g532400 GGAGGCGGAGGTATGTCGGCCGACAGCA GGTTCCACCACCACCACGCTTGAATGCACCGAA
Cre12.g532450 GGAGGCGGAGGTATGCAGCAGGAGGGATGC GGTTCCACCACCACCCTACGACCCCGCCCCG Cre12.g532500 GGAGGCGGAGGTATGCGCGCAGCAGCACTT GGTTCCACCACCACCCTCCTCGTCCTTGAGCGTG
Cre12.g532550 GGAGGCGGAGGTATGCTGGGCCGCCTGG GGTTCCACCACCACCCGCCTTGACCTGGGCAG Cre12.g532650 GGAGGCGGAGGTATGGCTCAAAAGCTGGCTG GGTTCCACCACCACCGTCCTGCACCATCGCG
Cre12.g532750 GGAGGCGGAGGTATGCGGCTGCGGATTGTTTCAT GGTTCCACCACCACCCCCTCGCGGCCGCTTTCC Cre12.g532750 GGAGGCGGAGGTATGCGGCTGCGGATTGTT GGTTCCACCACCACCCCCTCGCGGCCGCTTT
Cre12.g532800 GGAGGCGGAGGTATGGAGGTTAAGCTCGCTCTA GGTTCCACCACCACCCCTGGCTATGCGCGCC Cre12.g532850 GGAGGCGGAGGTATGGAAGTATGTCTTGCTATTTTGCT GGTTCCACCACCACCCACGCTCTGCTTTCCGCC
Cre12.g532900 GGAGGCGGAGGTATGACCGTGGACGCTGC GGTTCCACCACCACCTGAGCATGCCTTGCCTAGG Cre12.g532950 GGAGGCGGAGGTATGGCAAAGGGGCCAGT GGTTCCACCACCACCCACGTCCAGGTCAGCCG
Cre12.g533000 GGAGGCGGAGGTATGTCCAGTAAGCGCAAAGC GGTTCCACCACCACCCTCGTCATCCGAGCCCT Cre12.g533050 GGAGGCGGAGGTATGCCGAAGAAGTCGACGAAG GGTTCCACCACCACCCTCGTCATCCATGCCATCCTC
Cre12.g533100 GGAGGCGGAGGTATGGCACCCAAGACTCTGCT GGTTCCACCACCACCGCACGGCCTTCCCGGC Cre12.g533150 GGAGGCGGAGGTATGGCGTCCCGTCGTG GGTTCCACCACCACCAGACCACATGCAGGGGC
Cre12.g533201 GGAGGCGGAGGTATGGGCTCGCCACACAC GGTTCCACCACCACCTCAACGGCGGGACCGC Cre12.g533250 GGAGGCGGAGGTATGACGCAGTTGGAGTCTGA GGTTCCACCACCACCGTTCGGAAGGGAAATGGCG
Cre12.g533300 GGAGGCGGAGGTATGATGCAGTCAAGTGCTGC GGTTCCACCACCACCCAGGTCGTCGTAGTCCAGC Cre12.g533351 GGAGGCGGAGGTATGACGGGAAATCCAGCTTTT GGTTCCACCACCACCATGCGAGCCGCCGTTC
Cre12.g533400 GGAGGCGGAGGTATGAGCACCGTTTCTGTGAC GGTTCCACCACCACCCCCCATCTGCCCCTGC Cre12.g533426 GGAGGCGGAGGTATGGTCACGATACACCTCTGG GGTTCCACCACCACCCATCGTGTAGGAACGACACC
Cre12.g533450 GGAGGCGGAGGTATGACTGAGGTCGTTTTCAGAA GGTTCCACCACCACCTTAGTCTTCAATGCTGGTACGTG Cre12.g533550 GGAGGCGGAGGTATGGTGTCCCTGGGCCTT GGTTCCACCACCACCCTTGATGTCCACGATCTTGATGAC
Cre12.g533600 GGAGGCGGAGGTATGGCGGAAGGAAGCGC GGTTCCACCACCACCTGGGTCGCTGACTGATCG Cre12.g533650 GGAGGCGGAGGTATGACTTTTGCCTTCGCTGCTC GGTTCCACCACCACCTTCGTCCTTGTGTGTGCTGAC
Cre12.g533750 GGAGGCGGAGGTATGAAACCAGGGTTGAAGTTTCC GGTTCCACCACCACCGTGCAGGCCAAACGACATGTTA Cre12.g533800 GGAGGCGGAGGTATGGCCACCGGGACAACT GGTTCCACCACCACCCATCTCCCCACACTCCTTGATG
Cre12.g533850 GGAGGCGGAGGTATGCCTGTGGCCTGGC GGTTCCACCACCACCCCGCTTGTCCTGCTGAC Cre12.g533900 GGAGGCGGAGGTATGGAGAACGAAGGAGACTGC GGTTCCACCACCACCCTAGTTGAATGAAAGCACCAGGT
Cre12.g533950 GGAGGCGGAGGTATGGCCCAGCGTTGTCCATC GGTTCCACCACCACCTTTGAAGTAGTAGATGAGCACGCT Cre12.g534000 GGAGGCGGAGGTATGGAAGTCGCTGGAGATCC GGTTCCACCACCACCGTACGGATAAAAGGGGTCGC
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Cre12.g534050 GGAGGCGGAGGTATGGGTTGTGGAGCTTCTCG GGTTCCACCACCACCCATCTGCCTCGGAGGCG Cre12.g534100 GGAGGCGGAGGTATGACCGCGGCTTGCGTCCTAT GGTTCCACCACCACCAAGCACAATGTCGAGGCACTC
Cre12.g534200 GGAGGCGGAGGTATGACAAAAACAACAGGCTCAT GGTTCCACCACCACCTTGTTTTCCCCCAAACGGGTT Cre12.g534250 GGAGGCGGAGGTATGAGGACCACAGTTCTGAAGC GGTTCCACCACCACCTTACTTGATCAGCAGCGCC
Cre12.g534302 GGAGGCGGAGGTATGGGTAGCAAAGCAGACAAC GGTTCCACCACCACCCCAGGCAAGCTCGTGC Cre12.g534350 GGAGGCGGAGGTATGCTGCCGAGCACAGTAG GGTTCCACCACCACCGTTGTTGTTGTGCTGGTGGAAC
Cre12.g534400 GGAGGCGGAGGTATGGCGCAAACTGCCCC GGTTCCACCACCACCCGCCGTCTCCCCCTGG Cre12.g534450 GGAGGCGGAGGTATGCAGGTCTCGTTCGCTCG GGTTCCACCACCACCGGCGTCGTCGGGCAGC
Cre12.g534500 GGAGGCGGAGGTATGCCGCCTCGTCCGG GGTTCCACCACCACCCCGCCGCTTCTTGAGGC Cre12.g534550 GGAGGCGGAGGTATGGATTCCCACGGCCCG GGTTCCACCACCACCAGCCAGGGCTGCAGCCAT
Cre12.g534576 GGAGGCGGAGGTATGGTGGCCACGGCGG GGTTCCACCACCACCACGCCGAGGCCGCTTG Cre12.g534600 GGAGGCGGAGGTATGGCGCTCTTCGGTGA GGTTCCACCACCACCCGACGCGGTGGGCTTG
Cre12.g534650 GGAGGCGGAGGTATGTGGCGGACGGTGCTC GGTTCCACCACCACCCACGTACATGCCCCCTGC Cre12.g534700 GGAGGCGGAGGTATGGACATGGAGGCTGAGC GGTTCCACCACCACCCTACCGGCCGCCCTTG
Cre12.g534750 GGAGGCGGAGGTATGACACGGCCAGAGCC GGTTCCACCACCACCCCGCATTAGCTCCTGCAG Cre12.g534800 GGAGGCGGAGGTATGAGACGCAGCGCTGCT GGTTCCACCACCACCTTACGCGTGCGCGGCC
Cre12.g534850 GGAGGCGGAGGTATGAACTGGCGGGGTGG GGTTCCACCACCACCCAGCCCCTTCGGTGCC Cre12.g534876 GGAGGCGGAGGTATGCAGGGGCAAGTGCA GGTTCCACCACCACCTCAGCCTGCGCGCTTG
Cre12.g534900 GGAGGCGGAGGTATGGTCAGCAAACAGGAGGT GGTTCCACCACCACCGCCACTGCCGCACTGG Cre12.g534915 GGAGGCGGAGGTATGCTACTTTCTTTAGCAGGGG GGTTCCACCACCACCTTAAAACGAGTGCGTGGGC
Cre12.g534930 GGAGGCGGAGGTATGGCCGAAAACCACGG GGTTCCACCACCACCCCGTTGTGAATCTTGCGC Cre12.g534945 GGAGGCGGAGGTATGGAAGTGGTGGACTCACTA GGTTCCACCACCACCCCTGCTCACACTCGCG
Cre12.g534961 GGAGGCGGAGGTATGCGCCTGTGCGGGA GGTTCCACCACCACCTGAGGGAATTTCCATGGTGGA Cre12.g534980 GGAGGCGGAGGTATGAAAGAAGATTGGGCGGG GGTTCCACCACCACCCCAAAGCGGGTCACTCAC
Cre12.g535019 GGAGGCGGAGGTATGACTGACCCGCGTTTA GGTTCCACCACCACCTTATAACTGGTCCTTGATTGTCAG Cre12.g535100 GGAGGCGGAGGTATGGCGCGCACGTCCT GGTTCCACCACCACCGATGCCCTCAGCCTTGAGAC
Cre12.g535201 GGAGGCGGAGGTATGGATGGCGTGGACGC GGTTCCACCACCACCGAAGAACGGCCATGAGCA Cre12.g535250 GGAGGCGGAGGTATGGCGAAGATGCTACCTCC GGTTCCACCACCACCTTGCTGCGATGCAGTTACA
Cre12.g535300 GGAGGCGGAGGTATGGGCAAGAAGAAGGCCAGC GGTTCCACCACCACCGTGGTGGGCGCCCCAC Cre12.g535350 GGAGGCGGAGGTATGCTAGCGCTAAAGCTCTTC GGTTCCACCACCACCCACAGCCGCCGGTAAG
Cre12.g535400 GGAGGCGGAGGTATGAGCTTCCCAAGCCTAGA GGTTCCACCACCACCCTAGGCCGCACCGACG Cre12.g535450 GGAGGCGGAGGTATGGCCTCGGTGCTGC GGTTCCACCACCACCGAGCCACACCCCATCGC
Cre12.g535476 GGAGGCGGAGGTATGCGGCCTTCGCCAGG GGTTCCACCACCACCCCTTCGGCACCCGCGC Cre12.g535500 GGAGGCGGAGGTATGGCTGCGGACCCTG GGTTCCACCACCACCCCGCAGGTTGATGGCG
Cre12.g535550 GGAGGCGGAGGTATGGAGCGGCGTGTGG GGTTCCACCACCACCCGCCTGCCTGTCTGGTA Cre12.g535600 GGAGGCGGAGGTATGATGCAACGAACTGCATGC GGTTCCACCACCACCTGCGGCCTGGTGGAAGCT
Cre12.g535650 GGAGGCGGAGGTATGGACTTGTCTACGGTAGATCT GGTTCCACCACCACCTCAGCCCAGGTTCACCTC Cre12.g535700 GGAGGCGGAGGTATGCAGACTTGCAAGTTACCTA GGTTCCACCACCACCCTACTGCTGCTCGCCCG
Cre12.g535750 GGAGGCGGAGGTATGGTTAGGAAAGTAATGTTGGCT GGTTCCACCACCACCTCACAGCGGCGGTCTG Cre12.g535851 GGAGGCGGAGGTATGTGTGATACGATACAACCACC GGTTCCACCACCACCTTACTCGTTCTGGGCGGC
Cre12.g535900 GGAGGCGGAGGTATGGGACTTTGGATATCTAAACTGTG GGTTCCACCACCACCTTTCCGGCGCGTCTTGAG Cre12.g535950 GGAGGCGGAGGTATGTCCGCTCGGAGGGCCTTG GGTTCCACCACCACCCTTGGTCTGCTGCCGCGC
Cre12.g536000 GGAGGCGGAGGTATGCCGAAGGGCTGTCCC GGTTCCACCACCACCACGCTGCAGAGCGTCTGTGTAT Cre12.g536050 GGAGGCGGAGGTATGGGCTTGTTTCGCCGC GGTTCCACCACCACCTCCCTGCACCGATGACGA
Cre12.g536100 GGAGGCGGAGGTATGAGCCGCTCATACCCC GGTTCCACCACCACCCATGAAGTTGAAGTTGCGCTC Cre12.g536150 GGAGGCGGAGGTATGTCCGAAAAACCCTTTCCT GGTTCCACCACCACCCCGGCCCATGGCACTC
Cre12.g536200 GGAGGCGGAGGTATGGCAAAGCGGAAAGCT GGTTCCACCACCACCCTCGTGGAACACGTGCA Cre12.g536251 GGAGGCGGAGGTATGCGGGCAGGTGTGG GGTTCCACCACCACCCAGCGCATAGTTGCCCA
Cre12.g536301 GGAGGCGGAGGTATGACTGACTGGCACACCG GGTTCCACCACCACCCTAGCGAGGCGCAGCC Cre12.g536350 GGAGGCGGAGGTATGGCAAAGCGGAAAGCT GGTTCCACCACCACCCTCGTGGAACACGTGCA
Cre12.g536412 GGAGGCGGAGGTATGGCTGCTGCTACCGC GGTTCCACCACCACCCTCGTGGAACACGTGCA Cre12.g536425 GGAGGCGGAGGTATGCCGAAGAGGAAAGCTGA GGTTCCACCACCACCGGCTGCACCCGCAAGC
Cre12.g536450 GGAGGCGGAGGTATGGCTCATGCATCGCTC GGTTCCACCACCACCCAGCGCATAGTTGCCCA Cre12.g536500 GGAGGCGGAGGTATGAGCAGCTCTAATTACTCGTC GGTTCCACCACCACCCTAGAGCTCGCAATACACGC
Cre12.g536550 GGAGGCGGAGGTATGCCGGCGCTCAGCCCC GGTTCCACCACCACCGTGCGCCGCGTTCTTGGC Cre12.g536600 GGAGGCGGAGGTATGGATGGCAACTTCGTTGC GGTTCCACCACCACCCGGCCCCAGCTCCTTG
Cre12.g536650 GGAGGCGGAGGTATGGCAAAGAAGAAGCTTGGC GGTTCCACCACCACCGTCGTGGAACACGTGCA Cre12.g536683 GGAGGCGGAGGTATGACGGACATAGAGGACGCG GGTTCCACCACCACCTTGCTGCGTGGGCGGC
Cre12.g536716 GGAGGCGGAGGTATGCCGGTACTTGTTGAGTC GGTTCCACCACCACCGGCCCTCTTGGCCTTCT Cre12.g536750 GGAGGCGGAGGTATGGCACCCCTCAACTTGG GGTTCCACCACCACCCTGCCGCATCGGCTGC
Cre12.g536776 GGAGGCGGAGGTATGCTGCTGGGGCACA GGTTCCACCACCACCTCAGCCTGCGCGCTTG Cre12.g536800 GGAGGCGGAGGTATGATGTTGGCTAAGCAAGCC GGTTCCACCACCACCGCCCAGTGTCTCCAGCG
Cre12.g537000 GGAGGCGGAGGTATGCGCACCTCGTGGC GGTTCCACCACCACCCAGCTCCTGCTTCAGCTC Cre12.g537050 GGAGGCGGAGGTATGAGTCTAGGCGAGGCTTTC GGTTCCACCACCACCCTTGTTGTTGAGCTTAGCCTGG
Cre12.g537100 GGAGGCGGAGGTATGCATACAATCCAAGCCCC GGTTCCACCACCACCCTACGACGCCGCCAGC Cre12.g537150 GGAGGCGGAGGTATGCCTCGACACCAGCAGT GGTTCCACCACCACCCTACAGCCGGCGGCCG
Cre12.g537226 GGAGGCGGAGGTATGCTGTGTGCGGGCT GGTTCCACCACCACCTGCACCATACGGCAGTCC Cre12.g537250 GGAGGCGGAGGTATGGCTCCACAACGGCGC GGTTCCACCACCACCCTGCTGGCTGGCGGCG
Cre12.g537300 GGAGGCGGAGGTATGCGCAACCGAGAATCTC GGTTCCACCACCACCTTAACGCCGCCGGCTC Cre12.g537350 GGAGGCGGAGGTATGATAATAAGAAAGCGCAGCA GGTTCCACCACCACCTCAATAATAACGTGGGTTTTGATG
Cre12.g537371 GGAGGCGGAGGTATGCAACGGGACTTCCAGG GGTTCCACCACCACCTCAATAAAACCCAATACGGCCA Cre12.g537400 GGAGGCGGAGGTATGCGTCGCGTTTTGAAGA GGTTCCACCACCACCCTGCGCAAGGCCGACG
Cre12.g537450 GGAGGCGGAGGTATGCAGGCACTCCGCCGG GGTTCCACCACCACCGTGGTGGGAGTCGGCGGC Cre12.g537550 GGAGGCGGAGGTATGCTGCGCTCGCATGCG GGTTCCACCACCACCCAGCGCGGGTAGGCTCTTC
Cre12.g537581 GGAGGCGGAGGTATGGCCGCTATGCAGTCG GGTTCCACCACCACCGTGGCGGAAGTGGCGCAC Cre12.g537611 GGAGGCGGAGGTATGCTAGCCATTGCGGGC GGTTCCACCACCACCAGCGCTGAAGTCCCAGATA
Cre12.g537641 GGAGGCGGAGGTATGGAGCAGGTGGAGGCA GGTTCCACCACCACCCTCGGCCTTGACGCCATT Cre12.g537700 GGAGGCGGAGGTATGCCGGGGGACACGT GGTTCCACCACCACCGCCCCTCTGCCCCGAC
Cre12.g537750 GGAGGCGGAGGTATGCGCGTGCCGCTTGTTGAG GGTTCCACCACCACCTGGCAGCCCCGCTGTCAC Cre12.g537800 GGAGGCGGAGGTATGTCGACCGTTGTGCC GGTTCCACCACCACCGTTCATCTTGCGGATGAAGGC
Cre12.g537850 GGAGGCGGAGGTATGTCACAAGCTCTTTTAGCA GGTTCCACCACCACCTCACACAAAGGCCGCTA Cre12.g537900 GGAGGCGGAGGTATGCCATTCGCGCCGA GGTTCCACCACCACCAGTCCCAGCGACAGCC
Cre12.g537950 GGAGGCGGAGGTATGGCGGCTGCGGTTC GGTTCCACCACCACCCATTCCTAGGATGGAGCGC Cre12.g538000 GGAGGCGGAGGTATGTGCCTGTCAGGGGC GGTTCCACCACCACCCGAGTTGGCGGAGCGG
Cre12.g538050 GGAGGCGGAGGTATGCCGTCATCACCATCAAG GGTTCCACCACCACCTCACTTTGTGCATACCTTGTCG Cre12.g538100 GGAGGCGGAGGTATGGCCGCGGCCACTG GGTTCCACCACCACCTCACAGCTTGCCGGCG
Cre12.g538150 GGAGGCGGAGGTATGGTTGCAAACATAGCGGC GGTTCCACCACCACCCCGCCCATTGCTGGCC Cre12.g538200 GGAGGCGGAGGTATGCGCCATCAAGCGC GGTTCCACCACCACCTTTTGCCTTGGGCGCG
Cre12.g538250 GGAGGCGGAGGTATGGGTCACGCTGGCC GGTTCCACCACCACCCCTCTTCTTCTGTTGCACGC Cre12.g538300 GGAGGCGGAGGTATGCCTTTCGATGCTGTCATTT GGTTCCACCACCACCGTAATTGCCCCTCCGCTGC
Cre12.g538350 GGAGGCGGAGGTATGGCACGGAGAGCGC GGTTCCACCACCACCCTCCAGCTGCAGAGGCC Cre12.g538376 GGAGGCGGAGGTATGCTTCCTCAAGCCCAAC GGTTCCACCACCACCTGCTGCCCAGCTCCAC
Cre12.g538450 GGAGGCGGAGGTATGGTCAAGGTCCTGTCGCC GGTTCCACCACCACCTCACGCGCGCTTGGGC Cre12.g538492 GGAGGCGGAGGTATGTCTGCAGTTGCGTTGC GGTTCCACCACCACCGCAGTCCTCGTCGTCACC
Cre12.g538500 GGAGGCGGAGGTATGCTGCCTGGCTCTGCAAG GGTTCCACCACCACCGTCATCGTCATCAAGGAAGCTG Cre12.g538550 GGAGGCGGAGGTATGGGCGCTCTGGAGG GGTTCCACCACCACCGAATGCAACGGCTGCAGA
Cre12.g538650 GGAGGCGGAGGTATGCTTTGTAATCGCCAACGC GGTTCCACCACCACCCGTTCGTGCGTAGTTGCC Cre12.g538700 GGAGGCGGAGGTATGCGGTCGTCACTTCCA GGTTCCACCACCACCCGCTTGCTTGCGGCTT
Cre12.g538750 GGAGGCGGAGGTATGGCGTCACTCCAAGAAGT GGTTCCACCACCACCGTCCAGGTCCAGGAAGTCC Cre12.g538801 GGAGGCGGAGGTATGGACTCGACCGGCC GGTTCCACCACCACCGATCTGGTTCCAGTCCGGC
Cre12.g538850 GGAGGCGGAGGTATGGGCGACTCCACGCGG GGTTCCACCACCACCGAACTCCTCCTCGTCGTTCAC Cre12.g538900 GGAGGCGGAGGTATGCCGCTTGGCAGCGCCTTC GGTTCCACCACCACCAAGCTCCCCGTGCGCTGG
Cre12.g538950 GGAGGCGGAGGTATGGGCTGCGCATCTAGC GGTTCCACCACCACCTTCGTCCTTTGTCAGGTTGAC Cre12.g539000 GGAGGCGGAGGTATGGTCTTACTCGATTCGGTCA GGTTCCACCACCACCCAACTCCTGCACGTACTGCTT
Cre12.g539076 GGAGGCGGAGGTATGCTGCTTGGTAGAGCGC GGTTCCACCACCACCGCAAAGACCGCAATCCAGA Cre12.g539100 GGAGGCGGAGGTATGTCGGCCGATACCCCT GGTTCCACCACCACCCTCGTCGTCGTCAAACGTGA
Cre12.g539141 GGAGGCGGAGGTATGCAATCAGTAGGGACGC GGTTCCACCACCACCGGCGGCTCTCTCCTCG Cre12.g539150 GGAGGCGGAGGTATGGCCAACTTGGCAGTG GGTTCCACCACCACCCTAACCCGCCACTGCG
Cre12.g539181 GGAGGCGGAGGTATGGGGACACCTCAACCC GGTTCCACCACCACCGGGCAAAAAGCGCAGGA Cre12.g539200 GGAGGCGGAGGTATGGCATTGGACGATGGC GGTTCCACCACCACCCCAACGGCGATGAGAGC
Cre12.g539200 GGAGGCGGAGGTATGTGTGTCCACGAGCCG GGTTCCACCACCACCTGACCCGGCGCAGCAG Cre12.g539201 GGAGGCGGAGGTATGGCATTGGACGATGGC GGTTCCACCACCACCCTATCCAGAATGCCAGGTGTTA
Cre12.g539202 GGAGGCGGAGGTATGCTCACCCGGGTGC GGTTCCACCACCACCTTTCTGCCACGCCCCA Cre12.g539203 GGAGGCGGAGGTATGGCGGACCTCCATCTC GGTTCCACCACCACCTTATGAGCCCCCGCCG
Cre12.g539204 GGAGGCGGAGGTATGCAGTTGCTGGGTGATC GGTTCCACCACCACCCAGCTCAGGAAGCGCG Cre12.g539205 GGAGGCGGAGGTATGTCCGAGTCCTACTACTATGC GGTTCCACCACCACCCTAGCCGGTGTCTTGCCC
Cre12.g539206 GGAGGCGGAGGTATGCAGGAGGCGGCGG GGTTCCACCACCACCTTATGAGCCCCCGCCGG Cre12.g539207 GGAGGCGGAGGTATGGGCCTTGGCAGGTT GGTTCCACCACCACCCGTGCTGCAGGTGCCC
Cre12.g539700 GGAGGCGGAGGTATGGTGCTATCCTCTCCCG GGTTCCACCACCACCGTCCTTGTTGGCGCGC Cre12.g539750 GGAGGCGGAGGTATGGCGGCCGACATCAGCAAAG GGTTCCACCACCACCGTCGTCGTCATCCGCCTCAAAG
Cre12.g539800 GGAGGCGGAGGTATGTCACCTCAGCCCCAG GGTTCCACCACCACCTCATGTATACATGCCGGAGATTAG Cre12.g539850 GGAGGCGGAGGTATGGTCAGCCGCGAGGAT GGTTCCACCACCACCACGTGTGCGCTGCAGCTC
Cre12.g539900 GGAGGCGGAGGTATGCATTTACCAGCGCTTGC GGTTCCACCACCACCCCGCAGTGGCACGTCG Cre12.g540050 GGAGGCGGAGGTATGGCTTCTCGGAACTTGAG GGTTCCACCACCACCCTGGTGGTGCTGCGTTAC
Cre12.g540076 GGAGGCGGAGGTATGGCCGACGTAGCGATTG GGTTCCACCACCACCTCTCCGGCGTTTAGCTGC Cre12.g540100 GGAGGCGGAGGTATGAAATACTTGGACGGGCAG GGTTCCACCACCACCCTACCGCAGCCGCTGC
Cre12.g540200 GGAGGCGGAGGTATGGGTGTCGACTACATAGCT GGTTCCACCACCACCCGACCTGCCACCACCG Cre12.g540250 GGAGGCGGAGGTATGAAGTTCCCGAACGCG GGTTCCACCACCACCCTTGGCAAGCGCCTCAC
Cre12.g540350 GGAGGCGGAGGTATGGACGAGACGCAGGTTGT GGTTCCACCACCACCCGCGCCCATGACGGGC Cre12.g540351 GGAGGCGGAGGTATGGTTGAGGCTACCGCG GGTTCCACCACCACCATCTTCATGTACATCCGCTCC
Cre12.g540400 GGAGGCGGAGGTATGGCTGCAAGCACGCTC GGTTCCACCACCACCCGCGCCCATGACGGGC Cre12.g540450 GGAGGCGGAGGTATGGCCGCGACTGCGG GGTTCCACCACCACCCCTCACCCGCTTGCCCG
Cre12.g540480 GGAGGCGGAGGTATGGCCGTGTACAGTCGG GGTTCCACCACCACCGCAGATGGAGGTGCGGT Cre12.g540500 GGAGGCGGAGGTATGTCAAAACCCCAAGAGGACT GGTTCCACCACCACCCAGGTTCCAGTTCTTGTAGAAGC
Cre12.g540502 GGAGGCGGAGGTATGGAGTCGATGCGGGC GGTTCCACCACCACCCTTCTCCTTACAGCGGGAGC Cre12.g540550 GGAGGCGGAGGTATGTCGTCCACGGCATGTA GGTTCCACCACCACCCTCACTGGCCGGCTGC
Cre12.g540650 GGAGGCGGAGGTATGACAAGCGATGTTTCAAAGGA GGTTCCACCACCACCGCGGACCTGGAAGTTGAGTTT Cre12.g540700 GGAGGCGGAGGTATGTCCCGATGGACCCGC GGTTCCACCACCACCTCAGCTGGGCGGGTGC
Cre12.g540750 GGAGGCGGAGGTATGGGGTCTGCCAGCGGC GGTTCCACCACCACCGGTGAAGCTGAGGTCTCGC Cre12.g540800 GGAGGCGGAGGTATGGACTGTTCCCGCCG GGTTCCACCACCACCCCACCCCTGACCTTGCC
Cre12.g540900 GGAGGCGGAGGTATGAAAGGCGCTCAGATGTT GGTTCCACCACCACCTCAAACAGTGGTCCAAATCAAAG Cre12.g540927 GGAGGCGGAGGTATGGGGCGCAACAAGATTCTT GGTTCCACCACCACCCCCAGACGCCGTCACGCC
Cre12.g540950 GGAGGCGGAGGTATGGACTCGCGGCCCG GGTTCCACCACCACCCACAATGGGCACCGAATGG Cre12.g541000 GGAGGCGGAGGTATGGAGCCTGGCGCAG GGTTCCACCACCACCCACCATGAGCACCGAGTG
Cre12.g541050 GGAGGCGGAGGTATGGACCCACAGCCTGG GGTTCCACCACCACCCACCATGAGCACCGAGTG Cre12.g541100 GGAGGCGGAGGTATGGCGACCACCTACCG GGTTCCACCACCACCCACGTTGAACAGCTGCCC
Cre12.g541150 GGAGGCGGAGGTATGGCGTCCCCGACGG GGTTCCACCACCACCTCACGCCGTGGCCACC Cre12.g541200 GGAGGCGGAGGTATGCAGCAGGTGCTGGTGC GGTTCCACCACCACCCTTGGCGGCCTCGCCG
Cre12.g541211 GGAGGCGGAGGTATGGTATCGAGGACGGCAG GGTTCCACCACCACCCTACGCCGCGTGCAGC Cre12.g541250 GGAGGCGGAGGTATGCCCTCCGCACTGCACTTG GGTTCCACCACCACCCTTGGCGGCCTCGCCGTTGAAG
Cre12.g541300 GGAGGCGGAGGTATGACGGACACGCAATGGG GGTTCCACCACCACCCACGTACATGGACTGCCAGC Cre12.g541300 GGAGGCGGAGGTATGACGGACACGCAATGG GGTTCCACCACCACCCACGTACATGGACTGCCAG
Cre12.g541350 GGAGGCGGAGGTATGAGAAGCGGAAATCTTCCGC GGTTCCACCACCACCTTAGCTGGGCGCCGCC Cre12.g541352 GGAGGCGGAGGTATGTGGGAGTGGCTGTGG GGTTCCACCACCACCCATCCTCAGCAGCTTCATGAGG
Cre12.g541352 GGAGGCGGAGGTATGTGGGAGTGGCTGTGG GGTTCCACCACCACCCATCCTCAGCAGCTTCATGA Cre12.g541400 GGAGGCGGAGGTATGCCGGCGATTGAGAGG GGTTCCACCACCACCCATTTCGCTGAGCACCTTGA
Cre12.g541450 GGAGGCGGAGGTATGTCGGACAAGCGTCTTG GGTTCCACCACCACCAGACAGCGCGTACAGCT Cre12.g541500 GGAGGCGGAGGTATGTCTGCGAACCCGGC GGTTCCACCACCACCTTACCACCAGCCCGCC
Cre12.g541550 GGAGGCGGAGGTATGGTCAAGCTTGAGAATGTTGT GGTTCCACCACCACCTCACTGCTCCATGGGGG Cre12.g541600 GGAGGCGGAGGTATGAAGATCGACAAGGCACT GGTTCCACCACCACCTTACTTGTAGTTGATCAGGTCCT
Cre12.g541650 GGAGGCGGAGGTATGGGTTATGGCGGGACG GGTTCCACCACCACCCTAGCAACGCGCGGCT Cre12.g541700 GGAGGCGGAGGTATGACAGCACCGCCCCA GGTTCCACCACCACCCCGGCCCAGCAGCAGC
Cre12.g541750 GGAGGCGGAGGTATGCGCGCAAATCCAATTCG GGTTCCACCACCACCCACCACGCCCGCGGAC Cre12.g541777 GGAGGCGGAGGTATGCGCAGCCAATACTTGCTTA GGTTCCACCACCACCCCGCTTCTTGGAGCCGAA
Cre12.g541800 GGAGGCGGAGGTATGGGCGGTACCAGGGCC GGTTCCACCACCACCTTTGGACGCTGCACTGCTA Cre12.g541850 GGAGGCGGAGGTATGGCTGGCCACGCAC GGTTCCACCACCACCGTGGTGTCTCCGGATGCC
Cre12.g541851 GGAGGCGGAGGTATGGTGACCCCCGTAGGC GGTTCCACCACCACCTAACACCTGCACTACGCATCT Cre12.g541904 GGAGGCGGAGGTATGGCGTCAATAATAGACCGG GGTTCCACCACCACCGTAGCCCGCTTGGACATC
Cre12.g541950 GGAGGCGGAGGTATGCAGCGCTGCGGTT GGTTCCACCACCACCCGGGTTGATGGCGCAG Cre12.g542000 GGAGGCGGAGGTATGCGTGCTGTAATACAACGAG GGTTCCACCACCACCCGCATCTGGGTCGTTGCT
Cre12.g542050 GGAGGCGGAGGTATGTCTTCTTTCTTCGTTTTCGAG GGTTCCACCACCACCTCAGGGCGTGTCGGAC Cre12.g542100 GGAGGCGGAGGTATGCAAACTCGCGGGGTAG GGTTCCACCACCACCCGCACGGTCCACCCATTT
Cre12.g542150 GGAGGCGGAGGTATGATGATCGCGCCTTCTG GGTTCCACCACCACCCGAGTTCTTGCTCTTGCGG Cre12.g542200 GGAGGCGGAGGTATGCTGGCGCAGTGCCTCATG GGTTCCACCACCACCTCCACCAGGTATGCCGCC
Cre12.g542202 GGAGGCGGAGGTATGCTCGCCACACAAAAACTC GGTTCCACCACCACCCGTGAGGCGCTGCAGGAT Cre12.g542250 GGAGGCGGAGGTATGCGTGAGATCGTCCACATC GGTTCCACCACCACCGGCCTCCTCCTCCTCACC
Cre12.g542300 GGAGGCGGAGGTATGACACACATCAACGCACCG GGTTCCACCACCACCCACCACGGGCTTGGGCTG Cre12.g542350 GGAGGCGGAGGTATGGAAGGTCTCCCTAAGCG GGTTCCACCACCACCGTCGCAGTGCATGACCA
Cre12.g542400 GGAGGCGGAGGTATGAACGGCCCAAAGAACGC GGTTCCACCACCACCAGCGTCGTCATACAGCAGC Cre12.g542450 GGAGGCGGAGGTATGGCGGATGCGGAAGAG GGTTCCACCACCACCCTCCATCCTCCGCATCTCG
Cre12.g542500 GGAGGCGGAGGTATGATTGACCTACTGCTGGGA GGTTCCACCACCACCCTAGTTGCGGCCCATGC Cre12.g542550 GGAGGCGGAGGTATGGCCTGTCGCGCCGCAG GGTTCCACCACCACCGACCACGGCACCCCCAATCAAT
Cre12.g542600 GGAGGCGGAGGTATGGGCCAGGGCTCGT GGTTCCACCACCACCCAACGTGCTGCCCTTGC Cre12.g542627 GGAGGCGGAGGTATGCCCACCAATCAACGAA GGTTCCACCACCACCCATGTTGTTGCTGGTAGCCG
Cre12.g542650 GGAGGCGGAGGTATGTCGTCTCGGTCAGGC GGTTCCACCACCACCCTAGCTGGCCCCAGCC Cre12.g542700 GGAGGCGGAGGTATGGACCCTTTCAAGCCTCC GGTTCCACCACCACCGGTGTCGATGGCGACG
Cre12.g542750 GGAGGCGGAGGTATGGAGGACCTTGCACGC GGTTCCACCACCACCCGTGAGCACCGTTATCTTGTA Cre12.g542800 GGAGGCGGAGGTATGACAGCGGCGGCGGAG GGTTCCACCACCACCCAGGTCCGCCAGCCGCAG
Cre12.g542800 GGAGGCGGAGGTATGACAGCGGCGGCGG GGTTCCACCACCACCCAGGTCCGCCAGCCGC Cre12.g542850 GGAGGCGGAGGTATGGCCACTGCGGAGTTC GGTTCCACCACCACCGGCGCTGGCCTTGATGGG
Cre12.g542900 GGAGGCGGAGGTATGGCAATGCCTAAAACACGT GGTTCCACCACCACCCAGGTCCATCGGCGCA Cre12.g542950 GGAGGCGGAGGTATGGCGTCGCCCTTCT GGTTCCACCACCACCCATGACGCCCATGGCG
Cre12.g543000 GGAGGCGGAGGTATGTGGTCCATCATAGCTCACA GGTTCCACCACCACCTCAAAGTGACGACTGCATACG Cre12.g543050 GGAGGCGGAGGTATGGCTGCAACACTCCTAAAC GGTTCCACCACCACCGAATGCGAGCGCCAGC
Cre12.g543052 GGAGGCGGAGGTATGCACGCAGTTATCTGCGG GGTTCCACCACCACCTCAGCGGCGCCACCAG Cre12.g543100 GGAGGCGGAGGTATGGCTGCTGACGGGG GGTTCCACCACCACCGCGAGAGCAGTGAACGTG
Cre12.g543301 GGAGGCGGAGGTATGGCACTCGCTGTGCTC GGTTCCACCACCACCGCACACGTCCCGAGCAGG Cre12.g543302 GGAGGCGGAGGTATGTCCAGCTTCGCTGTGG GGTTCCACCACCACCCTCCTTTGTTGCAGAGGGGG
Cre12.g543303 GGAGGCGGAGGTATGGCCAGCTCTATCCGCT GGTTCCACCACCACCTTATCGCCGCCGGCCC Cre12.g543350 GGAGGCGGAGGTATGTCTACTATCGGCAAGCCCA GGTTCCACCACCACCGAACGTCAGCACACAGCG
Cre12.g543400 GGAGGCGGAGGTATGTCGGAAACTGCAGGCAAG GGTTCCACCACCACCGAACGTCAGCACACAGCG Cre12.g543450 GGAGGCGGAGGTATGTCGGACAACGAAATGGAAG GGTTCCACCACCACCCTCCAGGCCCACCATGCC
Cre12.g543477 GGAGGCGGAGGTATGAGCACCGGCGCTG GGTTCCACCACCACCCTCCACGTACCCCAGAGC Cre12.g543500 GGAGGCGGAGGTATGACGACCTTGCTCAAGC GGTTCCACCACCACCCTATGAGTTCTTAAACGTTTCCTC
Cre12.g543550 GGAGGCGGAGGTATGATGCACTGCCTGCG GGTTCCACCACCACCGCCATACGGAGCCAGCC Cre12.g543650 GGAGGCGGAGGTATGCGGCAGGCTGCCG GGTTCCACCACCACCCCCTCGCCATTCGCTCAG
Cre12.g543700 GGAGGCGGAGGTATGGAGGACTGCATGACAGC GGTTCCACCACCACCGTCAACACCGCCCTCCT Cre12.g543800 GGAGGCGGAGGTATGCAACGGCTGGACAGC GGTTCCACCACCACCGTGCCGGTCGCTCTGC
Cre12.g543850 GGAGGCGGAGGTATGGAGCCTTACAAGCTAACG GGTTCCACCACCACCTGGCAGCCACGGCATA Cre12.g543900 GGAGGCGGAGGTATGCTCTCGACCTTCCAACC GGTTCCACCACCACCGAACGCCGGCAGCTGCTC
Cre12.g543902 GGAGGCGGAGGTATGGATAAGGTCGTAATTGGCA GGTTCCACCACCACCTGCCTTTTTCTGCGCCGC Cre12.g543950 GGAGGCGGAGGTATGACCACTACCGAGGAGC GGTTCCACCACCACCTGCGGCGCCACAGTAC
Cre12.g544000 GGAGGCGGAGGTATGTCTGAGCCGGGCGA GGTTCCACCACCACCTCAGTGCACCGCCGCC Cre12.g544050 GGAGGCGGAGGTATGGCCGAGGTCGACTCT GGTTCCACCACCACCTGCCGCCACGTTGAACAT
Cre12.g544100 GGAGGCGGAGGTATGTCGAAAGCGCCAGTT GGTTCCACCACCACCCATGAGCGGCGCCTGT Cre12.g544109 GGAGGCGGAGGTATGGCCGAGGTCGACTCTC GGTTCCACCACCACCCCGCCGTACGCTGCCG
Cre12.g544110 GGAGGCGGAGGTATGGGCAAGCGCAAGAG GGTTCCACCACCACCGTCCTCGTCCTCAACCCC Cre12.g544112 GGAGGCGGAGGTATGTCGGAAGATTCGCGCC GGTTCCACCACCACCAGCATCTGGCGCCGCC
Cre12.g544113 GGAGGCGGAGGTATGCTTGGAAGCCTCTGGT GGTTCCACCACCACCGGACTTGACGGCCGTCG Cre12.g544114 GGAGGCGGAGGTATGCTTACCAGCCGCGT GGTTCCACCACCACCTTACGCCAGCACGCCG
Cre12.g544115 GGAGGCGGAGGTATGGCCATAGCCGGAGAGG GGTTCCACCACCACCCACGAGCGGCGCCTGT Cre12.g544150 GGAGGCGGAGGTATGCTGACCAGCCGCGTTTC GGTTCCACCACCACCCGCCAGCACGCCGCAGTTGTC
Cre12.g544200 GGAGGCGGAGGTATGGCCTCTGGGTCAACG GGTTCCACCACCACCATAGCCCAACCCGAACACAAG Cre12.g544250 GGAGGCGGAGGTATGTCGGAAGATTCGCGCC GGTTCCACCACCACCAGCATCTGGCGCCGCC
Cre12.g544300 GGAGGCGGAGGTATGGTCGAGACCCGCG GGTTCCACCACCACCCGCGTTCTCGGTCTCCG Cre12.g544327 GGAGGCGGAGGTATGCGTGAGCTGGCGTCAAT GGTTCCACCACCACCTTGCGGCTCCATGAGGAGTT
Cre12.g544400 GGAGGCGGAGGTATGACAGCAGCTGCTGCTG GGTTCCACCACCACCCCGCCGTACGCTGCCA Cre12.g544401 GGAGGCGGAGGTATGGGCAAGCGCAAGAG GGTTCCACCACCACCGTCCTCGTCCTCAACCCC
Cre12.g544450 GGAGGCGGAGGTATGTACAGACAAAGCGCCCTTC GGTTCCACCACCACCAAGCTTCTTCTTGGCGACGC Cre12.g544550 GGAGGCGGAGGTATGGCAGTATCAGCCGTCGC GGTTCCACCACCACCCTAGGCTCGCGCCGCC
Cre12.g544551 GGAGGCGGAGGTATGCTGGGCTGCGCGC GGTTCCACCACCACCCTACTGCTTGGGCGCCGC Cre12.g544600 GGAGGCGGAGGTATGTCCGTTCTGGATAACAACA GGTTCCACCACCACCGATGGCTGTGGCCAGATCC
Cre12.g544650 GGAGGCGGAGGTATGAACCGGCCAACAGAACTG GGTTCCACCACCACCTCAGCACCGCCGCAGC Cre12.g544662 GGAGGCGGAGGTATGGACTTTGCCTCCTCTGA GGTTCCACCACCACCCACCACCAGCTGCCCG
Cre12.g544700 GGAGGCGGAGGTATGTTTGGGCAAGGCGCC GGTTCCACCACCACCAACCTTGCCGTTGATGCG Cre12.g544752 GGAGGCGGAGGTATGACGGTGAAGGTCCCGG GGTTCCACCACCACCCGCGGACACCTGCTCCCC
Cre12.g544802 GGAGGCGGAGGTATGACTTTCGTGGCATCAG GGTTCCACCACCACCTCAGTTGTGTAAATTGAGTTGAGG Cre12.g544900 GGAGGCGGAGGTATGGCCCCAGAGGATACGC GGTTCCACCACCACCGATCAGGCTCTGCACGCC
Cre12.g544950 GGAGGCGGAGGTATGGCCGATCGCGGCG GGTTCCACCACCACCCGGTAGCTCCTGCCGCC Cre12.g545000 GGAGGCGGAGGTATGGGGGAGAATGTAGCAGTAC GGTTCCACCACCACCTCAGGAGCAGCGGCGG
Cre12.g545100 GGAGGCGGAGGTATGTCCGCATTCGAGTTCC GGTTCCACCACCACCCATATTCTCCACATCGTCCCC Cre12.g545150 GGAGGCGGAGGTATGGACGCTGTGATCCTGG GGTTCCACCACCACCAAAGCCCAGGCCTGCA
Cre12.g545177 GGAGGCGGAGGTATGCTAAGTAGAGGAGGTCGG GGTTCCACCACCACCGTGGTGCTCCTGCAGGT Cre12.g545250 GGAGGCGGAGGTATGGAGCTTGCAGAACGC GGTTCCACCACCACCGCCGGTTAGGTCCTGGC
Cre12.g545300 GGAGGCGGAGGTATGGCGAAAGTGATTGAAGCC GGTTCCACCACCACCAAAGCCCAGGCCTGCA Cre12.g545400 GGAGGCGGAGGTATGTCCGACCGCGGCA GGTTCCACCACCACCCATGCCACCTCCACCGC
Cre12.g545401 GGAGGCGGAGGTATGAGGGCGTCGCGGC GGTTCCACCACCACCTATGCCTAGTGCCAGTGCCA Cre12.g545450 GGAGGCGGAGGTATGAACCCCGGCGACGA GGTTCCACCACCACCTCACGCCCGGCCACCT
Cre12.g545500 GGAGGCGGAGGTATGCAGCGCTCTGGAACTCTA GGTTCCACCACCACCGTACATCGTCCGTGTAGATGTT Cre12.g545600 GGAGGCGGAGGTATGCACAGTTTCGTTCCAACG GGTTCCACCACCACCATGGCGCCCGCTCTCAGATTTA
Cre12.g545602 GGAGGCGGAGGTATGCGCCTGGCCTACT GGTTCCACCACCACCTCAAACTTTGCATATCCAGGAA Cre12.g545619 GGAGGCGGAGGTATGCGCTACTCCCTTGCT GGTTCCACCACCACCTCAACCCGGGGGCTTC
Cre12.g545650 GGAGGCGGAGGTATGAAGGAGGCCAAGGGCA GGTTCCACCACCACCCAGCACGGGCTCGCCC Cre12.g545700 GGAGGCGGAGGTATGACGGCACTGGAATACGG GGTTCCACCACCACCGCCGTTGCTTGCCGCC
Cre12.g545703 GGAGGCGGAGGTATGCCCCTTGTCACCAGT GGTTCCACCACCACCGCCATCTGCCTTGGTCTC Cre12.g545704 GGAGGCGGAGGTATGGTTCTCTGCAATGCCC GGTTCCACCACCACCCACCCTCGTGACTGCTAGC
Cre12.g545750 GGAGGCGGAGGTATGAAGGGCCCAGCCGTGAAAG GGTTCCACCACCACCTGGCTCCGTCAGCCACGG Cre12.g545752 GGAGGCGGAGGTATGCTGTCCGAGTACGAGC GGTTCCACCACCACCGTGTCGCTGGTGGCCA
Cre12.g545800 GGAGGCGGAGGTATGGGGACCTTCACGCC GGTTCCACCACCACCGTTTTGGTTGCTGTGTTGGC Cre12.g545850 GGAGGCGGAGGTATGTTGCCAACGGACACTATG GGTTCCACCACCACCATGCCGGAGCACCACA
Cre12.g545900 GGAGGCGGAGGTATGAAGCGCGCACAGATG GGTTCCACCACCACCCTCCGGTCCAGGCTCCTTCTTC Cre12.g545950 GGAGGCGGAGGTATGAAATTGACAGATGCCATTGT GGTTCCACCACCACCCACCTGGCCTACTGCGGC
Cre12.g546000 GGAGGCGGAGGTATGTCCGTGTCGATCGGC GGTTCCACCACCACCGGACTTGGCCTTGAGGAAG Cre12.g546027 GGAGGCGGAGGTATGCCGCTCCCACCGC GGTTCCACCACCACCCGCCCAGGCGTCATTGC
Cre12.g546050 GGAGGCGGAGGTATGCAGTCCGCGCAGC GGTTCCACCACCACCGGCCATGGCCAGCACC Cre12.g546100 GGAGGCGGAGGTATGGCTGATTCCCGCTCCTC GGTTCCACCACCACCGGGAATGGACAGGCCGTTTTC
Cre12.g546100 GGAGGCGGAGGTATGGCTGATTCCCGCTCC GGTTCCACCACCACCGGGAATGGACAGGCCGT Cre12.g546150 GGAGGCGGAGGTATGGCCATGTCCATCGCT GGTTCCACCACCACCGATCTTGCCCTCCTCAACCA
Cre12.g546200 GGAGGCGGAGGTATGACAGGCCTGACGGGC GGTTCCACCACCACCCTGTACCGACGAGTTGCTGG Cre12.g546300 GGAGGCGGAGGTATGGCCGATGTGGCTGCT GGTTCCACCACCACCGTACAAGTCACTAGGCAGTGCG
Cre12.g546350 GGAGGCGGAGGTATGGAGGGCCTTACTGCAG GGTTCCACCACCACCCAGAATGACAAGCCCCCAGC Cre12.g546400 GGAGGCGGAGGTATGTCGGATATCGAGTCAACTCT GGTTCCACCACCACCTTATGTGGAGGCCGCGT
Cre12.g546450 GGAGGCGGAGGTATGTGCCCCGCGTCGTCAG GGTTCCACCACCACCCCGCAGCCCAAACAAGCTC Cre12.g546452 GGAGGCGGAGGTATGCCGGCAAGGTGCC GGTTCCACCACCACCCGACGCCCTACCTGCT
Cre12.g546500 GGAGGCGGAGGTATGGCCGCGTTCAGCCTG GGTTCCACCACCACCGCCCGTTCGTTGCGTCTG Cre12.g546550 GGAGGCGGAGGTATGTCGGTCGGATTTCTGGT GGTTCCACCACCACCCGCAATGCTGCGCAGG
Cre12.g546600 GGAGGCGGAGGTATGTCTCGCTCCCCCAGCATC GGTTCCACCACCACCCAGGAGACGGCTGGCGCT Cre12.g546650 GGAGGCGGAGGTATGACGGACGCGCTGGCAG GGTTCCACCACCACCGAGCATCTCCTGTGACTTGCG
Cre12.g546700 GGAGGCGGAGGTATGGCTCCTAAAAAAGGAGCAC GGTTCCACCACCACCCTTGCCGCCTAGCAGCAT Cre12.g546750 GGAGGCGGAGGTATGCATGCCGCGTGTG GGTTCCACCACCACCGCTCCCACCATCAGGCG
Cre12.g546770 GGAGGCGGAGGTATGGCTGCGACCCTGCTG GGTTCCACCACCACCCCGGGTGGTCTCGTCACG Cre12.g546800 GGAGGCGGAGGTATGTTCTCAGTGCTAGTGGTG GGTTCCACCACCACCGCGGCGACCGAAGAAC
Cre12.g546850 GGAGGCGGAGGTATGGCTGCGACCCTGCTG GGTTCCACCACCACCGCGATTGGCCTCATCCCG Cre12.g546900 GGAGGCGGAGGTATGAGCGATACCTGCACGGA GGTTCCACCACCACCCCGCCGGCCGGTGAAG
Cre12.g546950 GGAGGCGGAGGTATGGGCAATTGCGCGAGC GGTTCCACCACCACCCAGCGGCACCACCTTGTTCTTA Cre12.g547000 GGAGGCGGAGGTATGCAGCGCGCGTTCGTG GGTTCCACCACCACCTTCAGCGCCGCCGCTGCC
Cre12.g547001 GGAGGCGGAGGTATGTCAGGCCTGGAACG GGTTCCACCACCACCCTACAGTGTAGATGGAAGATACG Cre12.g547050 GGAGGCGGAGGTATGGATACCCGAAGGGGC GGTTCCACCACCACCTTACAGCTCCGCGGCC
Cre12.g547100 GGAGGCGGAGGTATGCGTCAGTCACTGTCCAG GGTTCCACCACCACCTTCCCGCTTGAAGTTGCGGTA Cre12.g547150 GGAGGCGGAGGTATGCGGCAACTGCTGGGC GGTTCCACCACCACCCCGCCCTTGCTTCCCCTC
Cre12.g547200 GGAGGCGGAGGTATGCACAGCGCCGACGTC GGTTCCACCACCACCAGCGACGCCAGTGGAGATT Cre12.g547250 GGAGGCGGAGGTATGCATCATGCTCATTTTCAATGG GGTTCCACCACCACCTTAGTTGCGCGCTGCTC
Cre12.g547350 GGAGGCGGAGGTATGCCACCGCGAAAGAG GGTTCCACCACCACCCATCACATGACACCCCAAGC Cre12.g547351 GGAGGCGGAGGTATGTTCAACCGACGGAAAAGC GGTTCCACCACCACCAGAGCGGCAGTCAGCAGC
Cre12.g547351 GGAGGCGGAGGTATGTTCAACCGACGGAAAAGC GGTTCCACCACCACCAGAGCGGCAGTCAGCA Cre12.g547400 GGAGGCGGAGGTATGTCCCCTCCATTCCACATC GGTTCCACCACCACCCTCGGTCACCACATACTTGGC
Cre12.g547450 GGAGGCGGAGGTATGGCGGACGAACTCTTCT GGTTCCACCACCACCAGCAGGTCCAACAATGGC Cre12.g547500 GGAGGCGGAGGTATGGCGCTGCAATCGG GGTTCCACCACCACCTTTGGGCTGCGTGTACATG
Cre12.g547650 GGAGGCGGAGGTATGGACGCCAACCGCAAG GGTTCCACCACCACCACGCCGGCTCTGCAGC Cre12.g547700 GGAGGCGGAGGTATGGCCGAAGGGCGCC GGTTCCACCACCACCTCAATCATCATCCTCCGAATCCTC
Cre12.g547727 GGAGGCGGAGGTATGGTGGACGTGGCCG GGTTCCACCACCACCCGGGACTTTACCAACCTGC Cre12.g547734 GGAGGCGGAGGTATGCTGTACTCTCAAGCAAGTAC GGTTCCACCACCACCTCAGCGACCCTCCAGC
Cre12.g547750 GGAGGCGGAGGTATGAACCCGGACAACTGCG GGTTCCACCACCACCCACCCCGCCGCACTTCTTCTTG Cre12.g547800 GGAGGCGGAGGTATGGCGCTACCTGGCGCCAAG GGTTCCACCACCACCCCGGGCAGCAGCAACGCC
Cre12.g547850 GGAGGCGGAGGTATGCAGCTGCAAGACGTG GGTTCCACCACCACCCATGCTGCTCCCGCTC Cre12.g547900 GGAGGCGGAGGTATGGCAGCGCTCCGGCAT GGTTCCACCACCACCCACCGCGCCAGTGAAACG
Cre12.g547950 GGAGGCGGAGGTATGGGAAACGCGTCAAGTGG GGTTCCACCACCACCGCAGATCACGCAGCCCCG Cre12.g548050 GGAGGCGGAGGTATGGTGTGCGGTTGCC GGTTCCACCACCACCCTGCATAGGACCATCGTCCA
Cre12.g548051 GGAGGCGGAGGTATGAAGCGCCAACGCTTCC GGTTCCACCACCACCTGCATTGAACACGTCCGCC Cre12.g548100 GGAGGCGGAGGTATGGGCTGTAACAATTCTAAGGC GGTTCCACCACCACCTAGCTTGAGCCCGTCATCGAG
Cre12.g548152 GGAGGCGGAGGTATGAAACTGGATGAAGAATGTAGACG GGTTCCACCACCACCGAGCCGCTTGCTGCTGCC Cre12.g548200 GGAGGCGGAGGTATGTCCAGCAGCCTGGAGA GGTTCCACCACCACCGAGTCGGCTGCGCCAGCTG
Cre12.g548200 GGAGGCGGAGGTATGTCCAGCAGCCTGGA GGTTCCACCACCACCGAGTCGGCTGCGCCAG Cre12.g548201 GGAGGCGGAGGTATGGCGGACGCAAACACC GGTTCCACCACCACCCTGGGTCTGCTGTGGATACG
Cre12.g548250 GGAGGCGGAGGTATGGATCGGTGGACAGACGC GGTTCCACCACCACCCCGGCTAGGTGGCGGC Cre12.g548300 GGAGGCGGAGGTATGGTGGGCTCTCGACC GGTTCCACCACCACCTCAGTACTTAAGGAAGCTGAACTT
Cre12.g548350 GGAGGCGGAGGTATGGGCAAGGAGGGCGTG GGTTCCACCACCACCGTCCGCTGCACTCGCCGTGAG Cre12.g548391 GGAGGCGGAGGTATGCTCGCAAGCAAGCAC GGTTCCACCACCACCAGCAGGCAGGCCCTGG
Cre12.g548400 GGAGGCGGAGGTATGGCCGCCATCATGAAGTC GGTTCCACCACCACCGGCCGAGGGGGTGAACTT Cre12.g548450 GGAGGCGGAGGTATGGGCTTCGCAGCTCCC GGTTCCACCACCACCGTCCTCCTCGTCACCCTCAA
Cre12.g548450 GGAGGCGGAGGTATGGGCTTCGCAGCTCC GGTTCCACCACCACCGTCCTCCTCGTCACCCTC Cre12.g548500 GGAGGCGGAGGTATGTTCCATTTGCTCCTTGCG GGTTCCACCACCACCGAACTTGACCCGGTTGCG
Cre12.g548550 GGAGGCGGAGGTATGTGTCTTTCTTTCTTCGTGTTG GGTTCCACCACCACCCTACAGCGAAATGGCGAAGT Cre12.g548577 GGAGGCGGAGGTATGTTGCTGAAAGCGTCGC GGTTCCACCACCACCGTCCCACAACACCTCCGC
Cre12.g548650 GGAGGCGGAGGTATGTCGTCATTAGCGCAGCAG GGTTCCACCACCACCCATGCCCAGCAGCTGCCC Cre12.g548651 GGAGGCGGAGGTATGGACCACGATGCAGGC GGTTCCACCACCACCCTGCCGGCCCAGCTCC
Cre12.g548700 GGAGGCGGAGGTATGGTGGCATTGATGAACCTCC GGTTCCACCACCACCTCAGGTGCCGCTGCCG Cre12.g548702 GGAGGCGGAGGTATGCTGCTGGGGCACA GGTTCCACCACCACCTCAGCCTGCGCGCTTG
Cre12.g548750 GGAGGCGGAGGTATGGAGCGCTGCCGGT GGTTCCACCACCACCGCGTCGCGCCCGTATG Cre12.g548800 GGAGGCGGAGGTATGGTGACATTGATGAACCTCCC GGTTCCACCACCACCTCAGGTGCCGCTGCCG
Cre12.g548900 GGAGGCGGAGGTATGCAGGACTTCAAAGGCATA GGTTCCACCACCACCCTATGCGAAGCCTGCGG Cre12.g548901 GGAGGCGGAGGTATGCCGGTACGAGATCTCC GGTTCCACCACCACCTCATTGATTTATTTGTTTCGGCCC
Cre12.g548950 GGAGGCGGAGGTATGGCCGCCATCATGAAGTC GGTTCCACCACCACCGGCCGAGGGGGTGAACTT Cre12.g548955 GGAGGCGGAGGTATGGATGTCTCGGAGGTTGA GGTTCCACCACCACCCACGAGACCCTGGATGCA
Cre12.g549000 GGAGGCGGAGGTATGCGGTCAAGACTTCTATGGG GGTTCCACCACCACCCCCGAGCGAGGCAGTGCC Cre12.g549050 GGAGGCGGAGGTATGCGCGGCGTTATCGTC GGTTCCACCACCACCCACGTCTTTCAAGTCAAGGTACG
Cre12.g549100 GGAGGCGGAGGTATGGGCAGTCGGGACCGC GGTTCCACCACCACCCTTGGGCAGACCCAGGCC Cre12.g549150 GGAGGCGGAGGTATGTCAAACAGCAAGCCCG GGTTCCACCACCACCAAACAGGTCGGTGTTGCG
Cre12.g549200 GGAGGCGGAGGTATGCGTGGGCAGGCCG GGTTCCACCACCACCGAAGAGGCTTCGCTCGTACTC Cre12.g549300 GGAGGCGGAGGTATGTCTCTGGAGGTGCAGTC GGTTCCACCACCACCTTAAATCGCCGGCCGGC
Cre12.g549350 GGAGGCGGAGGTATGCTGCAGGCCACCCGC GGTTCCACCACCACCCTTGGCCTTGGCGAGCGC Cre12.g549400 GGAGGCGGAGGTATGGCACCAAGAACTCTGTC GGTTCCACCACCACCCGCATCCGCAATCGACG
Cre12.g549427 GGAGGCGGAGGTATGGAGCGTTGCATGGTGG GGTTCCACCACCACCCACCAGGTCCACCTGCTC Cre12.g549450 GGAGGCGGAGGTATGCTGCTGACACCCAACAA GGTTCCACCACCACCCTTGGGGTTGGCTGCGCG
Cre12.g549500 GGAGGCGGAGGTATGGTGCTTGGCGCAAC GGTTCCACCACCACCGCACCTGTTGCAGGCC Cre12.g549550 GGAGGCGGAGGTATGCGTGAGATCGTCCACATC GGTTCCACCACCACCGGCCTCCTCCTCCTCGCC
Cre12.g549600 GGAGGCGGAGGTATGCCTAGCAGCGCGG GGTTCCACCACCACCCGCCGCTCGTGTCATG Cre12.g549650 GGAGGCGGAGGTATGAGCGTCAACCGCG GGTTCCACCACCACCGGGGCTGTTCCACCCC
Cre12.g549700 GGAGGCGGAGGTATGCCAAAGGCGGACCGCAATG GGTTCCACCACCACCGCTGTCGTTGAGGCGCGAG Cre12.g549750 GGAGGCGGAGGTATGGCGTTGGACATTCGGATT GGTTCCACCACCACCGAAGTCGAACCGGCCGCC
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Cre12.g549800 GGAGGCGGAGGTATGGCGCCTCCTAAACGCTATC GGTTCCACCACCACCGGCCAGCACCGCTGTCTC Cre12.g549850 GGAGGCGGAGGTATGGCATCCAACGCGGGG GGTTCCACCACCACCCGTGCACACCACCCTGTAC
Cre12.g549852 GGAGGCGGAGGTATGGCTATGCGGCCGATC GGTTCCACCACCACCCCAAGGGATCTCCTCGCCATT Cre12.g549950 GGAGGCGGAGGTATGTTTGACAAGTTGAAACAGGC GGTTCCACCACCACCGCTGCGGAAGATCATGCTCTT
Cre12.g550000 GGAGGCGGAGGTATGCAGCCTCTGCACGT GGTTCCACCACCACCCAATACCGCTATCTGCGTGT Cre12.g550150 GGAGGCGGAGGTATGCCGAAGCCTGGCAA GGTTCCACCACCACCCTGCCGCCCAGCTCCA
Cre12.g550153 GGAGGCGGAGGTATGGACCTGATCTCTTGGGC GGTTCCACCACCACCATCACGGGCGTCAGCG Cre12.g550200 GGAGGCGGAGGTATGGCTACGACCTCAAGCTC GGTTCCACCACCACCCAACGCCGACAGCTCTCC
Cre12.g550277 GGAGGCGGAGGTATGTTCTCTCGGGCGTCT GGTTCCACCACCACCCCGCCAGGTCATACTGAGG Cre12.g550400 GGAGGCGGAGGTATGGGCAAGGCGGAGGCCATC GGTTCCACCACCACCCAAGGCGCCCGCCTCCTG
Cre12.g550450 GGAGGCGGAGGTATGTCGTCCTCGGTCTCG GGTTCCACCACCACCCTCGGTGTGCAGCCGC Cre12.g550468 GGAGGCGGAGGTATGGCGGCAAATCGGCAC GGTTCCACCACCACCGTGGCGGGGGTGGGGA
Cre12.g550500 GGAGGCGGAGGTATGATTGGAAAGCTCCAAGACG GGTTCCACCACCACCCTAGGGCCCCGACAACA Cre12.g550501 GGAGGCGGAGGTATGCTCCAAAACAACAACGAG GGTTCCACCACCACCCTAAAAGGGCCCCGCCC
Cre12.g550553 GGAGGCGGAGGTATGCTGGTGGATCCGCGG GGTTCCACCACCACCAAAGGGCCCCCGCCCA Cre12.g550600 GGAGGCGGAGGTATGAGTGGCCCACCTGCC GGTTCCACCACCACCGGCGGGGTGCGGCTTG
Cre12.g550700 GGAGGCGGAGGTATGCTGCATCTTGAAGCGTCAA GGTTCCACCACCACCCTTGGCCTCCCACAAGATGG Cre12.g550702 GGAGGCGGAGGTATGGCTTTTGCTCTCAAGTCCT GGTTCCACCACCACCCTTGTCGTCGCCGGTGAC
Cre12.g550750 GGAGGCGGAGGTATGCTCTCCCGCGCTG GGTTCCACCACCACCCGATGCTTTGGGTAGAGGC Cre12.g550800 GGAGGCGGAGGTATGAGCGGCTTTCCGATTC GGTTCCACCACCACCCAGCAGCCTCAGCTCGA
Cre12.g550850 GGAGGCGGAGGTATGGCGACCGCTCTGTGCAAC GGTTCCACCACCACCCACAACGGTGAAGGAGTCGAAG Cre12.g551001 GGAGGCGGAGGTATGGATGATACAGACCTCAATCCA GGTTCCACCACCACCCTACCCGCCTGCCAGC
Cre12.g551050 GGAGGCGGAGGTATGGCATTTTGGTCAATTGTACTC GGTTCCACCACCACCCTACTTCTTGCCGCCTCCC Cre12.g551200 GGAGGCGGAGGTATGCACAATGGACATATCAGGAC GGTTCCACCACCACCTGTCGACTTGCTGCTGCG
Cre12.g551201 GGAGGCGGAGGTATGAGCGAGTCAAGCCTTCG GGTTCCACCACCACCACAACACCCAAACCCGACC Cre12.g551250 GGAGGCGGAGGTATGGACGCTGCTAAGAAATATGA GGTTCCACCACCACCTCACGACGCCTCACGC
Cre12.g551350 GGAGGCGGAGGTATGAAAAGAGTAAACTCCGTTGC GGTTCCACCACCACCTTACAGGAGCTGGTGGCG Cre12.g551352 GGAGGCGGAGGTATGGCCGTACTCAGCGG GGTTCCACCACCACCGCGGTGTGGTCGAGAGA
Cre12.g551353 GGAGGCGGAGGTATGGCGCCTTTCCCGG GGTTCCACCACCACCGTACGCGCCCAGCTTG Cre12.g551500 GGAGGCGGAGGTATGGCGAGCAGCGGCG GGTTCCACCACCACCTCTCCCTGTCCCCGTCCC
Cre12.g551501 GGAGGCGGAGGTATGGCCTGCGCCGCTG GGTTCCACCACCACCGGCCTTGACGAGCGCC Cre12.g551502 GGAGGCGGAGGTATGCCGTCAGGCAAGACG GGTTCCACCACCACCAAAGGGCTCCGCCCAG
Cre12.g551503 GGAGGCGGAGGTATGACATCACCTTTAGCCTCTC GGTTCCACCACCACCCTACTCCTCCTCCCCTCCA Cre12.g551550 GGAGGCGGAGGTATGAAACGGGCACGCTCTGA GGTTCCACCACCACCGCGGCGGTTGGGGCAG
Cre12.g551600 GGAGGCGGAGGTATGCGGCGCACACTCG GGTTCCACCACCACCGGCGATGGGAACGTCGC Cre12.g551650 GGAGGCGGAGGTATGACCTTCTCGTTCAGGCG GGTTCCACCACCACCTATCAACTTGTGGGTGGAAGC
Cre12.g551801 GGAGGCGGAGGTATGTTTTCCTTGTGCTCTTTAGTG GGTTCCACCACCACCCTAGGCCTGCCTCATGGG Cre12.g551802 GGAGGCGGAGGTATGCAGCTGTCGCTTGTCG GGTTCCACCACCACCCTCCGCCCACCTGCCC
Cre12.g551852 GGAGGCGGAGGTATGCAGGCACGAGCTTACAAG GGTTCCACCACCACCGCGCCTATCAGCGCCCTC Cre12.g551900 GGAGGCGGAGGTATGGCGTTCATGCCCCAGT GGTTCCACCACCACCCTAGCGCCGGCGCAGC
Cre12.g551950 GGAGGCGGAGGTATGCAGCGCATCGCCC GGTTCCACCACCACCTTACGCCGCCACGCCC Cre12.g551977 GGAGGCGGAGGTATGTTAGCCATCACTGGGCA GGTTCCACCACCACCTCAACCGCTGCTGCCG
Cre12.g552001 GGAGGCGGAGGTATGCAGGCCACAACGGCC GGTTCCACCACCACCCAGGCTCCAGTAGCTAGGGT Cre12.g552005 GGAGGCGGAGGTATGGTCACCAGAGATGGCG GGTTCCACCACCACCACACATCACCTGCGCGAG
Cre12.g552006 GGAGGCGGAGGTATGGCCGTCTCGGACTT GGTTCCACCACCACCCACCTGCACTTGCACATTG Cre12.g552050 GGAGGCGGAGGTATGCCGACCGTGGATGT GGTTCCACCACCACCTCAGGCCCACGGCTCG
Cre12.g552100 GGAGGCGGAGGTATGGCGGGACCAGCAA GGTTCCACCACCACCCCGGCGGCCAAGGAAG Cre12.g552150 GGAGGCGGAGGTATGCTATGCGACTGGGCG GGTTCCACCACCACCGTCTGCCGGGTTCCAGTC
Cre12.g552200 GGAGGCGGAGGTATGCAACTCGCTTCCAGG GGTTCCACCACCACCCGAGGAGGCGGGCTTG Cre12.g552250 GGAGGCGGAGGTATGCGGCCTGGGCCTG GGTTCCACCACCACCTCATGCGCCGTGCGGC
Cre12.g552300 GGAGGCGGAGGTATGCGTGGCTCGGGGT GGTTCCACCACCACCTTACAGGGGCCCGGACG Cre12.g552350 GGAGGCGGAGGTATGCTGCGGCAGGCTT GGTTCCACCACCACCCGGAAGCACCTCAACCTTC
Cre12.g552400 GGAGGCGGAGGTATGGCCTTCTCGACGTTTGTAC GGTTCCACCACCACCGCTCCGCAGCCGCATCAG Cre12.g552402 GGAGGCGGAGGTATGACCCTTGACGGCGC GGTTCCACCACCACCCGGCTCCACCACCTCT
Cre12.g552450 GGAGGCGGAGGTATGTCTCCAAAGACTCGCTCC GGTTCCACCACCACCGTCGCCCTCGCTGTAGC Cre12.g552500 GGAGGCGGAGGTATGTCTGAAGACCTGAAAGCC GGTTCCACCACCACCTCATACCCGCTTCGCGC
Cre12.g552550 GGAGGCGGAGGTATGCGGGAGTACTACGCA GGTTCCACCACCACCCTGCATTTGCTGCGTAGACC Cre12.g552600 GGAGGCGGAGGTATGCGGGTACACACCCACG GGTTCCACCACCACCCTCGCCGCCCGAGTCG
Cre12.g552750 GGAGGCGGAGGTATGGACCCTATCGTGGAGG GGTTCCACCACCACCCGACGACTGGATGGCCG Cre12.g552827 GGAGGCGGAGGTATGCAGCAGCCGTGGC GGTTCCACCACCACCCTCGCCCCCCTCCTCC
Cre12.g552850 GGAGGCGGAGGTATGCTTTCAATGATACAGCAATCA GGTTCCACCACCACCTTTCGTCTGCTGCTTCTGCT Cre12.g552900 GGAGGCGGAGGTATGTCAGCGGAAGTGGCG GGTTCCACCACCACCCAGGCCAATGACCTTCCACG
Cre12.g552950 GGAGGCGGAGGTATGGCCGAACGCGTGC GGTTCCACCACCACCTCCAGCGTGAACCGCT Cre12.g552952 GGAGGCGGAGGTATGCTGCTTTGCGACGGC GGTTCCACCACCACCAAGGTAGCGCCGGGGC
Cre12.g553000 GGAGGCGGAGGTATGGCCGAACGCGTGC GGTTCCACCACCACCTCCAGCGTGAACCGCT Cre12.g553050 GGAGGCGGAGGTATGTTTGGCGCAAACAATACAG GGTTCCACCACCACCCATACCCAGCACGAATTCGTAG
Cre12.g553052 GGAGGCGGAGGTATGACTGCTGGGGCTAGGG GGTTCCACCACCACCGGGTGAGGCCGGTGGC Cre12.g553250 GGAGGCGGAGGTATGTTGCTGCAGCGCCAT GGTTCCACCACCACCCTGGAAGCTGGGCTGGCC
Cre12.g553252 GGAGGCGGAGGTATGGGCGAGGATAGCGTAG GGTTCCACCACCACCCGTCAGCACTGGCGCC Cre12.g553300 GGAGGCGGAGGTATGTACGAGGCAAACAAGCTGG GGTTCCACCACCACCACAGGAGCGCCAACTTACC
Cre12.g553302 GGAGGCGGAGGTATGTCTGGCATTTTGCAGACT GGTTCCACCACCACCGAGAGTCAACCAGCCCCA Cre12.g553350 GGAGGCGGAGGTATGGACGGCCTCAACCTG GGTTCCACCACCACCGTGCCGTCGCACACGT
Cre12.g553400 GGAGGCGGAGGTATGAGTGTCGCCCTAGCA GGTTCCACCACCACCTGCGCCACAAAAATCGACA Cre12.g553450 GGAGGCGGAGGTATGGCCGAATTGGCAGC GGTTCCACCACCACCTTCCCCGTTCCCCAGC
Cre12.g553500 GGAGGCGGAGGTATGGCGCTCGCGGTGTCG GGTTCCACCACCACCTGCGCTGGAGCTGCCAGG Cre12.g553600 GGAGGCGGAGGTATGTATGCTTCAGCCAGCG GGTTCCACCACCACCTCACTCCGTCCCGCCG
Cre12.g553650 GGAGGCGGAGGTATGTCCATCTGTGCGCAAG GGTTCCACCACCACCCCCAAAGAGGCGCGCC Cre12.g553678 GGAGGCGGAGGTATGCTGACCATGAGTGCG GGTTCCACCACCACCGGCGGGGCTTGTCGTC
Cre12.g553700 GGAGGCGGAGGTATGACCATGGCAAAGAAGTCCA GGTTCCACCACCACCCTTGCTGCAGATCTGCTCGAA Cre12.g553702 GGAGGCGGAGGTATGCTGCTGGGGCACAAG GGTTCCACCACCACCGCCTGCGCGCTTGCAC
Cre12.g553750 GGAGGCGGAGGTATGACGGCCGCAGAGGA GGTTCCACCACCACCGGCCTGCCCACGACCC Cre12.g554050 GGAGGCGGAGGTATGGATCCCGCAGAGCG GGTTCCACCACCACCGACCCCCAGCCTCACC
Cre12.g554051 GGAGGCGGAGGTATGCGGTATAGCCAGGCG GGTTCCACCACCACCAAACATGCAGGCCGGC Cre12.g554100 GGAGGCGGAGGTATGCCGGCTGGACTCA GGTTCCACCACCACCAACCTCGATCTTCACCGCC
Cre12.g554103 GGAGGCGGAGGTATGTACAGCTCGCAACCACTT GGTTCCACCACCACCGTTGTTGTCCGGCAGCTG Cre12.g554116 GGAGGCGGAGGTATGGCGGACCTCCATCTC GGTTCCACCACCACCATGGGGGCTGGAACGG
Cre12.g554150 GGAGGCGGAGGTATGGAGCGCGAACGACG GGTTCCACCACCACCCCGCCGCTCGTCCCAG Cre12.g554200 GGAGGCGGAGGTATGTCAGACTTAACATCGTTACA GGTTCCACCACCACCGAACCAGAACCACCAGACGC
Cre12.g554250 GGAGGCGGAGGTATGCAGCTGGCCCAGC GGTTCCACCACCACCAATGCTGAAGTCCAGCACC Cre12.g554300 GGAGGCGGAGGTATGCTCTACGAGTGCTCCT GGTTCCACCACCACCCTCTCGGTGCATGTGCG
Cre12.g554350 GGAGGCGGAGGTATGCTCACACAGCCTCAAAA GGTTCCACCACCACCGGACGTTGACGTTGACGG Cre12.g554400 GGAGGCGGAGGTATGTTGAATAGTGGCAAACTCGC GGTTCCACCACCACCCTACAAATACGGCCACAGCT
Cre12.g554450 GGAGGCGGAGGTATGTCAAATCGACCGTGCA GGTTCCACCACCACCGCATTTCGCCTCACACGC Cre12.g554528 GGAGGCGGAGGTATGGCGAGGCCTGTGG GGTTCCACCACCACCATGCTGTTGCTGTTGCCG
Cre12.g554600 GGAGGCGGAGGTATGCCGCTCTCATCGTCG GGTTCCACCACCACCTCACGCCCTCGCCTCC Cre12.g554650 GGAGGCGGAGGTATGTTCTACTCCCATGATTTGCT GGTTCCACCACCACCCTACGCGACCTGGCCC
Cre12.g554700 GGAGGCGGAGGTATGGTTCGCCTAACGCTCATAG GGTTCCACCACCACCGGTGTAGAACTTCGCGCGC Cre12.g554750 GGAGGCGGAGGTATGTCGATGTACGTGCGC GGTTCCACCACCACCCTCCGGCTTGTCCGTCT
Cre12.g554800 GGAGGCGGAGGTATGGCTTTCACTATGCGCG GGTTCCACCACCACCCACGGGCACAACGTCCTTCTTG Cre12.g554850 GGAGGCGGAGGTATGGGCGGTCGGATTATCCAG GGTTCCACCACCACCCGACGCGGGCTTATTGCG
Cre12.g554929 GGAGGCGGAGGTATGTTGCTCACCTCCAATAAACA GGTTCCACCACCACCTCAGCCCCTCTCATCGC Cre12.g554953 GGAGGCGGAGGTATGAAGGTGCTGGTGGCG GGTTCCACCACCACCCAGCACACGCGCCTCCTC
Cre12.g555000 GGAGGCGGAGGTATGAAGCAATTATCCGCAGCC GGTTCCACCACCACCCACGGGCTCGTATCGGG Cre12.g555001 GGAGGCGGAGGTATGAGGGGCGACGCGG GGTTCCACCACCACCCCGCCTGCCGTACGCG
Cre12.g555100 GGAGGCGGAGGTATGGCAGCATCTAGCGATGG GGTTCCACCACCACCGAAGGAATTCCATTCTAAGGCCA Cre12.g555150 GGAGGCGGAGGTATGTCAGCCAGCGTTGAGGAA GGTTCCACCACCACCGTAGCCGCCAGTGGCCTG
Cre12.g555152 GGAGGCGGAGGTATGGAGGTGCTGCGTGG GGTTCCACCACCACCTGCTCGCCAGCAAAGAC Cre12.g555200 GGAGGCGGAGGTATGGCACGATGGAATACTGACC GGTTCCACCACCACCCGCGAACCAGCCCAGCCC
Cre12.g555250 GGAGGCGGAGGTATGTCGTCCCGACTTGCTC GGTTCCACCACCACCTGAGTTGCGCACGCCAAT Cre12.g555350 GGAGGCGGAGGTATGAGCGCAAAATTCAACCAACG GGTTCCACCACCACCTCACGCAACGCCCCGC
Cre12.g555378 GGAGGCGGAGGTATGGCTCAGGACGATGCG GGTTCCACCACCACCCTACTGCAGGCGGCCG Cre12.g555400 GGAGGCGGAGGTATGTTGAGTGCACTTCCATCC GGTTCCACCACCACCGGCCGAGCTCTTCTCCG
Cre12.g555450 GGAGGCGGAGGTATGGCAGCGACCGTCGA GGTTCCACCACCACCCGACGCCTGCCCGGTC Cre12.g555500 GGAGGCGGAGGTATGGAACGGGGCACAGGCTCAT GGTTCCACCACCACCCGCCGCCAGCACCGCCTG
Cre12.g555550 GGAGGCGGAGGTATGTCGAGCACAGCCAGC GGTTCCACCACCACCCTTGCTGCTGGTGGCGGC Cre12.g555600 GGAGGCGGAGGTATGCGATACGTAGGTAGCTATAGG GGTTCCACCACCACCCTCGAGACACAGCGCCCC
Cre12.g555650 GGAGGCGGAGGTATGGAGCTCCTGGCGTGT GGTTCCACCACCACCCTTGAGCGCGGGGCACTC Cre12.g555700 GGAGGCGGAGGTATGTTGGTATCGGGGCGG GGTTCCACCACCACCCATGGTGCGGCCGCTTGC
Cre12.g555750 GGAGGCGGAGGTATGAAGCTTTGGTCGTTGTTG GGTTCCACCACCACCCAAGGTCACAGTAGCCACG Cre12.g555800 GGAGGCGGAGGTATGGTGTTTGAAGTATTTTGCAACC GGTTCCACCACCACCAACCCTCCGCACAATCCC
Cre12.g555803 GGAGGCGGAGGTATGCCTGCCGATAAACCACGA GGTTCCACCACCACCCCTGCTGCCGCTGCCG Cre12.g555850 GGAGGCGGAGGTATGAGTGAAGACGGCGAGAAG GGTTCCACCACCACCCCGGCCTGGTTGCTGCTG
Cre12.g555951 GGAGGCGGAGGTATGCCGCATGCGGAGG GGTTCCACCACCACCCTGCTTGGCCTGCTTGT Cre12.g556000 GGAGGCGGAGGTATGGCGGGCCGCTCTCGGTCAA GGTTCCACCACCACCGCGCTGGCGCAGGCGGCGTC
Cre12.g556050 GGAGGCGGAGGTATGCGCGGCGCTCCTG GGTTCCACCACCACCCTTCTTGGCCTTCTTCGGCTC Cre12.g556150 GGAGGCGGAGGTATGGGCCCGATGCTGCTTCAAG GGTTCCACCACCACCCCGCTTCCCAGCCGCTAC
Cre12.g556200 GGAGGCGGAGGTATGGACTTTGGCAAGTTCAAGT GGTTCCACCACCACCTCAGCCCCTCAGCACG Cre12.g556228 GGAGGCGGAGGTATGGCGCCTAAGCCTCG GGTTCCACCACCACCCACGCCCAGCTGCTTG
Cre12.g556250 GGAGGCGGAGGTATGTCCAGCACCTATCAGAAGT GGTTCCACCACCACCGAAGCCCCAGCCCTTCTTG Cre12.g556300 GGAGGCGGAGGTATGACTGCTTTTGTACCAGTGT GGTTCCACCACCACCTCACCAGTACGGCACGTA
Cre12.g556400 GGAGGCGGAGGTATGGGGGACCAGTATAACTATT GGTTCCACCACCACCCTCCTGCTTTGCAGCCTCC Cre12.g556450 GGAGGCGGAGGTATGTCTACAGACCAAGCTAGCA GGTTCCACCACCACCTCAATCCAGCCCTAGCAGC
Cre12.g556500 GGAGGCGGAGGTATGCTCACTTCGGCGCAG GGTTCCACCACCACCTCACGCACCCGGCTGC Cre12.g556550 GGAGGCGGAGGTATGCAACACACAGGCGATGG GGTTCCACCACCACCACCAGACACGAACCCCTGTAG
Cre12.g556550 GGAGGCGGAGGTATGCAACACACAGGCGAT GGTTCCACCACCACCACCAGACACGAACCCCTG Cre12.g556600 GGAGGCGGAGGTATGTCTGCCCAAGAATTCTACG GGTTCCACCACCACCGCCCAGCGTGTAGGACTC
Cre12.g556650 GGAGGCGGAGGTATGCAAGAGGAGGGATCTGAGC GGTTCCACCACCACCCCCATCCTCCTCCATGTCCTC Cre12.g556650 GGAGGCGGAGGTATGCAAGAGGAGGGATCTGA GGTTCCACCACCACCCCCATCCTCCTCCATGTCC
Cre12.g556700 GGAGGCGGAGGTATGGTGGCGAGCTATCAAGC GGTTCCACCACCACCGCACCAGTCCGTCTGC Cre12.g556750 GGAGGCGGAGGTATGGCTGTCACGACCGTCAATC GGTTCCACCACCACCATTTGCCGCGGCAGCTGC
Cre12.g556800 GGAGGCGGAGGTATGTACCTGCTGTCCCAGC GGTTCCACCACCACCTATCTGGTATGCCTGCCCC Cre12.g556802 GGAGGCGGAGGTATGGCTGTCACGACCGT GGTTCCACCACCACCACACGTCCCCAATAATGACAC
Cre12.g556803 GGAGGCGGAGGTATGTTAAACTTTTTCATCGCCATA GGTTCCACCACCACCTCATATCTGGTATGCCTGCC Cre12.g556905 GGAGGCGGAGGTATGTCCAAGCGTGCAGC GGTTCCACCACCACCGTAATCCTCACCCGCCGC
Cre12.g556911 GGAGGCGGAGGTATGGCGCAAGACCCGGATC GGTTCCACCACCACCCCGCGCCTGACCCCAGCC Cre12.g556911 GGAGGCGGAGGTATGGCGCAAGACCCGGA GGTTCCACCACCACCCCGCGCCTGACCCCAG
Cre12.g556912 GGAGGCGGAGGTATGTGTTGTGGCAATCATCACC GGTTCCACCACCACCTTAGCGCGCACTAATCTGC Cre12.g556913 GGAGGCGGAGGTATGTGTTGTGGCAATCATCACC GGTTCCACCACCACCTTAGCGCGCACTAATCTGC
Cre12.g556950 GGAGGCGGAGGTATGCCGGCCATTTTCTGTCA GGTTCCACCACCACCCCTTCGCTTGCTCTGCTGC Cre12.g557000 GGAGGCGGAGGTATGGCAGCAGCGGAACAAGAAA GGTTCCACCACCACCCCCCCACGCCGGCGTGAG
Cre12.g557050 GGAGGCGGAGGTATGGAGAACCCTCTTGCGC GGTTCCACCACCACCCTACTGCTGCGCGGCG Cre12.g557078 GGAGGCGGAGGTATGGCGACAGTATTAGCGCTAC GGTTCCACCACCACCTTAACCGCGGCCGGCG
Cre12.g557250 GGAGGCGGAGGTATGGTGAACGGCCCGG GGTTCCACCACCACCGTGCTCCATGGTGGATAGC Cre12.g557252 GGAGGCGGAGGTATGGCTACAATGAGGAGACGC GGTTCCACCACCACCGTCCCAGACCGCAGCGCC
Cre12.g557300 GGAGGCGGAGGTATGGACGACGTCGCGG GGTTCCACCACCACCCTGGCCTTCGCTGAACAG Cre12.g557400 GGAGGCGGAGGTATGGCTTACGGCGGGC GGTTCCACCACCACCGAACTCCTCAACCTCCACATC
Cre12.g557450 GGAGGCGGAGGTATGAACACCTCCACATTCACG GGTTCCACCACCACCTTACTTCGCCGCGGCC Cre12.g557500 GGAGGCGGAGGTATGGCCCAAAATAACGGTGC GGTTCCACCACCACCCTGCTGCTGCTGCTGCTG
Cre12.g557500 GGAGGCGGAGGTATGGCCCAAAATAACGGTGC GGTTCCACCACCACCCTGCTGCTGCTGCTGC Cre12.g557503 GGAGGCGGAGGTATGACCATGGAGACGCTTGATAAG GGTTCCACCACCACCTCAGATGGCGGCGCGG
Cre12.g557600 GGAGGCGGAGGTATGCCGGCCGACCTGACC GGTTCCACCACCACCCTTGTTGAGCGCCGAGGCAATG Cre12.g557700 GGAGGCGGAGGTATGGTCGCCGCCACGCTG GGTTCCACCACCACCGAAGCGGTCCTTGGCTGC
Cre12.g557750 GGAGGCGGAGGTATGAACCAACTAGAGCTCGTGA GGTTCCACCACCACCTTGCACGATGGCCAGCGG Cre12.g557800 GGAGGCGGAGGTATGGACGCGGACCCGCAG GGTTCCACCACCACCATCGTCCTCAAACAGGTTGGG
Cre12.g557850 GGAGGCGGAGGTATGGCTGCACCATTTCAGAA GGTTCCACCACCACCTCACCTCGCCTTGCCG Cre12.g557900 GGAGGCGGAGGTATGGCTAAGCATCCATACTTTCC GGTTCCACCACCACCGTGGGACTTAACTTTCCCGGT
Cre12.g557928 GGAGGCGGAGGTATGCCCGGTACCGCTAC GGTTCCACCACCACCCATGGTGTACAGCGCATAGC Cre12.g557950 GGAGGCGGAGGTATGGGTGAGGAGGGCGAG GGTTCCACCACCACCGTCCTTCTTGGGGCCTGC
Cre12.g558000 GGAGGCGGAGGTATGCCGCTCTACGAGCTG GGTTCCACCACCACCTCACCGCTGGGGCTGG Cre12.g558050 GGAGGCGGAGGTATGGAAGCCAAAAAAGTACCCG GGTTCCACCACCACCTCACCGGGCCTTGTCG
Cre12.g558100 GGAGGCGGAGGTATGTCGTCGTCGCCAAAG GGTTCCACCACCACCCTCGATGTTCCAGCGGAAC Cre12.g558150 GGAGGCGGAGGTATGGAAGCTGCGGCAAG GGTTCCACCACCACCTATCTGCATGCCAGTCTTCG
Cre12.g558250 GGAGGCGGAGGTATGTTCGGCTTGGGGAAGC GGTTCCACCACCACCCAGCTGCCACCATTTTTTGTTG Cre12.g558300 GGAGGCGGAGGTATGAGCATTCTTCTCTGTTGCA GGTTCCACCACCACCTCACCGAAGGTGCTGCG
Cre12.g558350 GGAGGCGGAGGTATGCTATTTAAGGTGAAGCACATC GGTTCCACCACCACCTTACGGCAGCAGGCGC Cre12.g558352 GGAGGCGGAGGTATGTCCCCATACCAAAGCCG GGTTCCACCACCACCGAACCGTGAACAGCAGCA
Cre12.g558353 GGAGGCGGAGGTGACTCTCCGCTCAAGCGC GGTTCCACCACCACCCTGCTGCTGACGCGGC Cre12.g558400 GGAGGCGGAGGTATGGCGAGCACTAGTAGCG GGTTCCACCACCACCTTCCGCCTCCATCGCGGC
Cre12.g558450 GGAGGCGGAGGTATGGCGTCCAAGCCCTCC GGTTCCACCACCACCTTGGAAGGTGAGGCAGCC Cre12.g558550 GGAGGCGGAGGTATGTTGCTACAACGCAAGGTC GGTTCCACCACCACCCGCCCTTGCCGTGCTG
Cre12.g558600 GGAGGCGGAGGTATGTCTGGGACGCCGCTC GGTTCCACCACCACCCTCCTCCGCATTGCCCTC Cre12.g558650 GGAGGCGGAGGTATGACGGGCCCTCAGCAG GGTTCCACCACCACCGAACGGGCCGCTGACCGTG
Cre12.g558700 GGAGGCGGAGGTATGGCAGCCAACCTGCGTTA GGTTCCACCACCACCCGACGCGGTGGGCAGGATG Cre12.g558750 GGAGGCGGAGGTATGGACTCAACAAGCCACC GGTTCCACCACCACCGCACGGGGGCTTGTAC
Cre12.g558850 GGAGGCGGAGGTATGGCGGCACGCCAGGCC GGTTCCACCACCACCTGCTCGCGCTGCCGCCCC Cre12.g558900 GGAGGCGGAGGTATGGCCCTGCGCTGCA GGTTCCACCACCACCCTTCTTGCCGCCGAAGGG
Cre12.g558950 GGAGGCGGAGGTATGGCAGCCGAACCCCAGAAC GGTTCCACCACCACCCGCCGCCACAGCCTCTGC Cre12.g559000 GGAGGCGGAGGTATGCAGGTGGTAGCCGTGG GGTTCCACCACCACCCCTGCGCACCCCCACC
Cre12.g559050 GGAGGCGGAGGTATGGCCCAAATTGCGCG GGTTCCACCACCACCGAACCATTCCTCCGCTGG Cre12.g559054 GGAGGCGGAGGTATGCCCCTTCCCACACC GGTTCCACCACCACCGCAGCAGGTGTTGTCCG
Cre12.g559100 GGAGGCGGAGGTATGTCCTTAATTGACACGGAGC GGTTCCACCACCACCCTAACAGGGCAGCCAGGG Cre12.g559150 GGAGGCGGAGGTATGCTGGCGACTCGTTG GGTTCCACCACCACCCACAGTGCTGTTGTCAGGC
Cre12.g559250 GGAGGCGGAGGTATGGCGGTCGACCGGG GGTTCCACCACCACCGGGCTCAGCGTCCTCAA Cre12.g559300 GGAGGCGGAGGTATGCCCACTCCGCGCGCAG GGTTCCACCACCACCCTCCGGCAACGCCTCCAG
Cre12.g559300 GGAGGCGGAGGTATGCCCACTCCGCGCG GGTTCCACCACCACCCTCCGGCAACGCCTCC Cre12.g559350 GGAGGCGGAGGTATGGTTCGGCCAGCTGAG GGTTCCACCACCACCCTGGGCCTTCTTATCCACCG
Cre12.g559400 GGAGGCGGAGGTATGCGGTGCTGGGAGATACA GGTTCCACCACCACCCACCTTGTCCTGTGGCTGC Cre12.g559400 GGAGGCGGAGGTATGCGGTGCTGGGAGA GGTTCCACCACCACCCACCTTGTCCTGTGGCTG
Cre12.g559450 GGAGGCGGAGGTATGGTGCTCCCATTCATAGGC GGTTCCACCACCACCGAGCTGGTTGCGGCTGAC Cre12.g559550 GGAGGCGGAGGTATGATGCTCGCCAAGACTC GGTTCCACCACCACCCTGCTGTTGCTGGTCTGG
Cre12.g559553 GGAGGCGGAGGTATGGTGCTGGCTGGGC GGTTCCACCACCACCCATCGCCCGCCTTGCC Cre12.g559554 GGAGGCGGAGGTATGGGGGGGGGCGTAC GGTTCCACCACCACCTCAGCCTGCGCGCTTG
Cre12.g559555 GGAGGCGGAGGTATGGGTGTCACGACGACAATC GGTTCCACCACCACCCCCCGCACCAGCCACG Cre12.g559600 GGAGGCGGAGGTATGTGGGACGGCTACAAGCG GGTTCCACCACCACCCTTGCCCCTGGCGGCC
Cre12.g559700 GGAGGCGGAGGTATGATGCTCGCCAAGACTC GGTTCCACCACCACCCTGCTGTTGCTGGTCTGG Cre12.g559703 GGAGGCGGAGGTATGACAGATCTCAAAACGGAGC GGTTCCACCACCACCCTACTGCTGTTGCTGGTCTG
Cre12.g559704 GGAGGCGGAGGTATGAACAGCGCGGAGTCC GGTTCCACCACCACCTTCGCCGGAGCAGGTT Cre12.g559750 GGAGGCGGAGGTATGGCCTCTGTCCGTCGAC GGTTCCACCACCACCCCGCCGACCGATGGCG
Cre12.g559800 GGAGGCGGAGGTATGGCTACCGTATCCTTCCCG GGTTCCACCACCACCCTGCAGAAGCCCCATGACG Cre12.g559850 GGAGGCGGAGGTATGGCGGACTACGGGCGAG GGTTCCACCACCACCGCTGGCTGCTGCCTTGGG
Cre12.g559900 GGAGGCGGAGGTATGGCGTATACACACCGGC GGTTCCACCACCACCGAAGACAGTAGACACAGACGC Cre12.g559950 GGAGGCGGAGGTATGCTTCGACAACTAGGTCTGG GGTTCCACCACCACCGTGGGGCTTGGGCTTGTG
Cre12.g560100 GGAGGCGGAGGTATGCTTCGCTCGCTCCG GGTTCCACCACCACCGGGGGTAGAGAACAGCGC Cre12.g560150 GGAGGCGGAGGTATGAACCCCGAGTACGACTACC GGTTCCACCACCACCGCAGCAAGACGACGACTTG
Cre12.g560200 GGAGGCGGAGGTATGACGTCAGAGGAGCTATCTG GGTTCCACCACCACCCCGGTCCAGGTAGCGCAC Cre12.g560250 GGAGGCGGAGGTATGGCCCCGCAACGTT GGTTCCACCACCACCCAGAGTCTGCAGCGGC
Cre12.g560300 GGAGGCGGAGGTATGGCTTCTGAGGAGCAGG GGTTCCACCACCACCGTACTGGCCCTCAGCGC Cre12.g560350 GGAGGCGGAGGTATGGCGAAGGACGGGTCTA GGTTCCACCACCACCCTACCACCCGCGCGCT
Cre12.g560500 GGAGGCGGAGGTATGGTGGCGGTGGAGG GGTTCCACCACCACCTGCCTTACTATGTGGCCCC Cre12.g560550 GGAGGCGGAGGTATGCTCGTTGGGAAGCAAT GGTTCCACCACCACCCTAAGCCGCCGCCACA
Cre12.g560650 GGAGGCGGAGGTATGCATTCGCAGGGCG GGTTCCACCACCACCTGTCCGTTGCCGTCGTA Cre12.g560700 GGAGGCGGAGGTATGCTTTTGACCCGCTTAGGAG GGTTCCACCACCACCCGTCCCTCCTGACGCTCC
Cre12.g560750 GGAGGCGGAGGTATGAGAGCGCTTGTAGGACAAC GGTTCCACCACCACCACCCTGCACTAGCAAATAAAACA Cre12.g560800 GGAGGCGGAGGTATGGGCACAAATTATTTGCTGC GGTTCCACCACCACCCAAGTCCTCATGCCCTGCTG
Cre12.g560900 GGAGGCGGAGGTATGGCCCTCGCTTCAACG GGTTCCACCACCACCCTGCGTGAGCAGCGCCTC Cre12.g560902 GGAGGCGGAGGTATGCACGCCGACGCCC GGTTCCACCACCACCGCCTAGCACGGCCAGC
Cre12.g560950 GGAGGCGGAGGTATGCAGACCCTGGCCTCC GGTTCCACCACCACCCGACAGGTTCGCGCCCTG Cre12.g561000 GGAGGCGGAGGTATGCGCACGAATTATGCCAGAA GGTTCCACCACCACCCGGCACACTGGGCAGCAC
Cre12.g561050 GGAGGCGGAGGTATGCCAGGGAGGAGACCG GGTTCCACCACCACCCGCCCATAGCCGCGGG Cre12.g561101 GGAGGCGGAGGTATGACCGCCGTTGTCTTG GGTTCCACCACCACCCAGCCAGATGCGCGGG
Cre12.g561150 GGAGGCGGAGGTATGAGCAGTCTGGATTTACAATAT GGTTCCACCACCACCCTACGCTGGGTCAACCT Cre12.g561200 GGAGGCGGAGGTATGATGGACATCGGGAGGCT GGTTCCACCACCACCCTCCCATGGAGCCTTGCC
Cre12.g561300 GGAGGCGGAGGTATGACCAGCGTAGTTTCGC GGTTCCACCACCACCTGAGCCTTTCCGCCGC Cre12.g561350 GGAGGCGGAGGTATGTCTGGCGCCACGAAAGAAG GGTTCCACCACCACCTTTAGCTGCCGCCTCCGC
Cre12.g561400 GGAGGCGGAGGTATGTCGGGCGACGGGG GGTTCCACCACCACCTCACTTTTTCCGGCTGATACCA Cre12.g561450 GGAGGCGGAGGTATGAGAAGCGGCGCGCTG GGTTCCACCACCACCCTGCCCCTGGCAACTGGAG
Cre12.g561500 GGAGGCGGAGGTATGCTGTCATGGAAGGACGA GGTTCCACCACCACCAGCCACCTTGGGCGCT Cre12.g561550 GGAGGCGGAGGTATGGCCGCCAATGGGC GGTTCCACCACCACCTTACTTCTTCTTCTTGCCCTTCTT
Cre12.g561601 GGAGGCGGAGGTATGCAACATTGCTCTGCAAC GGTTCCACCACCACCGTGCTGGACCAGCTGC Cre12.g561602 GGAGGCGGAGGTATGGCAGCGGAGGCGG GGTTCCACCACCACCCCTGCGCTGTGGTGATAGG
Cre13.g561850 GGAGGCGGAGGTATGCAGCAGGTCTGCACG GGTTCCACCACCACCCCAGAAGTTGTACCATTTGGCC Cre13.g561950 GGAGGCGGAGGTATGGCTCTCTTGAGCACTATTTC GGTTCCACCACCACCTCAGACGTCACCTCTTCCA
Cre13.g562000 GGAGGCGGAGGTATGACCTCAACTCATTGTATCGC GGTTCCACCACCACCTCAGTTGCGCTTGGAGC Cre13.g562062 GGAGGCGGAGGTATGGACAAACCGGAGGGC GGTTCCACCACCACCGCGCCTAAAGAACAGCTGG
Cre13.g562100 GGAGGCGGAGGTATGGTACGAGAGTGGAAGCG GGTTCCACCACCACCATGCCGTACAAGGCGGC Cre13.g562150 GGAGGCGGAGGTATGGCGAGCCGGACGC GGTTCCACCACCACCCACGTTGAATCGGAACAGCAG
Cre13.g562200 GGAGGCGGAGGTATGGCGGGGCGAGACG GGTTCCACCACCACCCTACTCTCCTGCAGGTTTCCC Cre13.g562300 GGAGGCGGAGGTATGTCTGACGTCCAGCCT GGTTCCACCACCACCGGTCAGCCGCGCTACT
Cre13.g562326 GGAGGCGGAGGTATGGAGCATTTAAGCCTCTTCA GGTTCCACCACCACCTCAGCATGGGTCAGTGGC Cre13.g562350 GGAGGCGGAGGTATGTCAGTAGTCGGCGCC GGTTCCACCACCACCTCAAGACCGCGGGTGG
Cre13.g562400 GGAGGCGGAGGTATGGGCGACCAGGTTGG GGTTCCACCACCACCTCAGGGTGAGGCCCCC Cre13.g562450 GGAGGCGGAGGTATGGACGTGCAAGCGCT GGTTCCACCACCACCCTTGCCCCCCTCCGCG
Cre13.g562475 GGAGGCGGAGGTATGGGCAGCGACGATACTC GGTTCCACCACCACCCACAATGCCGGCGGGC Cre13.g562501 GGAGGCGGAGGTATGCAGTCCATTCTCGGAATAG GGTTCCACCACCACCCTACGGCTGCAGCACC
Cre13.g562526 GGAGGCGGAGGTATGGAAGCGCGCAGTC GGTTCCACCACCACCCCCCTCATGGCTCTTGTGA Cre13.g562550 GGAGGCGGAGGTATGCTTCTCAGCTCCGGGAG GGTTCCACCACCACCCACGCCACATATGCTGAGCAT
Cre13.g562650 GGAGGCGGAGGTATGGGCGTGAGCGACG GGTTCCACCACCACCCCAGAAGCCGCCATGC Cre13.g562800 GGAGGCGGAGGTATGGATGAAGAAGTCAATGTTCA GGTTCCACCACCACCCTACTTGCTGCTTGTGAGTC
Cre13.g562850 GGAGGCGGAGGTATGCTGGTCGCAAAGCAC GGTTCCACCACCACCTTACGCCTGCACCTGCG Cre13.g562900 GGAGGCGGAGGTATGGCCCTATCCCTCGC GGTTCCACCACCACCGAAGAACCGGGTCTTGAACG
Cre13.g562950 GGAGGCGGAGGTATGGAGGTGCTGTGTTCCC GGTTCCACCACCACCCGCATGAACGCCACCT Cre13.g563050 GGAGGCGGAGGTATGTCGCGGTACAACAACG GGTTCCACCACCACCCTAGTCATAGTAGTAGTTGCGGC
Cre13.g563100 GGAGGCGGAGGTATGTCGCAGCGCTACAAC GGTTCCACCACCACCCTTGCGGTAGTACCCCTGG Cre13.g563150 GGAGGCGGAGGTATGCGGACCTGCATACGT GGTTCCACCACCACCTGCGGCCTGGATGAAGT
Cre13.g563200 GGAGGCGGAGGTATGGCGGCCGTGACTGCT GGTTCCACCACCACCGAACTGCAGCCCCCGCGC Cre13.g563250 GGAGGCGGAGGTATGGCTGACACCGTTGTACG GGTTCCACCACCACCGCACGCGGCGGTAGTG
Cre13.g563326 GGAGGCGGAGGTATGGTGTCGTCGTATGCCT GGTTCCACCACCACCGGGGCCAACTACGTTGG Cre13.g563350 GGAGGCGGAGGTATGAGCGACCGGCGGA GGTTCCACCACCACCCCTCCATGACAGGCTCTTGA
Cre13.g563400 GGAGGCGGAGGTATGAAGATCCCAGCGGCG GGTTCCACCACCACCACCAACAGGAAGGGGGC Cre13.g563450 GGAGGCGGAGGTATGCGACGAGATCTTCCGG GGTTCCACCACCACCGCCAGCCGTCCCAAAG
Cre13.g563476 GGAGGCGGAGGTATGTCGCTGCCCGCTG GGTTCCACCACCACCCACCATCGGGATCTTGTGG Cre13.g563500 GGAGGCGGAGGTATGTCATCGCGTCGCTAC GGTTCCACCACCACCCGGCGACACAGCAACC
Cre13.g563550 GGAGGCGGAGGTATGACAGAGCAAGCTTCACAAG GGTTCCACCACCACCTCCCTGCAACAGCCGCAAG Cre13.g563600 GGAGGCGGAGGTATGCTGAAGCTGGACCCT GGTTCCACCACCACCGCTCATCCCCTCGCGA
Cre13.g563650 GGAGGCGGAGGTATGAACGCGAAGTACGAAGAT GGTTCCACCACCACCCTACACCAGCCCCTGCC Cre13.g563733 GGAGGCGGAGGTATGCAGCGAAGGCTCAGG GGTTCCACCACCACCTTTCCCCACGCCTGCC
Cre13.g563800 GGAGGCGGAGGTATGGCCCTCCCCGTTG GGTTCCACCACCACCCGACGCCTGCACCTCC Cre13.g563850 GGAGGCGGAGGTATGATCGGCAAGCTGCACC GGTTCCACCACCACCTCATGCCGGCTGCGGT
Cre13.g563876 GGAGGCGGAGGTATGTCGTTTCTCTGGCATACTG GGTTCCACCACCACCTCAGCCTGCGCGCTTG Cre13.g563900 GGAGGCGGAGGTATGCTCCCACTACCCACAC GGTTCCACCACCACCGCGACAACCGGCTGCC
Cre13.g563926 GGAGGCGGAGGTATGAGGTGCGATGGGCG GGTTCCACCACCACCGGAGCCTGCTGCGCCT Cre13.g563950 GGAGGCGGAGGTATGCCCGGAAAGTTTAAGTTCA GGTTCCACCACCACCCTAGCGGCGGCTTGCA
Cre13.g564000 GGAGGCGGAGGTATGACAGAGGCCATGAAGAATGA GGTTCCACCACCACCGGCCTCCCGTGGAGTTGC Cre13.g564050 GGAGGCGGAGGTATGGCGCTGAACACCCT GGTTCCACCACCACCCAACGTGGCGCCATCA
Cre13.g564100 GGAGGCGGAGGTATGATTCTTAGGCACGCGCG GGTTCCACCACCACCCATGAGCGCCAGCCGC Cre13.g564151 GGAGGCGGAGGTATGCGCCATCAGGGGC GGTTCCACCACCACCTCCGCGTTCATTGCCC
Cre13.g564200 GGAGGCGGAGGTATGCGCTCGGCCCTGC GGTTCCACCACCACCCATGGGCAGGACCTTGCC Cre13.g564350 GGAGGCGGAGGTATGGCAAGTGCCGCTATTG GGTTCCACCACCACCCATCCAAGCCGACCAGC
Cre13.g564426 GGAGGCGGAGGTATGGCGCTGCAGCGGT GGTTCCACCACCACCGCGGCGAGTCGGAGCC Cre13.g564450 GGAGGCGGAGGTATGCTGAGCGATCGCGG GGTTCCACCACCACCTGGCACTGCGCCCACG
Cre13.g564500 GGAGGCGGAGGTATGGGATGCAGTAGCTCAAAGC GGTTCCACCACCACCCAGCCCCGCACCCAGTCC Cre13.g564550 GGAGGCGGAGGTATGGCATTCCAGTACCTTTCTT GGTTCCACCACCACCTCATGCGTCTTCCTCCTCG
Cre13.g564583 GGAGGCGGAGGTATGCATCACGGTCACAGC GGTTCCACCACCACCCTACGGCTGCCCCTGC Cre13.g564650 GGAGGCGGAGGTATGGGTAGCTCGCAGCGC GGTTCCACCACCACCGTGTACATACTTGTTCGCGATGG
Cre13.g564700 GGAGGCGGAGGTATGGCCGACGCCATGGAC GGTTCCACCACCACCAAATGCACTGCTCGTGCC Cre13.g564750 GGAGGCGGAGGTATGCAGCGCACCGGCG GGTTCCACCACCACCAGACAGGCGGAAGTCCACC
Cre13.g564800 GGAGGCGGAGGTATGCTTGGTCTCATCAACAACG GGTTCCACCACCACCTGTGTAGGTGTAGGTCAGGTGG Cre13.g564812 GGAGGCGGAGGTATGGCGGCGCTGATGC GGTTCCACCACCACCGAACAGCGGCATGCTTGC
Cre13.g564850 GGAGGCGGAGGTATGAGGCAACTACGAAGTCCG GGTTCCACCACCACCTCATCCTGCCGCGGCC Cre13.g564900 GGAGGCGGAGGTATGGGGGAGGCAAGCGGT GGTTCCACCACCACCCTCCTTGGCGCTGGTGCTCTTG
Cre13.g564950 GGAGGCGGAGGTATGAATGTTAGCACGGAGCTTC GGTTCCACCACCACCCACGTTGCGCTTCAGCGT Cre13.g564950 GGAGGCGGAGGTATGAATGTTAGCACGGAGCTT GGTTCCACCACCACCCACGTTGCGCTTCAGCG
Cre13.g565000 GGAGGCGGAGGTATGGCTCTCTTTGCAGACTC GGTTCCACCACCACCGGCGACTCGTGTTGATGG Cre13.g565050 GGAGGCGGAGGTATGGAGCGAATTGAGGACGG GGTTCCACCACCACCCACCGGCAGCCCCCAG
Cre13.g565083 GGAGGCGGAGGTATGGACCGCACCAATCCG GGTTCCACCACCACCTCATGTGCGCGCCGCT Cre13.g565116 GGAGGCGGAGGTATGGTCACGTGCTGGTCG GGTTCCACCACCACCTTGGAACCTGGCGGCC
Cre13.g565150 GGAGGCGGAGGTATGAAGAAGGGCGCGTTC GGTTCCACCACCACCCCAGGGTCCTCGCTGC Cre13.g565250 GGAGGCGGAGGTATGATGCAAAGCTCGGAGGG GGTTCCACCACCACCTCATGCAGGGCCGCCC
Cre13.g565260 GGAGGCGGAGGTATGCGGCCAACTGAGGC GGTTCCACCACCACCCTAGGCGGCTGCGGGC Cre13.g565270 GGAGGCGGAGGTATGCCAGAAGGTAGTGGCA GGTTCCACCACCACCCTGCACGGGGTGTACGC
Cre13.g565280 GGAGGCGGAGGTATGCAGCAGGTGCAGCAG GGTTCCACCACCACCCTCGGCGGCACCGCTG Cre13.g565301 GGAGGCGGAGGTATGAAGGTGCAAAAAGCCTTG GGTTCCACCACCACCGGACGTCTTCTGCTTGATGT
Cre13.g565311 GGAGGCGGAGGTATGGAGCGTCCCATCCC GGTTCCACCACCACCCTCCGCATCAGACTTGCTG Cre13.g565321 GGAGGCGGAGGTATGCAGCGCTTGCCGA GGTTCCACCACCACCGAGATGGTGCGGCAGGC
Cre13.g565350 GGAGGCGGAGGTATGGTATCCGATGCCTCAAGA GGTTCCACCACCACCCTAGCGGACCGCCATGC Cre13.g565400 GGAGGCGGAGGTATGACGGATGCGGAAGCG GGTTCCACCACCACCGGACGTCTTCTGCTTGATGT
Cre13.g565450 GGAGGCGGAGGTATGAACACGACACTCCGCTC GGTTCCACCACCACCGAGGTGGTGCGGCAGGCT Cre13.g565484 GGAGGCGGAGGTATGGTTGAGAAGGGGCGC GGTTCCACCACCACCGTCAGCCAGTCCGTCACG
Cre13.g565517 GGAGGCGGAGGTATGCAGCAGTTGCGGG GGTTCCACCACCACCGCTCTCAGCGCCATCAG Cre13.g565550 GGAGGCGGAGGTATGAACCAACCGGACCGTTAC GGTTCCACCACCACCGTGCATGCTGGCTGCCGA
Cre13.g565600 GGAGGCGGAGGTATGACCTGTACGCAGCTGACA GGTTCCACCACCACCCCGCAGCAGGGGCGAC Cre13.g565650 GGAGGCGGAGGTATGGGCCTATACAACGTTACCA GGTTCCACCACCACCGTAGATGCGGTCGAGGACATAG
Cre13.g565700 GGAGGCGGAGGTATGGAGCAGGCCGACA GGTTCCACCACCACCCGAGCACATGGCGGGA Cre13.g565750 GGAGGCGGAGGTATGACGAAAGGCAAGAGAGGC GGTTCCACCACCACCCTCCAGCAGCTGGGTGAC
Cre13.g565800 GGAGGCGGAGGTATGGCCGCTCCTCTCGCT GGTTCCACCACCACCCGCAGTCTTGGCAGGGTT Cre13.g565850 GGAGGCGGAGGTATGCTGACGAAGTTTGAGACT GGTTCCACCACCACCTTACCGCGTCTGCTGCG
Cre13.g565900 GGAGGCGGAGGTATGAGCTCCAGAGCTATCCGG GGTTCCACCACCACCTCCCTTCAATCTGCCAGCC Cre13.g565900 GGAGGCGGAGGTATGAGCTCCAGAGCTATCCG GGTTCCACCACCACCTCCCTTCAATCTGCCAGCC
Cre13.g565950 GGAGGCGGAGGTATGACGCTGAGCCTGGA GGTTCCACCACCACCCTACACGGCCACTGCG Cre13.g566000 GGAGGCGGAGGTATGACGGGCGCTGACGTGAAG GGTTCCACCACCACCCGACAGGCCCACAATCTTGC
Cre13.g566050 GGAGGCGGAGGTATGCCGAAGATTGCCCCT GGTTCCACCACCACCGTTCCCAGTGGCGATGG Cre13.g566100 GGAGGCGGAGGTATGGTTGAAGCGTGGCCA GGTTCCACCACCACCGCTACTGGCCGCCGCT
Cre13.g566150 GGAGGCGGAGGTATGCTGAGCGCTCGTGTG GGTTCCACCACCACCCGCGGCCTCAGAGCCC Cre13.g566200 GGAGGCGGAGGTATGGACGCTCTGGCGAAC GGTTCCACCACCACCCTGGCTGCCCTCCGGC
Cre13.g566250 GGAGGCGGAGGTATGCAGTCCGCTGCGAGG GGTTCCACCACCACCCGCAAAGCCCATGAGCGG Cre13.g566300 GGAGGCGGAGGTATGAGCTTACTTCCCAGCAAA GGTTCCACCACCACCGATCAGCATTTCGTCCTCCTC
Cre13.g566400 GGAGGCGGAGGTATGCGACGACGGGCCG GGTTCCACCACCACCCAGCTGCAACTCCTCCAGG Cre13.g566450 GGAGGCGGAGGTATGCCGCTCTTTTCATGTTTCG GGTTCCACCACCACCTTGCTGCTGCCCCTCCGC
Cre13.g566500 GGAGGCGGAGGTATGCAGCATCAGCAGCAT GGTTCCACCACCACCGCAGTACCGGGCATCAGG Cre13.g566550 GGAGGCGGAGGTATGGTTCCGAGCCCTGC GGTTCCACCACCACCCTTCTCTTGCTGCTCCAGG
Cre13.g566626 GGAGGCGGAGGTATGGCCAGGAACCCAACC GGTTCCACCACCACCGAGCTTGGGCTGCCGT Cre13.g566650 GGAGGCGGAGGTATGAGCAAGCCTGCTTCCTAC GGTTCCACCACCACCCTTCTCGGGCTTGGCCGC
Cre13.g566700 GGAGGCGGAGGTATGGACATTCCACCAAACCAA GGTTCCACCACCACCCTGCTTGGCGAAGGTGAT Cre13.g566750 GGAGGCGGAGGTATGCAGAATCTGTCCGTTGAG GGTTCCACCACCACCGCGGTCAGTCGAGTCCG
Cre13.g566800 GGAGGCGGAGGTATGCTGACACTGACGAGGC GGTTCCACCACCACCCTAGCCCCGGCCGAAG Cre13.g566850 GGAGGCGGAGGTATGTCCAGCATTTTTGGCAGC GGTTCCACCACCACCCTACTGCTTGCCCGCC
Cre13.g566925 GGAGGCGGAGGTATGGGCGACGAAGCCC GGTTCCACCACCACCTGCCAGAAGCCATTCTTCATC Cre13.g566951 GGAGGCGGAGGTATGGGCGACGAAGCCC GGTTCCACCACCACCTGCCAGAAGCCATTCTTCATC
Cre13.g567000 GGAGGCGGAGGTATGGAGCGTGGGCGTG GGTTCCACCACCACCGCTGCTGGTGCCCTTC Cre13.g567050 GGAGGCGGAGGTATGTCGCTCAGTCAGTGGT GGTTCCACCACCACCACTCGAACGCCGACGG
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Cre13.g567075 GGAGGCGGAGGTATGGGTGACCATGGCACAG GGTTCCACCACCACCATCATCGAGATCCAGGTTCCAA Cre13.g567100 GGAGGCGGAGGTATGCGGGTGCCAACTCTG GGTTCCACCACCACCCTTCTCCGCTCCCTCCCC
Cre13.g567150 GGAGGCGGAGGTATGGATTTCTCCGAGTCCTTCC GGTTCCACCACCACCTCACGCGGTGAGGTAGG Cre13.g567200 GGAGGCGGAGGTATGGATTTCACTCTCGCGGG GGTTCCACCACCACCCTGCTGTTGCGGAGGTGAT
Cre13.g567200 GGAGGCGGAGGTATGGATTTCACTCTCGCGG GGTTCCACCACCACCCTGCTGTTGCGGAGGTG Cre13.g567250 GGAGGCGGAGGTATGGACAGGAAGCACACATCAT GGTTCCACCACCACCAAAGAACGAGCCTGTGAAAGGC
Cre13.g567300 GGAGGCGGAGGTATGCCGCCGGCTGCAC GGTTCCACCACCACCAGCAGCAGTAAGTTCTGCGTG Cre13.g567327 GGAGGCGGAGGTATGACGGAAAGCCAGCCC GGTTCCACCACCACCTCGCGGCTGGGCCAAG
Cre13.g567363 GGAGGCGGAGGTATGCCCTATGATGCACAGCCA GGTTCCACCACCACCCTGCGCCCCGTCGTCG Cre13.g567450 GGAGGCGGAGGTATGGCTGACGAGACTGTCG GGTTCCACCACCACCCTTCTTGGCCTTCTTGGGG
Cre13.g567550 GGAGGCGGAGGTATGCAAAACTACACGGTCCTC GGTTCCACCACCACCTCACATGAGCGCCGCC Cre13.g567600 GGAGGCGGAGGTATGAACCGGCTGGGCGCTC GGTTCCACCACCACCCTTGGCGATCTTCGCCTTGTC
Cre13.g567626 GGAGGCGGAGGTATGTACCGGTCCGGCC GGTTCCACCACCACCTTAAGCCGCCGCACCG Cre13.g567650 GGAGGCGGAGGTATGCGGCCACTCTGTCTTCTT GGTTCCACCACCACCACTGCTGTCAGCGCCAGT
Cre13.g567700 GGAGGCGGAGGTATGTCTGGCAAGGGCGC GGTTCCACCACCACCCGCCATCATGGGCAGG Cre13.g567750 GGAGGCGGAGGTATGGATGCCCTCAAGGCC GGTTCCACCACCACCGTGCTTCTTTCCACCACCG
Cre13.g567800 GGAGGCGGAGGTATGTTGAAGAGCATGAAGCAGA GGTTCCACCACCACCTACTCTTAGCAGTGCGGACAG Cre13.g567901 GGAGGCGGAGGTATGACGTGTGCGCTGTGC GGTTCCACCACCACCCTTGCTCCCGGTGTAGAAGTC
Cre13.g567950 GGAGGCGGAGGTATGGCTACTCTTCAGGCTAAGA GGTTCCACCACCACCTTAGATGGTGGTGTTGTCGG Cre13.g568000 GGAGGCGGAGGTATGAATCCCGCCGGGT GGTTCCACCACCACCTAGCTGCTGCATGCGC
Cre13.g568025 GGAGGCGGAGGTATGCCTCCAGCGCCTG GGTTCCACCACCACCCTAGACTCCAAAACCTTTACAGTG Cre13.g568050 GGAGGCGGAGGTATGAGCTCCCAGCAGCAG GGTTCCACCACCACCCTCTTCCGGAGTCTGCAGGTC
Cre13.g568100 GGAGGCGGAGGTATGCGCGACGGCAGCG GGTTCCACCACCACCGCGACAGAACGGCGTCAG Cre13.g568150 GGAGGCGGAGGTATGCTTGGGTGTCAGCGA GGTTCCACCACCACCCTACCCCCTCCGCCCG
Cre13.g568176 GGAGGCGGAGGTATGGTCGGAACTGATGAGAGC GGTTCCACCACCACCGGCCCACCACTGCTGG Cre13.g568200 GGAGGCGGAGGTATGAGTCGGACGCCGCAC GGTTCCACCACCACCCTCGTGCACGGCAGTCAG
Cre13.g568250 GGAGGCGGAGGTATGGACTTCGCACCCCC GGTTCCACCACCACCCCCGCCACGCGGATAA Cre13.g568300 GGAGGCGGAGGTATGGGCGCGAGCTCGG GGTTCCACCACCACCGTTGCCGCCAGACGCC
Cre13.g568316 GGAGGCGGAGGTATGCAGCAATGTTCACCAGA GGTTCCACCACCACCTGGATTACTGCGCGCCC Cre13.g568350 GGAGGCGGAGGTATGACGCTAGTGGGTCGTCA GGTTCCACCACCACCCTTCTTGCCCTGCTGCTGC
Cre13.g568500 GGAGGCGGAGGTATGTCGAGCAGTGATTCGGATG GGTTCCACCACCACCCTGCCATTTCATGGCTGTAGC Cre13.g568500 GGAGGCGGAGGTATGTCGAGCAGTGATTCGG GGTTCCACCACCACCCTGCCATTTCATGGCTGTAGC
Cre13.g568550 GGAGGCGGAGGTATGGCTGACCTTTTTGAGAAGA GGTTCCACCACCACCTCAGAAGTCTCGCAGCATG Cre13.g568650 GGAGGCGGAGGTATGGCTGTCGGCAAGAACA GGTTCCACCACCACCTTAGGCGGTGGCGGCC
Cre13.g568672 GGAGGCGGAGGTATGGTGACCAAGGCGGC GGTTCCACCACCACCGCCGTACAGCACGGCC Cre13.g568700 GGAGGCGGAGGTATGGCGGAGGGCGACG GGTTCCACCACCACCCTGCTCAGCACCCTCGC
Cre13.g568750 GGAGGCGGAGGTATGCCAACTTCTTTGAGCCA GGTTCCACCACCACCGAACATGCCTTGTTTTCGCA Cre13.g568800 GGAGGCGGAGGTATGCTGCGCCAGCTTGCTA GGTTCCACCACCACCCTTCTTGGGCGGCGCGTC
Cre13.g568850 GGAGGCGGAGGTATGCTCGCGTCGCTGC GGTTCCACCACCACCCTAAGCTGCCGCGGTG Cre13.g568900 GGAGGCGGAGGTATGGTCAAGTACGCTCGTG GGTTCCACCACCACCTTACGCCGAGGCGGTG
Cre13.g568950 GGAGGCGGAGGTATGCAACGGCATTTGCTAGAGT GGTTCCACCACCACCACTCAGCGTGAGTAGGTACTCT Cre13.g569000 GGAGGCGGAGGTATGGCGGCGCCTGAAC GGTTCCACCACCACCCTGTGCAACGCCACCC
Cre13.g569050 GGAGGCGGAGGTATGGATGCTGCGCCCA GGTTCCACCACCACCAAACTTGAGCGAGCCAAGC Cre13.g569100 GGAGGCGGAGGTATGGCGGCGCCTGAAC GGTTCCACCACCACCTCAGGGCTGCCACCGC
Cre13.g569150 GGAGGCGGAGGTATGAAGAAGTGTCTGGAATCAAA GGTTCCACCACCACCTCAGGGCAGGAACTGC Cre13.g569200 GGAGGCGGAGGTATGGTTTTGCAAGAACTAGGAAGC GGTTCCACCACCACCTCACTTGCCCATGCCGC
Cre13.g569250 GGAGGCGGAGGTATGCAGCTTTCCCAAGCG GGTTCCACCACCACCCCAGCGCTTGGTCAGC Cre13.g569275 GGAGGCGGAGGTATGAACGCGGAGACAAGTG GGTTCCACCACCACCCTACTGCCGGCCCCCA
Cre13.g569300 GGAGGCGGAGGTATGGCGTCGCAGCAGA GGTTCCACCACCACCTTCAATCTCAACGCAGTCCG Cre13.g569326 GGAGGCGGAGGTATGTCTCTACATCGGGCCC GGTTCCACCACCACCGCCCACTTTTCCCTTGCG
Cre13.g569350 GGAGGCGGAGGTATGGCTACTGCCTCCTCCTC GGTTCCACCACCACCTCACGCCTTCGCCGCG Cre13.g569400 GGAGGCGGAGGTATGTCTTCTGAGATCCCCACAAC GGTTCCACCACCACCCTCAGCCTCCAGCGGGAT
Cre13.g569450 GGAGGCGGAGGTATGCAGAAATGGACGCTGGA GGTTCCACCACCACCCCAGCAGAAGCGCGGCAG Cre13.g569500 GGAGGCGGAGGTATGACTTCCGAGGTTCCCAC GGTTCCACCACCACCCTCGGCCTCCAGCGGGAT
Cre13.g569600 GGAGGCGGAGGTATGATACTAAGGCAATCGGGC GGTTCCACCACCACCGTACTTGGCGTTGACAGGC Cre13.g569700 GGAGGCGGAGGTATGTCTAGTCGTTGCAGCG GGTTCCACCACCACCCGCCTGCTGCTGCTCC
Cre13.g569750 GGAGGCGGAGGTATGGCCCTGCTGGCAG GGTTCCACCACCACCCACAAACTGCGACACCCA Cre13.g569801 GGAGGCGGAGGTATGACGAGTCTGCTGCAGG GGTTCCACCACCACCTCACACCGCCCCCACG
Cre13.g569850 GGAGGCGGAGGTATGGCGGACGAGATGGATC GGTTCCACCACCACCCAGGCCCAGAGCCTGGGC Cre13.g569900 GGAGGCGGAGGTATGGAGAGCGCTCCTCCG GGTTCCACCACCACCCTCCAGGTCTCGACCCCG
Cre13.g569900 GGAGGCGGAGGTATGGAGAGCGCTCCTCC GGTTCCACCACCACCCTCCAGGTCTCGACCCC Cre13.g569950 GGAGGCGGAGGTATGGCTCGCACCAAGCAGA GGTTCCACCACCACCGGCACGCTCGCCACGG
Cre13.g570000 GGAGGCGGAGGTATGTCCGGACGTGGCA GGTTCCACCACCACCGCCACCGAAGCCGTAC Cre13.g570050 GGAGGCGGAGGTATGGCTCCCAAGAAGGACG GGTTCCACCACCACCGCCTGAGGTGAACTTGGTC
Cre13.g570100 GGAGGCGGAGGTATGGCTGGTCGCGGCA GGTTCCACCACCACCGGCAGTCTCCTCGCCC Cre13.g570150 GGAGGCGGAGGTATGGCGTCCGTCCTTCC GGTTCCACCACCACCGCTGGTCATGGCCCGC
Cre13.g570200 GGAGGCGGAGGTATGTCGGACCTTCAGGGC GGTTCCACCACCACCAGCGCTAGTCAGCTTGGG Cre13.g570350 GGAGGCGGAGGTATGCTACCCGCCATGCA GGTTCCACCACCACCCGCCACCTGTCCGCTG
Cre13.g570450 GGAGGCGGAGGTATGAAAGCACCGGGCAAG GGTTCCACCACCACCCGGCTTGCCACCCAGC Cre13.g570500 GGAGGCGGAGGTATGACCACAACAGTGGTAGTTGA GGTTCCACCACCACCGGGCTTTACCACAATGATGTTGG
Cre13.g570550 GGAGGCGGAGGTATGCACAGGGTAATCGCGC GGTTCCACCACCACCTCACGCCTTGCGCGTG Cre13.g570600 GGAGGCGGAGGTATGACAGGGACGGGTGGG GGTTCCACCACCACCCGCGCTGTGTACGCAGTT
Cre13.g570650 GGAGGCGGAGGTATGAAGGTGGATGACACCCG GGTTCCACCACCACCACAGCCCAGGATGCCG Cre13.g570700 GGAGGCGGAGGTATGGCGTTTCCAGCCTTGG GGTTCCACCACCACCCCGCCCTGGCTGCTGCTG
Cre13.g570751 GGAGGCGGAGGTATGGGCGGCGTGCACT GGTTCCACCACCACCCTTCCCGAGCGTGTCCAT Cre13.g570801 GGAGGCGGAGGTATGGACGGCATCATTACTGGT GGTTCCACCACCACCCACCAGGCGGCCCACA
Cre13.g570851 GGAGGCGGAGGTATGTACCCCACCGTGATGA GGTTCCACCACCACCTTACTCGGACGCCACGG Cre13.g570900 GGAGGCGGAGGTATGCCTGAGGCTTCGTTCG GGTTCCACCACCACCCCACCAGCCCGCAGAGCC
Cre13.g571000 GGAGGCGGAGGTATGGAAGTAGAGGCAGCTATTG GGTTCCACCACCACCCTAGCTCCACACGTTGTCC Cre13.g571100 GGAGGCGGAGGTATGTACTACGTTCATATAACGGAG GGTTCCACCACCACCTCATCGGCTGCTGGATG
Cre13.g571150 GGAGGCGGAGGTATGGGCTGGGCGTACTC GGTTCCACCACCACCCTACTTGTACTGGTTAGCAGCA Cre13.g571251 GGAGGCGGAGGTATGCACGGCCCCAGCG GGTTCCACCACCACCCTGCCACCCTGGGCCC
Cre13.g571300 GGAGGCGGAGGTATGAGCTTGTGTAGGGCCA GGTTCCACCACCACCGTTGCGGCACTTGTCCC Cre13.g571400 GGAGGCGGAGGTATGGAGCAGTTCGCGCCAG GGTTCCACCACCACCGGTGTCTGGCTCCCGCTC
Cre13.g571450 GGAGGCGGAGGTATGTCGCACACGTTCACC GGTTCCACCACCACCCAACTCCGTGTGCGGC Cre13.g571500 GGAGGCGGAGGTATGTCGTGCGACTGCTCC GGTTCCACCACCACCGGCCTTGTGCTCCTCCT
Cre13.g571520 GGAGGCGGAGGTATGGCTGCCTTGCGGCCC GGTTCCACCACCACCTGTGCGCGGTCGCAGAAG Cre13.g571540 GGAGGCGGAGGTATGGTGCATTGTGCAAGGG GGTTCCACCACCACCTCCTCCCGTGGCGGTG
Cre13.g571560 GGAGGCGGAGGTATGTCGACCAGCATACCCAATG GGTTCCACCACCACCCACACGAAAGTTGATGTTCAGC Cre13.g571600 GGAGGCGGAGGTATGGCCACTTCCACGCTC GGTTCCACCACCACCCCCAATCAGGCGCTTGGC
Cre13.g571650 GGAGGCGGAGGTATGATTATCCCAGTGCGGTGC GGTTCCACCACCACCCTGTCCGGTACGCTGCGC Cre13.g571700 GGAGGCGGAGGTATGGGTAACCTGTGCTCTTGTG GGTTCCACCACCACCTGATTGCATCATCTTCTCAAACTCC
Cre13.g571750 GGAGGCGGAGGTATGGGGCAACACGGCC GGTTCCACCACCACCCAGCTCCTCCTTGTCGTCG Cre13.g571800 GGAGGCGGAGGTATGCCAAATTGTTGCTGTTTTGG GGTTCCACCACCACCAAGCGCGCCATCGGTATC
Cre13.g571850 GGAGGCGGAGGTATGCTACGCGACGGGAGC GGTTCCACCACCACCCCGAACCGTGGAGAACATAGAC Cre13.g571876 GGAGGCGGAGGTATGAGGCCCCCAGGCC GGTTCCACCACCACCGCGTCCGTGCATGCCG
Cre13.g571902 GGAGGCGGAGGTATGCGGATTTGCCACAACG GGTTCCACCACCACCGCCCTTGTAGCCCTGCATC Cre13.g571927 GGAGGCGGAGGTATGTCATCTCCGCGGAGTGAT GGTTCCACCACCACCGCGAACGGTACGATATGCAAC
Cre13.g571950 GGAGGCGGAGGTATGCATGCTATGTATCCCGGG GGTTCCACCACCACCCCGCCGCCTGCAGAGA Cre13.g572000 GGAGGCGGAGGTATGGCATCGGTGTTGCTG GGTTCCACCACCACCCCGCGTCTCCTTGTCAGG
Cre13.g572100 GGAGGCGGAGGTATGGCGGTGAATGTGGGC GGTTCCACCACCACCTTGCTGCTGCTGCTGC Cre13.g572150 GGAGGCGGAGGTATGTTTGGGGCTCCGATCC GGTTCCACCACCACCCCAGCCGTTCTGCACTG
Cre13.g572200 GGAGGCGGAGGTATGAGTGCACAGTATCGAGCTC GGTTCCACCACCACCCATGACCCATTGGCTCACGATC Cre13.g572250 GGAGGCGGAGGTATGCCCCCTTTCAAAGTCAC GGTTCCACCACCACCCTCGGTATCCACAGAAAGGC
Cre13.g572272 GGAGGCGGAGGTATGCCCCCTTTCAAAGTCACAG GGTTCCACCACCACCCTCGGTATCCACAGAAAGGCTA Cre13.g572312 GGAGGCGGAGGTATGCTCAGTGCAAAGACAGTT GGTTCCACCACCACCCGCCTTGTGCTCGGCC
Cre13.g572350 GGAGGCGGAGGTATGCTCCTGCGCACCGTC GGTTCCACCACCACCAGCCACGGGGATCTCCCG Cre13.g572375 GGAGGCGGAGGTATGGCGCTTGCGCTGGTC GGTTCCACCACCACCCTTGGGTTGGAGGAAGGACG
Cre13.g572450 GGAGGCGGAGGTATGGCTCTGGACCTGTCCAG GGTTCCACCACCACCGTACGCGGGCAGCGCA Cre13.g572500 GGAGGCGGAGGTATGTCGCGCCTGGCGCAG GGTTCCACCACCACCCACAGCCCCCGCCGCCGC
Cre13.g572550 GGAGGCGGAGGTATGGGCATGCTCCCAGTA GGTTCCACCACCACCCCCCCTCGCTCTCCAC Cre13.g572600 GGAGGCGGAGGTATGAGCGCCCATACTATTGC GGTTCCACCACCACCCTGGCTGCTGTCGCAG
Cre13.g572650 GGAGGCGGAGGTATGTCAACTACCAAGGCACAA GGTTCCACCACCACCTTGCATGGCCCTGGTCG Cre13.g572732 GGAGGCGGAGGTATGGCGGCATCGTCGGCACTC GGTTCCACCACCACCCGCCGCTCGCAACAGTCC
Cre13.g572750 GGAGGCGGAGGTATGCGCGCGTCTATGCGAG GGTTCCACCACCACCCTCGTCGTAGTAGTCGTCCGT Cre13.g572750 GGAGGCGGAGGTATGCGCGCGTCTATGC GGTTCCACCACCACCCTCGTCGTAGTAGTCGTCCG
Cre13.g572800 GGAGGCGGAGGTATGCTTGCGGTGGACG GGTTCCACCACCACCGTTTGTTAAGCTCGCCTGC Cre13.g572850 GGAGGCGGAGGTATGGACTCTTTCGTCGGGC GGTTCCACCACCACCGAACCTCTGGAACAGGGGG
Cre13.g572900 GGAGGCGGAGGTATGATGCACGTCGCACGG GGTTCCACCACCACCTTACGCGGTCGCGGCG Cre13.g572950 GGAGGCGGAGGTATGAAGTCTATCCGACGGCGAT GGTTCCACCACCACCGTCGGCTGCAGCGAAGAA
Cre13.g573000 GGAGGCGGAGGTATGGCCAGCGCTGTGTCAAAG GGTTCCACCACCACCCGTCGATGCGGCAGCCGTC Cre13.g573050 GGAGGCGGAGGTATGACGGCCCTAGCAAATGC GGTTCCACCACCACCCCTCTTCCGCTCGCGCTTC
Cre13.g573100 GGAGGCGGAGGTATGGAGCTGGAGGTCCTAAAAC GGTTCCACCACCACCCTGCTGCTGCTGCTGCTG Cre13.g573150 GGAGGCGGAGGTATGCGGCTCGCTGTAGAC GGTTCCACCACCACCCACCACATCCTGCTCGTGC
Cre13.g573200 GGAGGCGGAGGTATGCAGCTCGGACGCG GGTTCCACCACCACCGATCCAGTCGCCGGGC Cre13.g573250 GGAGGCGGAGGTATGCAGAGCCTGCGTGCC GGTTCCACCACCACCGTAGACGGGCAGCGACCAG
Cre13.g573300 GGAGGCGGAGGTATGGCGTTTGCATTTCTAGAACG GGTTCCACCACCACCAGCGGCCTCTCTCCGTCG Cre13.g573351 GGAGGCGGAGGTATGGCGACCCAGTCGG GGTTCCACCACCACCACGGTACGACTTCTGGAAGC
Cre13.g573400 GGAGGCGGAGGTATGCTGGCCGCGAAGA GGTTCCACCACCACCCTCGCGCTTGTCCAGG Cre13.g573500 GGAGGCGGAGGTATGGCCGCCTACGCGC GGTTCCACCACCACCTCACGGGAAGTACTTGGTCTGC
Cre13.g573600 GGAGGCGGAGGTATGGACAGCCGGATGGCG GGTTCCACCACCACCCCGCAGACCCAGGCGCCC Cre13.g573650 GGAGGCGGAGGTATGTCCGGTCGTGAGCGAG GGTTCCACCACCACCGAAGTCGTGGTCCAAGGCC
Cre13.g573700 GGAGGCGGAGGTATGTTCTTGCGCCGAGTCAAG GGTTCCACCACCACCCCGCCGCTCCTCCTTCCC Cre13.g573750 GGAGGCGGAGGTATGGGTGGAGATTCCGTCA GGTTCCACCACCACCCCAGTGCTGCAGCTGC
Cre13.g573800 GGAGGCGGAGGTATGCGCGCTAGTGGCGGTG GGTTCCACCACCACCCTCGCAGAAGTAGCGGTCC Cre13.g573850 GGAGGCGGAGGTATGACCCAGTTCAAGGCTCA GGTTCCACCACCACCTCAGCCTGCGCGCTTG
Cre13.g573900 GGAGGCGGAGGTATGGCCAACACAAACGTGG GGTTCCACCACCACCGGCCTTGATGGGCTCTGC Cre13.g573950 GGAGGCGGAGGTATGTCCTTGTTAAGCGCTGGG GGTTCCACCACCACCGGCCCAGATGGCCAGGAT
Cre13.g574041 GGAGGCGGAGGTATGTTGAATATCGCTAGATGTAGTCT GGTTCCACCACCACCTTGCCGCCTGCGATTCCG Cre13.g574050 GGAGGCGGAGGTATGGAGGGAGCCGGGGGCTGTT GGTTCCACCACCACCCAGCCGCCGCTTCACGCG
Cre13.g574100 GGAGGCGGAGGTATGGCGAACGAGGAGGCC GGTTCCACCACCACCCAGTGTCCGCTGGTGCAA Cre13.g574150 GGAGGCGGAGGTATGACGAGCTCCGGATGTAAAC GGTTCCACCACCACCTGCCTCTGCCACCAGCAG
Cre13.g574250 GGAGGCGGAGGTATGAGGAACGGTGATGCCCAT GGTTCCACCACCACCACATGCCTCTTCGTCGCC Cre13.g574250 GGAGGCGGAGGTATGAGGAACGGTGATGCCC GGTTCCACCACCACCACATGCCTCTTCGTCGCC
Cre13.g574300 GGAGGCGGAGGTATGCCACAGTCAGAACCGG GGTTCCACCACCACCTACGGAGTCAGCCCCATGC Cre13.g574350 GGAGGCGGAGGTATGGTGTGCCAGGGGG GGTTCCACCACCACCCACGGTCATGGGGGCC
Cre13.g574375 GGAGGCGGAGGTATGGTTGTCCTCACAATCAATGC GGTTCCACCACCACCCTATGTCCACCTCTTTACGCC Cre13.g574500 GGAGGCGGAGGTATGCTTCTCAGCACCAGTTGC GGTTCCACCACCACCTCAGCCAGCCAGCGGG
Cre13.g574551 GGAGGCGGAGGTATGCGGCTGCTCTCAGC GGTTCCACCACCACCCGCGTAGTCTACCCCCTG Cre13.g574600 GGAGGCGGAGGTATGGGGCACGAAGGTGTGG GGTTCCACCACCACCCCGCGAGGGCTGCAGG
Cre13.g574650 GGAGGCGGAGGTATGGCCGCGCGAGAGT GGTTCCACCACCACCCTTCAACCCAAGCGTGCTAA Cre13.g574700 GGAGGCGGAGGTATGAGCGGGGCCTCCC GGTTCCACCACCACCCCGCCAGAGCGAGTCC
Cre13.g574750 GGAGGCGGAGGTATGGCGAGCGTAATCAGCG GGTTCCACCACCACCTACCGCAATCGCTGACGG Cre13.g574800 GGAGGCGGAGGTATGAGCGCGGACGACCTC GGTTCCACCACCACCTGACGAGGCCGGCTTGGC
Cre13.g574900 GGAGGCGGAGGTATGCCCGTGCATTTCCC GGTTCCACCACCACCCATGTATCGGTGCTCGCTG Cre13.g574950 GGAGGCGGAGGTATGGCGAGCAGCGGAC GGTTCCACCACCACCGGTGCCTCGGCACCGA
Cre13.g575000 GGAGGCGGAGGTATGCAGCCATACGCTTCCG GGTTCCACCACCACCCTGCTTCGCCGTCGGC Cre13.g575050 GGAGGCGGAGGTATGTTACAGCGGGCCCG GGTTCCACCACCACCGCGGGACTCTGGGACTAG
Cre13.g575101 GGAGGCGGAGGTATGGTCCACGAATGGTCCAC GGTTCCACCACCACCCCGCTGCTGCTGCACC Cre13.g575175 GGAGGCGGAGGTATGGAGAAGGGCGCAGC GGTTCCACCACCACCGTTACGATGTCCGTGCAAAC
Cre13.g575200 GGAGGCGGAGGTATGGGACGGCGGGGGT GGTTCCACCACCACCCACGCTGGCCGTGTCC Cre13.g575300 GGAGGCGGAGGTATGTTTGCAAAACTCACGGCC GGTTCCACCACCACCCCAGCCATCCGGGTCCTC
Cre13.g575333 GGAGGCGGAGGTATGCTCGACCCACAACAAGCT GGTTCCACCACCACCCTAGCCGCGCGCAGCC Cre13.g575366 GGAGGCGGAGGTATGCTACTGCAGGAGCAGGTTC GGTTCCACCACCACCCTCGCTCCACTTCCGCTC
Cre13.g575400 GGAGGCGGAGGTATGTTAGCCGTGAAGCTGCTC GGTTCCACCACCACCCAAGGGGTCCTCATCGACC Cre13.g575450 GGAGGCGGAGGTATGGCGGACGTGGGGC GGTTCCACCACCACCTTCCCCCTCAGCCCCC
Cre13.g575500 GGAGGCGGAGGTATGTTCCTGTCCCCTACCG GGTTCCACCACCACCCTACCGCCGCTGCTGC Cre13.g575550 GGAGGCGGAGGTATGCTGGTGTTTAAAGTGCTGT GGTTCCACCACCACCTCATTCCCCCTCAGCCC
Cre13.g575600 GGAGGCGGAGGTATGCAGCAACCCCCGCC GGTTCCACCACCACCCTTGCTGGGCGGCCGG Cre13.g575650 GGAGGCGGAGGTATGGCTGCTGCCCAGACC GGTTCCACCACCACCCTTTCGAACCAGCTGCACAC
Cre13.g575701 GGAGGCGGAGGTATGGTTTGCATAGAGTGCGG GGTTCCACCACCACCAATAGGAATGGCGTCCGTG Cre13.g575750 GGAGGCGGAGGTATGCAGCCCCAAGGCAGC GGTTCCACCACCACCCTCCTGCTCCTGCTCCTCC
Cre13.g575776 GGAGGCGGAGGTATGCATCAGAGCTGGACCG GGTTCCACCACCACCGCTGTGACCGGCATCAG Cre13.g575800 GGAGGCGGAGGTATGCCGCGCCACATCGCTC GGTTCCACCACCACCGTCGTCCAATGTGACCGCGTAC
Cre13.g575850 GGAGGCGGAGGTATGGCTGAGGGGCCTGTGAA GGTTCCACCACCACCCGCATCCTGCTGCAGCGA Cre13.g575900 GGAGGCGGAGGTATGTACGGTAGAGATCATAGGGG GGTTCCACCACCACCCAGGTCTCCGTAGTCCAGCA
Cre13.g575950 GGAGGCGGAGGTATGCCGTTTTTCGATAAGCCG GGTTCCACCACCACCCCCCATGACCATGGGTTGC Cre13.g576000 GGAGGCGGAGGTATGGCACTCCTGGCACT GGTTCCACCACCACCGGTCGATCCGCCCTGC
Cre13.g576050 GGAGGCGGAGGTATGTGCTCCCCACGTTTTGT GGTTCCACCACCACCGTGGTGGTGCTCAGGCAGTAG Cre13.g576100 GGAGGCGGAGGTATGAGGCCCGCCAGACCC GGTTCCACCACCACCTGGCGACTTGATCGGCGC
Cre13.g576150 GGAGGCGGAGGTATGGCGGGCTTTCGGACG GGTTCCACCACCACCCAGCTCCCCCGCCAGCGG Cre13.g576200 GGAGGCGGAGGTATGCACGTAGAGGTACCGG GGTTCCACCACCACCTGCGTAATCCACCGTGAAC
Cre13.g576250 GGAGGCGGAGGTATGACCGACGCCGCTG GGTTCCACCACCACCGTACTCATCCCCATCCTCACT Cre13.g576300 GGAGGCGGAGGTATGCCGATAGACTTCTTCGGC GGTTCCACCACCACCTCACCGCGCCACCTGG
Cre13.g576350 GGAGGCGGAGGTATGGCAAATCCAGCCGAG GGTTCCACCACCACCTTAAGCCATCCCCGCGC Cre13.g576400 GGAGGCGGAGGTATGGAGGCGTCCTGCAGC GGTTCCACCACCACCCACCAGCTGGTCGCGCAT
Cre13.g576433 GGAGGCGGAGGTATGGATGTGTCTGGCACGT GGTTCCACCACCACCCGGCACCCCAGCGATT Cre13.g576466 GGAGGCGGAGGTATGGCTGACTTTGACGATCTG GGTTCCACCACCACCCTCCGTCTCCTCGTTGCC
Cre13.g576500 GGAGGCGGAGGTATGGCTCCAAAGAAGGCCAAAA GGTTCCACCACCACCTCCTGACCAGTCCTCATCGTC Cre13.g576550 GGAGGCGGAGGTATGGCTTCGCTGCCACA GGTTCCACCACCACCAGCCACGTCGGGAAGC
Cre13.g576600 GGAGGCGGAGGTATGAGTGGCTCACAGAGGGA GGTTCCACCACCACCCGGGTGGCCCTCCTGC Cre13.g576650 GGAGGCGGAGGTATGTCCTCGTTCCTGGACAGC GGTTCCACCACCACCTTCGGCGGCCTTGGGC
Cre13.g576700 GGAGGCGGAGGTATGCTGAGGAAGCTGCTGC GGTTCCACCACCACCACAGCCACGCAGTAGTCG Cre13.g576720 GGAGGCGGAGGTATGTATGTGACTGCTGTGTGG GGTTCCACCACCACCGGGCGGAATGTCGGCC
Cre13.g576740 GGAGGCGGAGGTATGCCACGGGTACAGGTG GGTTCCACCACCACCTCAGCCTGCGCGCTTG Cre13.g576760 GGAGGCGGAGGTATGGCCACTATCCGCGC GGTTCCACCACCACCAAGCAGAGCGCTGCCC
Cre13.g576850 GGAGGCGGAGGTATGACGCCATACCTAGTATGCC GGTTCCACCACCACCTCACCTTGCCCAGCCA Cre13.g576900 GGAGGCGGAGGTATGAATGCTTTGACGGACATCT GGTTCCACCACCACCTTAAGATAGGAGCCCTGTCCG
Cre13.g576950 GGAGGCGGAGGTATGTTGGTCCCGTTCTTGATG GGTTCCACCACCACCCACAACGTCAGTCGCCA Cre13.g577000 GGAGGCGGAGGTATGTGCGCATGTGTGTGC GGTTCCACCACCACCATACCCGTGCCCAGGG
Cre13.g577100 GGAGGCGGAGGTATGGCCCTGTCGATGATCC GGTTCCACCACCACCGTTGCCCTTGGCGGCGATC Cre13.g577150 GGAGGCGGAGGTATGAACCGAACTGCCCTCG GGTTCCACCACCACCCACCACGGCCTCCTTCA
Cre13.g577201 GGAGGCGGAGGTATGGCAGCGGTTCGCA GGTTCCACCACCACCGCCTTCAGGGCGGCTA Cre13.g577250 GGAGGCGGAGGTATGGTGCTCAAACATTTCCGC GGTTCCACCACCACCGGCCTCCTTCAGTGTGACC
Cre13.g577300 GGAGGCGGAGGTATGCCGTTCGCTCAGGGG GGTTCCACCACCACCGGCCTCCTTCAGTGTGACC Cre13.g577352 GGAGGCGGAGGTATGCGAAGCCAACGCTTAA GGTTCCACCACCACCGATTGGCACCACCCGGC
Cre13.g577400 GGAGGCGGAGGTATGCCTCGCGACCGTTTG GGTTCCACCACCACCGGACCAAAGCCGTGGGCA Cre13.g577500 GGAGGCGGAGGTATGGACGACGTCTCGGCG GGTTCCACCACCACCCTTCCTGGTCTTGAAGTAGATGA
Cre13.g577600 GGAGGCGGAGGTATGGACAACAACGAGGCTGA GGTTCCACCACCACCCGCCACAACCGTGGCG Cre13.g577650 GGAGGCGGAGGTATGGCGCAACAGACACAT GGTTCCACCACCACCGCAGCCATCTTGCGTCT
Cre13.g577700 GGAGGCGGAGGTATGATGCCACACCAGACATAC GGTTCCACCACCACCCTTGAAGCCCTCTGCACG Cre13.g577750 GGAGGCGGAGGTATGGTCAGCAAAAAGGAGGTG GGTTCCACCACCACCGTCCTGGTGCTGGCGC
Cre13.g577850 GGAGGCGGAGGTATGATGCTCAACCAGAGGACT GGTTCCACCACCACCCCCATCCGACCAGCCC Cre13.g577900 GGAGGCGGAGGTATGGTGCGCGACGGTG GGTTCCACCACCACCCTACTCCGCCGCGGGC
Cre13.g577950 GGAGGCGGAGGTATGAGGCGAATCTTTGGGGC GGTTCCACCACCACCGGTCTTGAGCGCCTCGGC Cre13.g578012 GGAGGCGGAGGTATGCAGACGCTACGCTCT GGTTCCACCACCACCCTCTCGCGTCAGCAGC
Cre13.g578050 GGAGGCGGAGGTATGCGCGCTAGTGTGTGC GGTTCCACCACCACCCACGCCCCCGTCCTCG Cre13.g578051 GGAGGCGGAGGTATGGCGCGCCAGACATA GGTTCCACCACCACCCCCCTGCTCCTCCTCCT
Cre13.g578074 GGAGGCGGAGGTATGGAGGCTGGAGACTGTGTA GGTTCCACCACCACCCGGTGCCCAGGCCAACAC Cre13.g578100 GGAGGCGGAGGTATGGAGTACGCGACGCT GGTTCCACCACCACCGCTCCTCGAGCAGTACATTT
Cre13.g578150 GGAGGCGGAGGTATGTCCTCCAACGCGACG GGTTCCACCACCACCTAGTGTGAGCTGCTCCTTGGA Cre13.g578200 GGAGGCGGAGGTATGGAGGCTGGAGACTGTGTA GGTTCCACCACCACCCGGTGCCCAGGCCAACAC
Cre13.g578201 GGAGGCGGAGGTATGCTCATGCAAACTCGGC GGTTCCACCACCACCCAGGTCCAGCTTCTCCGC Cre13.g578350 GGAGGCGGAGGTATGGCGTATTCCCGTCTTGTG GGTTCCACCACCACCCGCCGACATCATGCGACG
Cre13.g578400 GGAGGCGGAGGTATGTCGACTGCAGATGTCAGC GGTTCCACCACCACCAGCTGCAGCCGGGTCC Cre13.g578451 GGAGGCGGAGGTATGTCGGCCCGGCTGGTT GGTTCCACCACCACCCTTCCCGGGCACAATCAGG
Cre13.g578451 GGAGGCGGAGGTATGTCGGCCCGGCTGG GGTTCCACCACCACCCTTCCCGGGCACAATCAGG Cre13.g578550 GGAGGCGGAGGTATGGCGGCTAAAATACAAGCG GGTTCCACCACCACCGCACCAGTCCACCTGCA
Cre13.g578600 GGAGGCGGAGGTATGCTGCTCGCTGTGGC GGTTCCACCACCACCGAAGTCGTCATCGTCATCGAA Cre13.g578650 GGAGGCGGAGGTATGAACAAGCAGCTATTGGGAC GGTTCCACCACCACCGGTGTTCTTGGCGAGCGA
Cre13.g578676 GGAGGCGGAGGTATGCTCGGGAACCGCG GGTTCCACCACCACCCTAGGCCGGACGGCTG Cre13.g578700 GGAGGCGGAGGTATGGAGGTTATCACCGCTGT GGTTCCACCACCACCCAACACCTTCTTCTGCTTGGG
Cre13.g578750 GGAGGCGGAGGTATGCAGACAAACGTGTTGCG GGTTCCACCACCACCCCGGTTGACAGCCATGCT Cre13.g578800 GGAGGCGGAGGTATGAGCGCGGCCAGCC GGTTCCACCACCACCCCAGCTCTGGGTGGTGGC
Cre13.g578900 GGAGGCGGAGGTATGAGTAGCTGCACATCGGC GGTTCCACCACCACCCACGCCCGCCTCCACCTC Cre13.g579000 GGAGGCGGAGGTATGCTGGGCTCCCGCCTC GGTTCCACCACCACCCTTGGGCTGCGGCTGCAG
Cre13.g579017 GGAGGCGGAGGTATGGATGCCGCTCTGG GGTTCCACCACCACCCTAATTGAGTGTATCGTGGAAGT Cre13.g579050 GGAGGCGGAGGTATGCTGCGCTCCACCCT GGTTCCACCACCACCCGCGGAGGTGGCGTCG
Cre13.g579076 GGAGGCGGAGGTATGGACGGCATACGTGCC GGTTCCACCACCACCTAAGGGCACGTATGCCGT Cre13.g579150 GGAGGCGGAGGTATGTCATCCAACGTCCGGC GGTTCCACCACCACCCGTCGACTCTTTCCCCGC
Cre13.g579200 GGAGGCGGAGGTATGCCGACGCTGAACCCG GGTTCCACCACCACCTCAATGCCCGGCCGCG Cre13.g579250 GGAGGCGGAGGTATGCTGCTGCCCACCCGC GGTTCCACCACCACCTGCCTTCTTCAACGCCGC
Cre13.g579250 GGAGGCGGAGGTATGCTGCTGCCCACCC GGTTCCACCACCACCTGCCTTCTTCAACGCCG Cre13.g579300 GGAGGCGGAGGTATGCAGAGTTTGAACGTACCT GGTTCCACCACCACCCTTGGAGGCACCGCTG
Cre13.g579326 GGAGGCGGAGGTATGACGTGCAGGCTGC GGTTCCACCACCACCCTAATGGCTGGTGCAAATATCTA Cre13.g579350 GGAGGCGGAGGTATGTCTGGGGAGCTTTGGG GGTTCCACCACCACCAATGCCCCAGCCATAATGAAG
Cre13.g579450 GGAGGCGGAGGTATGTCGCAGTGCCCCA GGTTCCACCACCACCGACGGCGTTGGCCTTC Cre13.g579550 GGAGGCGGAGGTATGACCAGCCTTATGGCCC GGTTCCACCACCACCCACCACGGTCACCACGTA
Cre13.g579566 GGAGGCGGAGGTATGATGCAGCAGCCCCGG GGTTCCACCACCACCACACAGCCGCGACGCC Cre13.g579582 GGAGGCGGAGGTATGGACAAAAAGCGCAAGC GGTTCCACCACCACCCGAGCTGCCTCTGGCG
Cre13.g579598 GGAGGCGGAGGTATGCTGCCCAAGTACGACT GGTTCCACCACCACCCGACTTGAGGGCCTTGTAG Cre13.g579700 GGAGGCGGAGGTATGCAGGCCCCCCCAG GGTTCCACCACCACCAGGGGTGGAGGCCAGG
Cre13.g579734 GGAGGCGGAGGTATGGCGCAAGCTAAGAAGGG GGTTCCACCACCACCGTACTCCTGCGCCGCGAT Cre13.g579767 GGAGGCGGAGGTATGGCTGGCAAACGCC GGTTCCACCACCACCTTCGCTGCGGCGTTTG
Cre13.g579800 GGAGGCGGAGGTATGAAACCCGTGCTCACAACA GGTTCCACCACCACCACACCCTTCCAGCACCAC Cre13.g579850 GGAGGCGGAGGTATGAGCGGCGGGGGCT GGTTCCACCACCACCAGAGAACTTGCCCAGCTCCA
Cre13.g579901 GGAGGCGGAGGTATGCCGCCGAGGAAGAAG GGTTCCACCACCACCTTACGCCGGCAGGCGG Cre13.g579950 GGAGGCGGAGGTATGTCAGAGCTTGAGCTTGAGGA GGTTCCACCACCACCCTACTGCGCGCCCGGC
Cre13.g579976 GGAGGCGGAGGTATGCAGCCAAGGGAGCG GGTTCCACCACCACCCGATCCGACCCGAGTCA Cre13.g580000 GGAGGCGGAGGTATGGGCGTTGCTGCCC GGTTCCACCACCACCAACAGCGGTGGCCTTCT
Cre13.g580050 GGAGGCGGAGGTATGGAAGTCGGGCACCGG GGTTCCACCACCACCGGCGCTCCCGCCAATGCC Cre13.g580100 GGAGGCGGAGGTATGAAATCGAGAGCTACTTTGCA GGTTCCACCACCACCCTATGCCGTAGGCTCGCC
Cre13.g580150 GGAGGCGGAGGTATGGACCTGTTCTACGTCGTAC GGTTCCACCACCACCGTCCACTTGCAACGCGCC Cre13.g580200 GGAGGCGGAGGTATGAGTGGGCAGAGCGTA GGTTCCACCACCACCCTAGAACAGAATGTTCTTCGGCT
Cre13.g580300 GGAGGCGGAGGTATGACCGTTGTAGCTGAAAATGC GGTTCCACCACCACCCCGGAAAAAGGCCAAATGCTT Cre13.g580350 GGAGGCGGAGGTATGACCACGCTGTTAAGAACC GGTTCCACCACCACCTTACGAGAAGATAGCGAACGAG
Cre13.g580450 GGAGGCGGAGGTATGAGAGATTTAGAAGGCTTTTGC GGTTCCACCACCACCCTATTGCGCCGCTGCC Cre13.g580500 GGAGGCGGAGGTATGGTGGGTGTGGGGTTG GGTTCCACCACCACCAGCCGTTGCGAAGTCGCC
Cre13.g580550 GGAGGCGGAGGTATGAACGGCTGCCAGGT GGTTCCACCACCACCAGTGCTCGCAGTGCCC Cre13.g580600 GGAGGCGGAGGTATGGCGCGCTCGGCAGAG GGTTCCACCACCACCCAGCTCGTACGCCAGTGTG
Cre13.g580650 GGAGGCGGAGGTATGACCGGCACTGGCCAC GGTTCCACCACCACCCTCGAAGGGCAGCAGGGAG Cre13.g580700 GGAGGCGGAGGTATGCGCACACGTTTGATGG GGTTCCACCACCACCCAGCTCCTCGTGCCCCGATC
Cre13.g580750 GGAGGCGGAGGTATGGTGCTCCTCAAATCGAG GGTTCCACCACCACCTCAAATGTAGGTGAACTCGTTGT Cre13.g580850 GGAGGCGGAGGTATGGCCCTCCGTGCTT GGTTCCACCACCACCCTGAGCGCGCTCCTCA
Cre13.g580900 GGAGGCGGAGGTATGGCCTCGACCGAGCCC GGTTCCACCACCACCCTTCTTTTTGTTCCCGCCTTTC Cre13.g580950 GGAGGCGGAGGTATGTTGATTGAGCGTCAGTTACTT GGTTCCACCACCACCTCAGCTCGCCCGCCTC
Cre13.g580976 GGAGGCGGAGGTATGTGCCTGCCCAGCCC GGTTCCACCACCACCGCGCCAGGGCCAGCAC Cre13.g581000 GGAGGCGGAGGTATGGCCTTGGCTTCGAGCCTAT GGTTCCACCACCACCGTGCGGTATCCTGAACCCC
Cre13.g581050 GGAGGCGGAGGTATGGCGTATTGGCGACAG GGTTCCACCACCACCCCGTCCGCTCGCTACC Cre13.g581100 GGAGGCGGAGGTATGTGCGTCATCTGCTGG GGTTCCACCACCACCGTGCCAGTGCCCGTTG
Cre13.g581150 GGAGGCGGAGGTATGGAGGACACAAAGGAGGT GGTTCCACCACCACCCTACTGCCCTGGCCGC Cre13.g581200 GGAGGCGGAGGTATGGCCGACACCAGCG GGTTCCACCACCACCGGACCCAGCCGCTGTC
Cre13.g581300 GGAGGCGGAGGTATGCCTATAGGCTACCTGTCG GGTTCCACCACCACCCAGCTCCTTCAGGGGCA Cre13.g581350 GGAGGCGGAGGTATGGACCTCTTGGGCGGT GGTTCCACCACCACCGCTCTGCACCGTCGCTGC
Cre13.g581400 GGAGGCGGAGGTATGCGGGCTCTTCTGCAC GGTTCCACCACCACCTGCGGGGTTGGGCTTGAG Cre13.g581450 GGAGGCGGAGGTATGGAGGAGGTTCCCCAGG GGTTCCACCACCACCCTCCATGTCGATGACTCGC
Cre13.g581550 GGAGGCGGAGGTATGGCGAACAGCAAGTACG GGTTCCACCACCACCGGGAGCCATCAGGTGCG Cre13.g581600 GGAGGCGGAGGTATGGCTTCCGGCCTTCT GGTTCCACCACCACCCGCGGTCACCTTGGGG
Cre13.g581650 GGAGGCGGAGGTATGGCCCTGTGCATGCA GGTTCCACCACCACCAGCGACCTTGGCCTTGG Cre13.g581700 GGAGGCGGAGGTATGGCCCCAGCACCCTTC GGTTCCACCACCACCCAGAAAGAGTCCAGCAACTGTC
Cre13.g581750 GGAGGCGGAGGTATGGAGCCCGATGCCGAAG GGTTCCACCACCACCCAGCCGCGGCAACACGTC Cre13.g581801 GGAGGCGGAGGTATGGACGAGGAATTGTTGGG GGTTCCACCACCACCCTGTCCCACAGCCCCA
Cre13.g581850 GGAGGCGGAGGTATGCAGCAGCTGCATCAG GGTTCCACCACCACCAGACACGAGCACGCGG Cre13.g581900 GGAGGCGGAGGTATGCGCTCAGTGGCCG GGTTCCACCACCACCCGTCTTGGCGTCGGCG
Cre13.g582000 GGAGGCGGAGGTATGGCATTGAACCCCGACTTT GGTTCCACCACCACCGGACTGGAGCGCGTCGCG Cre13.g582050 GGAGGCGGAGGTATGCTCGCACGCAGGT GGTTCCACCACCACCGGGGTAGTGGTACGTGGA
Cre13.g582100 GGAGGCGGAGGTATGCTGCTGGGGCACA GGTTCCACCACCACCTCAGCCTGCGCGCTTG Cre13.g582112 GGAGGCGGAGGTATGTCTAGAGCCAGCCTGCC GGTTCCACCACCACCGCGCCAGGGCCAGCAC
Cre13.g582150 GGAGGCGGAGGTATGGCAAGTAGCGCTCAC GGTTCCACCACCACCGCGCTTCGCCTCCAGTA Cre13.g582201 GGAGGCGGAGGTATGAAGGACCTAAGCGGATTCA GGTTCCACCACCACCGCTGCAGTCGCCACTCCG
Cre13.g582250 GGAGGCGGAGGTATGAAGCGCCGTGGATTTA GGTTCCACCACCACCCCCCCGATCCCTTCGC Cre13.g582290 GGAGGCGGAGGTATGGCTGTAGACCCGCC GGTTCCACCACCACCCTTGCCTGGGAAGAGGGC
Cre13.g582350 GGAGGCGGAGGTATGTCGGACACGCCGACA GGTTCCACCACCACCCTTGGCCCCCAGCGCC Cre13.g582476 GGAGGCGGAGGTATGCAGATGGCCCTACGTC GGTTCCACCACCACCGTACCCCTCGTATGACACGGTT
Cre13.g582600 GGAGGCGGAGGTATGCAGAGCGGTGGACTG GGTTCCACCACCACCCTTTGTCGCTTCACTCGGC Cre13.g582650 GGAGGCGGAGGTATGCACAAATACCGGCTGGT GGTTCCACCACCACCCCAACACCCGCCTACCCA
Cre13.g582671 GGAGGCGGAGGTATGGAAGGCCAAACGGTGTC GGTTCCACCACCACCCCCCTGCCCCGCGTTC Cre13.g582692 GGAGGCGGAGGTATGCAGGGGCAAGTGCA GGTTCCACCACCACCTCAGCCTGCGCGCTTG
Cre13.g582713 GGAGGCGGAGGTATGGGCCTCCCTAAGCTC GGTTCCACCACCACCGCACAGCACACGCAGC Cre13.g582734 GGAGGCGGAGGTATGCAGGTCAATGAGTACATGG GGTTCCACCACCACCTCAGCCACTGCCGCAC
Cre13.g582755 GGAGGCGGAGGTATGGACCAAACGCAGCG GGTTCCACCACCACCTGCAGCTGCATGGCTCG Cre13.g582800 GGAGGCGGAGGTATGAAGAAGTCGGCTCTTAGTG GGTTCCACCACCACCTTACTGGATCAGCGTCTCCA
Cre13.g582850 GGAGGCGGAGGTATGAGCGGGGTAGCTGC GGTTCCACCACCACCCTGCATTGCACACTGCGA Cre13.g582900 GGAGGCGGAGGTATGACGAAAGTAACTTACAGGGAG GGTTCCACCACCACCTCAGCGCTTGAACAGCAC
Cre13.g582950 GGAGGCGGAGGTATGCAAGACCCCCCACCG GGTTCCACCACCACCCCGCGGCAGCTGCCAA Cre13.g583000 GGAGGCGGAGGTATGCCCCCCCGGGTTA GGTTCCACCACCACCCTGCTGCTTACCGGCC
Cre13.g583050 GGAGGCGGAGGTATGGGCTCGCATTTGAGGC GGTTCCACCACCACCGTCGTGATCCGCGTGGAC Cre13.g583150 GGAGGCGGAGGTATGGCGCTGGTCGGCC GGTTCCACCACCACCACCCTCCGACCTGCGAC
Cre13.g583200 GGAGGCGGAGGTATGCCGCCGACTGAGC GGTTCCACCACCACCGCGCGACATCGCTGCC Cre13.g583217 GGAGGCGGAGGTATGGCGCCCTTTAGGACCA GGTTCCACCACCACCACTCAGCGGCCCCGGTTG
Cre13.g583250 GGAGGCGGAGGTATGTACTCGAACGGAGTCCCTC GGTTCCACCACCACCGCTGCTGGGTGCGAGCTG Cre13.g583287 GGAGGCGGAGGTATGGGTCCGCAAATTTTTGC GGTTCCACCACCACCCTTGCGCTTCGTGGCG
Cre13.g583300 GGAGGCGGAGGTATGATGGGCCTGGGCC GGTTCCACCACCACCGTGAGCTGCCGCCACG Cre13.g583325 GGAGGCGGAGGTATGCTTGGCGAGAATGTTGT GGTTCCACCACCACCCAGCAGGTGCACCCAC
Cre13.g583450 GGAGGCGGAGGTATGGGCATCCAGCAAGAGG GGTTCCACCACCACCCTTGGGCTCCGCGACC Cre13.g583550 GGAGGCGGAGGTATGTCGCTGCTTGCGAGC GGTTCCACCACCACCCTCGGCGCGCGCCTTCTTG
Cre13.g583600 GGAGGCGGAGGTATGACGCACTCAGCGAACG GGTTCCACCACCACCCTTGGCAGCAACAACCGC Cre13.g583750 GGAGGCGGAGGTATGGGCGTTTTAATTGCAGC GGTTCCACCACCACCGAATAGCATGTTCGTATGGCG
Cre13.g583787 GGAGGCGGAGGTATGACAGGACTTGCCCTTCC GGTTCCACCACCACCTGCCGAGATGTAGTATGTGGC Cre13.g583824 GGAGGCGGAGGTATGATTTGGGAGGCGACGA GGTTCCACCACCACCCTCCTTGTCGGAGTCCGA
Cre13.g583861 GGAGGCGGAGGTATGAACGTGAAACGCCGC GGTTCCACCACCACCGAAACGCAGTTTGCTCAGG Cre13.g583898 GGAGGCGGAGGTATGAAAGAGTGGAAAGACATCTAC GGTTCCACCACCACCTCACTCTACCTCGATTTCACT
Cre13.g583935 GGAGGCGGAGGTATGCTCAGTGCAAAGACAGT GGTTCCACCACCACCCTATGCGCCGCTCCTGG Cre13.g583972 GGAGGCGGAGGTATGACGGCTCCTGAGCCG GGTTCCACCACCACCGTGTAGCCCTTCCAGCACC
Cre13.g584100 GGAGGCGGAGGTATGGGATTGTTTTCCTGCTTCG GGTTCCACCACCACCTCATGCACGGGCGGTG Cre13.g584135 GGAGGCGGAGGTATGGACTTCCGCACCGC GGTTCCACCACCACCAGCTTCCGCGCAGCTG
Cre13.g584170 GGAGGCGGAGGTATGCCGTTGGCTCGCC GGTTCCACCACCACCAGATAGATCGGGTTCCGCC Cre13.g584200 GGAGGCGGAGGTATGGCGGAGGAAGCGC GGTTCCACCACCACCGTAGTAGCGCTCCCACAGG
Cre13.g584250 GGAGGCGGAGGTATGGCCAGTGCACTGCG GGTTCCACCACCACCGCGTGTCCCCGCAGTC Cre13.g584350 GGAGGCGGAGGTATGGACGAACATGAAGTTGCT GGTTCCACCACCACCGTCACGCCGCACATGC
Cre13.g584400 GGAGGCGGAGGTATGGCGGAGGACGCTGGC GGTTCCACCACCACCTTGCGCCAACGAGAAGCC Cre13.g584400 GGAGGCGGAGGTATGGCGGAGGACGCTG GGTTCCACCACCACCTTGCGCCAACGAGAAGC
Cre13.g584500 GGAGGCGGAGGTATGATGTCGCTAGCATCAATCA GGTTCCACCACCACCCTACGCCGACGCCTTCC Cre13.g584551 GGAGGCGGAGGTATGTCAGATGGCTCTCCATCC GGTTCCACCACCACCGCTACCCACCGTCCTCA
Cre13.g584600 GGAGGCGGAGGTATGCTCGCCGAGGACG GGTTCCACCACCACCCCTACCACCGCTGCCG Cre13.g584619 GGAGGCGGAGGTATGCTCGCCGAGGACG GGTTCCACCACCACCCTCAAGCCCACGTGTGG
Cre13.g584650 GGAGGCGGAGGTATGCTTGTCAGCTTGCAACA GGTTCCACCACCACCAACCCTACCGCCGCCC Cre13.g584700 GGAGGCGGAGGTATGAGAAGGCTACTTGTGCAGC GGTTCCACCACCACCCTACCGCTTGCCGCCG
Cre13.g584775 GGAGGCGGAGGTATGGAGCAGGCGGGTG GGTTCCACCACCACCTCACATCAAACGATCTACTGTTCC Cre13.g584800 GGAGGCGGAGGTATGAGCGACATCCACGGC GGTTCCACCACCACCCAGGATCTGCGCCTCCA
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Cre13.g584850 GGAGGCGGAGGTATGCAGACCCTACGTACTCGC GGTTCCACCACCACCGCGCTTGCCGAACAACTTG Cre13.g584901 GGAGGCGGAGGTATGGCGAGGCGCTGGA GGTTCCACCACCACCGATGAGGAAGTGCCTGTCCA
Cre13.g585000 GGAGGCGGAGGTATGCGAGCTACTGTCGCC GGTTCCACCACCACCGTAAATGGCGAGGCCGTG Cre13.g585026 GGAGGCGGAGGTATGGCTTCGCGATGCTTCTG GGTTCCACCACCACCGTCGGCCTGCGCCAGC
Cre13.g585050 GGAGGCGGAGGTATGAAGCAACGCCACGC GGTTCCACCACCACCGTAAATGGCGATGCCGTGC Cre13.g585150 GGAGGCGGAGGTATGGCGACAAGAACTCAGTTTG GGTTCCACCACCACCCGCCATCGTGTCGATCAGG
Cre13.g585175 GGAGGCGGAGGTATGCCGCTCTCCGCCT GGTTCCACCACCACCCTCGGAGGTGGCGTCG Cre13.g585200 GGAGGCGGAGGTATGCTGCGCTCCATCCT GGTTCCACCACCACCGCTTGAGACCGAGAAGCAC
Cre13.g585250 GGAGGCGGAGGTATGAGCTCGCCGGACGCTC GGTTCCACCACCACCCAGCAGCCGTATGTAGAGCTC Cre13.g585301 GGAGGCGGAGGTATGCGCACGCTCTTACCCA GGTTCCACCACCACCCTATGCCGGCGCGGGC
Cre13.g585350 GGAGGCGGAGGTATGTCTATCGTGGGCCAGCAAT GGTTCCACCACCACCCTTGTAGTAGGTGACGCTGGAG Cre13.g585450 GGAGGCGGAGGTATGTTATCTGACGACTACCTGC GGTTCCACCACCACCCTAGTCAAACCGCCGCG
Cre13.g585500 GGAGGCGGAGGTATGGCTCGCGCAGTTTC GGTTCCACCACCACCCCACTTGAGCGGGGCC Cre13.g585550 GGAGGCGGAGGTATGCGTGCCCTGGCAA GGTTCCACCACCACCCCACTTGGGCGCATCC
Cre13.g585600 GGAGGCGGAGGTATGACTCAAATACCTGGCCG GGTTCCACCACCACCCAGGAACCGCTTGACGC Cre13.g585651 GGAGGCGGAGGTATGGAATCGGCGGAAGGC GGTTCCACCACCACCGTGTGGCCTGTGTGGGC
Cre13.g585750 GGAGGCGGAGGTATGCTGCTGCTGCGCCTG GGTTCCACCACCACCAAACAGCTCCTTGAGGTTGCT Cre13.g585800 GGAGGCGGAGGTATGTCAGGCCGCTTCACGC GGTTCCACCACCACCCCTGCGCGTCGTCGCC
Cre13.g585850 GGAGGCGGAGGTATGCCCGCGAACGAGCGG GGTTCCACCACCACCGGGCGTGAAGCCTAGCTG Cre13.g585900 GGAGGCGGAGGTATGGTCAAGGACCATTCCTCG GGTTCCACCACCACCCAGCCCCAGGTCCGCC
Cre13.g585950 GGAGGCGGAGGTATGTTGCGCTGCTGCA GGTTCCACCACCACCCAGCTTCCGCTCCGGC Cre13.g586000 GGAGGCGGAGGTATGTCTAAGCTGCTCGCTCG GGTTCCACCACCACCGATCTGCCCTGCGTTGTAC
Cre13.g586050 GGAGGCGGAGGTATGTTGCTCGCCAAAACCATG GGTTCCACCACCACCCTGTAGCACGAAGGACGTCTG Cre13.g586100 GGAGGCGGAGGTATGTCTGCGTACCAGGACTA GGTTCCACCACCACCGCCGCGTTTGAAGCAGC
Cre13.g586200 GGAGGCGGAGGTATGCTTGCTGAAGCCAGGAGC GGTTCCACCACCACCCTACGGCGGCGCCAGC Cre13.g586250 GGAGGCGGAGGTATGGGCAAGAGCACAGTGTC GGTTCCACCACCACCAGCAGCCCCGCCCTTTCTC
Cre13.g586300 GGAGGCGGAGGTATGGGTGTCGACGTCGCGACTA GGTTCCACCACCACCCTTGTAGTCCAGCAGCTCAACA Cre13.g586350 GGAGGCGGAGGTATGTTAGTGGCACCCCAAATGC GGTTCCACCACCACCCGGCGAGCTCTTGGCGCC
Cre13.g586400 GGAGGCGGAGGTATGAACCCCGACAGCGC GGTTCCACCACCACCCCGGTTGCCGGCCACA Cre13.g586450 GGAGGCGGAGGTATGCGTACCGCAATCCTCG GGTTCCACCACCACCCTGCTGCTGGCCGTGCTG
Cre13.g586500 GGAGGCGGAGGTATGCCGCCGAGCTACA GGTTCCACCACCACCCTACAGCGCCGGCAGC Cre13.g586550 GGAGGCGGAGGTATGGATCCTACACAACTATTGATTGT GGTTCCACCACCACCTTTGCTCTTCTGGAACGCAGC
Cre13.g586600 GGAGGCGGAGGTATGAGCGGCGGTTCGTCAAG GGTTCCACCACCACCGTAGGCGCGGTGTCGTGC Cre13.g586800 GGAGGCGGAGGTATGTCGGGCCGGTTGG GGTTCCACCACCACCCTAGCCCCAGGCCCCA
Cre13.g586850 GGAGGCGGAGGTATGCACAACAGGGCCGG GGTTCCACCACCACCCTGCAACGGAATGCTGCT Cre13.g586883 GGAGGCGGAGGTATGGGGTGCCTGCCGC GGTTCCACCACCACCACACCACTTCCTGGCCCC
Cre13.g586916 GGAGGCGGAGGTATGTCTTACCGTGACCGTGAC GGTTCCACCACCACCGAAGTCATCACCAGCGTAGTCA Cre13.g586950 GGAGGCGGAGGTATGCGTACCGCCGCCACC GGTTCCACCACCACCCTGCTGGCCCTGCTGCTG
Cre13.g587000 GGAGGCGGAGGTATGTCAGGCAAACGAAAATCCTTG GGTTCCACCACCACCTCAGTGCCCCGCGTGC Cre13.g587050 GGAGGCGGAGGTATGGCGGACCAATCTGAGAC GGTTCCACCACCACCGAAGTCATCATCGCTCCAGAGC
Cre13.g587100 GGAGGCGGAGGTATGATGTCGAGCATCCCCAAAT GGTTCCACCACCACCCGCCTCACTTCGCTCCAGTAG Cre13.g587150 GGAGGCGGAGGTATGGCTGAGGGGAGAGATGATG GGTTCCACCACCACCTCACGGCCGCTTGCGC
Cre13.g587200 GGAGGCGGAGGTATGGACCGCAAGGCTGC GGTTCCACCACCACCCAGCTTCAATCGCAGGCC Cre13.g587250 GGAGGCGGAGGTATGGAGTCTGAAGGCCGAGTT GGTTCCACCACCACCGCTACTGCCGGCGCCC
Cre13.g587300 GGAGGCGGAGGTATGCAGCTCAGAGACGATGA GGTTCCACCACCACCAGGCGACAACGCATGC Cre13.g587350 GGAGGCGGAGGTATGCGCGCAATCATCGC GGTTCCACCACCACCCGTGGCTCCCGGGCAG
Cre13.g587376 GGAGGCGGAGGTATGGGAGTGGAAGGAGTCAA GGTTCCACCACCACCGGGCTTCAGAAACCCCAAA Cre13.g587400 GGAGGCGGAGGTATGGCCCCGGTGGCGA GGTTCCACCACCACCTACACGCCATGTCCGCACC
Cre13.g587450 GGAGGCGGAGGTATGGCCCCTCATCGCTGC GGTTCCACCACCACCTCACGACTGCGCCGGC Cre13.g587500 GGAGGCGGAGGTATGCTCCACGCCAGGGAG GGTTCCACCACCACCCAGGAACGGGCTGCGGAT
Cre13.g587550 GGAGGCGGAGGTATGTCCTCGGCTAAGGACA GGTTCCACCACCACCCACCCCGGTGGACACG Cre13.g587600 GGAGGCGGAGGTATGAGGCAATCAAGACCCCTG GGTTCCACCACCACCCTCCGTCCACCAGCTGTTGAA
Cre13.g587650 GGAGGCGGAGGTATGGCTACCACTCGCCAC GGTTCCACCACCACCCTCGTCGCGGCCGTTG Cre13.g587700 GGAGGCGGAGGTATGGCGGTCGCTGGCGGG GGTTCCACCACCACCCGCGAACCCCATGCCGCC
Cre13.g587750 GGAGGCGGAGGTATGGCAGCAAACGCGCCT GGTTCCACCACCACCGATGACGCCCAGGATGGTG Cre13.g587950 GGAGGCGGAGGTATGCGAGAAGTGCGACTG GGTTCCACCACCACCGTAGAGGCCGCCTCCAC
Cre13.g588000 GGAGGCGGAGGTATGGCTGGCCCCGACT GGTTCCACCACCACCCATAACCGGCTCCGGCG Cre13.g588026 GGAGGCGGAGGTATGGCAACAGGAGGAGGGC GGTTCCACCACCACCCTATGCGCTGGCGGCG
Cre13.g588050 GGAGGCGGAGGTATGTCAACTCTAGCTTCACCCC GGTTCCACCACCACCCACTGCGCCTGGCTTGGG Cre13.g588100 GGAGGCGGAGGTATGGGACAGGGTGCGTC GGTTCCACCACCACCCAGCGCCAGCACACGG
Cre13.g588150 GGAGGCGGAGGTATGGATTCTCTTCAGGCGC GGTTCCACCACCACCAGCGCTGGAGCCGAAG Cre13.g588250 GGAGGCGGAGGTATGGAGGACCCGAAAATCGC GGTTCCACCACCACCTCACGCGGGTGCGACG
Cre13.g588271 GGAGGCGGAGGTATGTCTGACGACGGCACC GGTTCCACCACCACCCTAGGCACGCGGCACG Cre13.g588310 GGAGGCGGAGGTATGGGGTTGAAGCACATCC GGTTCCACCACCACCTCGCGCATTGATTACCTCC
Cre13.g588350 GGAGGCGGAGGTATGTCGCGGAGGCTATCG GGTTCCACCACCACCCGCACCAGACCATCCTCT Cre13.g588368 GGAGGCGGAGGTATGGGTCGACAGTCCAGGA GGTTCCACCACCACCCTTGCGCCGGCACTCC
Cre13.g588386 GGAGGCGGAGGTATGGAAACTGCACTCGCGC GGTTCCACCACCACCCGCCACGTAACGCCGC Cre13.g588405 GGAGGCGGAGGTATGGAGGAAGGAGAGAAGCTG GGTTCCACCACCACCCGCGTGGTAGCGAAGC
Cre13.g588501 GGAGGCGGAGGTATGGCAATCGATTGCATTGGT GGTTCCACCACCACCTCAAGCTCCCCCGGCC Cre13.g588550 GGAGGCGGAGGTATGCCGAACGACCTCTTAGC GGTTCCACCACCACCTTGCAGGTACTTCCAGGGC
Cre13.g588600 GGAGGCGGAGGTATGTTGCGTTCAAGCGGGG GGTTCCACCACCACCCGCCGCCTGCGACTGCTG Cre13.g588626 GGAGGCGGAGGTATGGGCAGCCTTGTTGGA GGTTCCACCACCACCTTAAGCTGCCGGCTCCG
Cre13.g588650 GGAGGCGGAGGTATGTCGAAAGCCAGAAGCAC GGTTCCACCACCACCGCACGGGTTGTGACCC Cre13.g588700 GGAGGCGGAGGTATGGATACGTGGCTTGCAAAG GGTTCCACCACCACCTACCCGGAGCACGCCC
Cre13.g588736 GGAGGCGGAGGTATGGAAGACGCAGCATGC GGTTCCACCACCACCACTGCCTTCACCCGAAGC Cre13.g588750 GGAGGCGGAGGTATGAGGCGGCTTAACGCC GGTTCCACCACCACCCCGCGCCCCTTCACCC
Cre13.g588800 GGAGGCGGAGGTATGTCGGAGTACCTGGCTTTG GGTTCCACCACCACCGTTGCCCTCAGCCACGCT Cre13.g588850 GGAGGCGGAGGTATGACGGTGGTTGCGTTG GGTTCCACCACCACCCGTTGCTGGGCCCTTC
Cre13.g588900 GGAGGCGGAGGTATGTCAGAGCCGGAGGAG GGTTCCACCACCACCCACATCCGAGGACGGTGC Cre13.g588950 GGAGGCGGAGGTATGTCGCTTTTGAAGCGCA GGTTCCACCACCACCGATCCAGGAGGCTCCGC
Cre13.g588959 GGAGGCGGAGGTATGGCGAGGAGCAACGC GGTTCCACCACCACCCTGTGCGCTTGCCAACG Cre13.g589000 GGAGGCGGAGGTATGGCCCCCAGCAGCA GGTTCCACCACCACCTCACGCTCTCCGCGGC
Cre13.g589050 GGAGGCGGAGGTATGTCAGACAGTGGCACAGA GGTTCCACCACCACCGTCGTCGTCCGTGAGCA Cre13.g589100 GGAGGCGGAGGTATGATCTATGACGCCAGCG GGTTCCACCACCACCCGCCACCTCCTCCAGC
Cre13.g589150 GGAGGCGGAGGTATGGCTTCTGCTGCGGT GGTTCCACCACCACCTCGGCTACCTTCGCCTATC Cre13.g589200 GGAGGCGGAGGTATGGCGACAGTAGTTTCGGA GGTTCCACCACCACCGGTGCGAGTGCGAGGC
Cre13.g589250 GGAGGCGGAGGTATGAGTCGCCAAGACGTCC GGTTCCACCACCACCCACCAGCCCGAACAGGC Cre13.g589300 GGAGGCGGAGGTATGGCTGATATGGAGGTGGA GGTTCCACCACCACCCTACACCCCGCTGCTGC
Cre13.g589350 GGAGGCGGAGGTATGGTTTTCCCAGCCCTGG GGTTCCACCACCACCCACCTTGGGAAGCACCGTC Cre13.g589350 GGAGGCGGAGGTATGGTTTTCCCAGCCCTGG GGTTCCACCACCACCCACCTTGGGAAGCACCG
Cre13.g589400 GGAGGCGGAGGTATGCACAGCCCTGCAATT GGTTCCACCACCACCGTTCTGGCCTAACGAAGTCTT Cre13.g589426 GGAGGCGGAGGTATGCGGTCCCCGAATCT GGTTCCACCACCACCAACTTCATCTCTCCCAGCAGG
Cre13.g589450 GGAGGCGGAGGTATGACGATTGAGGTTGGCG GGTTCCACCACCACCAGCCTCCACCGTCAGC Cre13.g589500 GGAGGCGGAGGTATGGCGGGGCACAACTGT GGTTCCACCACCACCCAGCCCCCACATGCTGCT
Cre13.g589500 GGAGGCGGAGGTATGGCGGGGCACAACT GGTTCCACCACCACCCAGCCCCCACATGCTGC Cre13.g589550 GGAGGCGGAGGTATGGCTTCCGTGCAGTCCTTTT GGTTCCACCACCACCCTTCAGACTCATCTTCTCCGCT
Cre13.g589600 GGAGGCGGAGGTATGCAAGCGGCGGGCCTTC GGTTCCACCACCACCCTCCATCGTCGGCCAGGC Cre13.g589700 GGAGGCGGAGGTATGGGTGGTTACTACAGCAAAA GGTTCCACCACCACCTCAAGACGCAAGCATGGC
Cre13.g589750 GGAGGCGGAGGTATGATGAATCGAATAGCCTTTCT GGTTCCACCACCACCCTATTGCCAGGCTCCGG Cre13.g589800 GGAGGCGGAGGTATGGATGTGACACCGACTGA GGTTCCACCACCACCAGACGCCGTCCTGCCA
Cre13.g589870 GGAGGCGGAGGTATGTTAGCGCAGCGAAGAG GGTTCCACCACCACCGTCCACCATTGAGCCCAG Cre13.g589940 GGAGGCGGAGGTATGCCATCCGCAGCGA GGTTCCACCACCACCCGCTTGAATCTGCACGGT
Cre13.g590010 GGAGGCGGAGGTATGAAGCAATTCGTCCTCACT GGTTCCACCACCACCGCGTGCATTCTCAGCGC Cre13.g590225 GGAGGCGGAGGTATGCGTCTGTCATTCTTAGAGC GGTTCCACCACCACCTTACGTGAGGCCGGTACC
Cre13.g590251 GGAGGCGGAGGTATGGCCTCGGGTCGCT GGTTCCACCACCACCAGACATGTTAGCGCTGCC Cre13.g590300 GGAGGCGGAGGTATGGATCAATCAGCGCCG GGTTCCACCACCACCGCTTCTAGAGCTCAGCACG
Cre13.g590350 GGAGGCGGAGGTATGGAGCTTGGACTCGCAGAG GGTTCCACCACCACCGCAGCACTGCACGGGGAT Cre13.g590400 GGAGGCGGAGGTATGTCCTGGCTCAGCAGCTTTC GGTTCCACCACCACCATCCCAGCTGGGCCGGCC
Cre13.g590450 GGAGGCGGAGGTATGCACGACCATGTGGTAG GGTTCCACCACCACCTCATTTGCCAGCGCGC Cre13.g590500 GGAGGCGGAGGTATGGCGTTCGCTCTGCGC GGTTCCACCACCACCGAAGGCGGCGGAGTCGGG
Cre13.g590550 GGAGGCGGAGGTATGGCGCTGAACGCAGT GGTTCCACCACCACCGCTCGTGACCCCGGCC Cre13.g590626 GGAGGCGGAGGTATGATCAGGAGACAACCACCC GGTTCCACCACCACCCCAACCTGCCTTGACACTG
Cre13.g590650 GGAGGCGGAGGTATGGAAGACGATTTGTTCGGGG GGTTCCACCACCACCCCCCCGCGTGAGCTTGTCAATG Cre13.g590700 GGAGGCGGAGGTATGGATGTAGGTGCTTCAAGC GGTTCCACCACCACCCATGTACGGTCCGGGCC
Cre13.g590750 GGAGGCGGAGGTATGGCCCCTAAGAAGGACG GGTTCCACCACCACCGCCCGAGGTGAACTTGG Cre13.g590850 GGAGGCGGAGGTATGTCGCTGCCAGGGG GGTTCCACCACCACCAACCAGCGTCTGCACCG
Cre13.g590905 GGAGGCGGAGGTATGCCAGCGGAGGAGG GGTTCCACCACCACCATGATGCTTTCCGCCACG Cre13.g590950 GGAGGCGGAGGTATGGAACATTCTATTACGCTGCTA GGTTCCACCACCACCTCATGCCTCCTCCTCAAACC
Cre13.g591050 GGAGGCGGAGGTATGTGGCTGTCAAGTGCCTA GGTTCCACCACCACCTCTCCCGGCGACTGCC Cre13.g591150 GGAGGCGGAGGTATGGCTGGCCGTGGCA GGTTCCACCACCACCTTACACGGCCGCGGAG
Cre13.g591200 GGAGGCGGAGGTATGGCCCCTAAGAAGGACG GGTTCCACCACCACCGCCCGAGGTGAACTTGG Cre13.g591250 GGAGGCGGAGGTATGGGACCCTTGGCTGC GGTTCCACCACCACCAAACACCGTGCCGCCC
Cre13.g591350 GGAGGCGGAGGTATGAGCCAGGGCGGAG GGTTCCACCACCACCTACTCTGCCGCGCCTC Cre13.g591400 GGAGGCGGAGGTATGGATTCTGAGCTTGACTTTACG GGTTCCACCACCACCCTAAGCGGCGGTGGGG
Cre13.g591450 GGAGGCGGAGGTATGCCCTCAAGTAGCCCC GGTTCCACCACCACCTCTCCCATTGAGACGCGG Cre13.g591501 GGAGGCGGAGGTATGTTGCGGTGCGGGC GGTTCCACCACCACCCTCCTCATCCGACCGCA
Cre13.g591550 GGAGGCGGAGGTATGCACGACCCGCAAGTTATC GGTTCCACCACCACCCGCCGAGGGCTGCTGC Cre13.g591600 GGAGGCGGAGGTATGACACAGCTTTATGACATGCT GGTTCCACCACCACCAATTGTGTCACAGGCCTCCG
Cre13.g591650 GGAGGCGGAGGTATGACTCCACCGCGTGTGT GGTTCCACCACCACCCGACGACGGCAGGCGC Cre13.g591700 GGAGGCGGAGGTATGGCGTGGACAATCGGG GGTTCCACCACCACCTCACGCCGCCACCAGC
Cre13.g591750 GGAGGCGGAGGTATGGCGAACCATCTCGCA GGTTCCACCACCACCCACCTCGTCAGAGCAGGG Cre13.g591800 GGAGGCGGAGGTATGGAGGGCCCAAGTTGTAGC GGTTCCACCACCACCGCCAGCGCGAGGCTCC
Cre13.g591851 GGAGGCGGAGGTATGGCGAAGGCGAGCC GGTTCCACCACCACCGATGGTGTGAGACCCGGG Cre13.g591900 GGAGGCGGAGGTATGGGTTGCGCCAGCT GGTTCCACCACCACCCTTGAACATGTCCCAGAGCTT
Cre13.g591951 GGAGGCGGAGGTATGCCTTCAGCATCCTGGC GGTTCCACCACCACCGATGCCCAGCGCCTTC Cre13.g592000 GGAGGCGGAGGTATGCCCCCAGCAAAGGA GGTTCCACCACCACCTTGCCGAATGACGCCTC
Cre13.g592050 GGAGGCGGAGGTATGGACCGACAGGTAGTGGG GGTTCCACCACCACCGCTGTCGCGCTTGAGCTG Cre13.g592100 GGAGGCGGAGGTATGCGCTGCCTGTGCG GGTTCCACCACCACCCACGTGCATCAAATGCCCC
Cre13.g592150 GGAGGCGGAGGTATGGGCCGCTCACGCT GGTTCCACCACCACCCGTAGCGAACACGGTCTGG Cre13.g592250 GGAGGCGGAGGTATGCAAAATTCGAGTGTAGAAGAG GGTTCCACCACCACCTCACGAGCCATTTGCCC
Cre13.g592300 GGAGGCGGAGGTATGGAGTACCGGGACAAGCT GGTTCCACCACCACCTGCCCCTTGTGGAAGAGC Cre13.g592350 GGAGGCGGAGGTATGAAGAGCGTGTCTCTGC GGTTCCACCACCACCTTTCGGCTGCCGCAGG
Cre13.g592400 GGAGGCGGAGGTATGCAACGCATAAGGCTTGAAA GGTTCCACCACCACCAAGCTCGCCGCTTTCGCG Cre13.g592450 GGAGGCGGAGGTATGGCCGACCTGCTCTTTAATG GGTTCCACCACCACCTGCAATGCTGGCTGCCGC
Cre13.g592500 GGAGGCGGAGGTATGGCAGACATCCTAGACAGC GGTTCCACCACCACCCTGCAGCGAGTCCACGTC Cre13.g592550 GGAGGCGGAGGTATGAGCTCCCAGATGGTGG GGTTCCACCACCACCGTCACCAGCCGACCCG
Cre13.g593833 GGAGGCGGAGGTATGGTAGTTTACCCATGCGTC GGTTCCACCACCACCGTAAGCCACCACACACACG Cre13.g595114 GGAGGCGGAGGTATGCTCTGCCGCCGTG GGTTCCACCACCACCAAAAACAAGTGGCCACGGG
Cre13.g596395 GGAGGCGGAGGTATGTGGTTGAGGGTGGCG GGTTCCACCACCACCAACCCAGACTTTGTCGTGC Cre13.g597676 GGAGGCGGAGGTATGTGGGACGGCTACAAGCG GGTTCCACCACCACCCTTGCCCCTGGCGGCC
Cre13.g598957 GGAGGCGGAGGTATGGTCGCCCGTGTCT GGTTCCACCACCACCCTTTGTCCAGTCGGCCTG Cre13.g600238 GGAGGCGGAGGTATGCTCACCCGGGCGC GGTTCCACCACCACCGGGGGCCTGCACAGGT
Cre13.g602300 GGAGGCGGAGGTATGAAATCGTCGAAGACATATGCC GGTTCCACCACCACCTGGCTGGGCCTCCTGACC Cre13.g602350 GGAGGCGGAGGTATGATGCTAAAGCAGCGCCC GGTTCCACCACCACCCGCCAGCAGCGCCTTGAC
Cre13.g602400 GGAGGCGGAGGTATGGCAAACGGAGGTCCCAGTA GGTTCCACCACCACCCCGCCTACCCCCGCCCAC Cre13.g602425 GGAGGCGGAGGTATGGGATTAGCTGGAGACTGC GGTTCCACCACCACCAAGCTGCCCACGGTTGT
Cre13.g602450 GGAGGCGGAGGTATGTCGACAGTGCAAGCAA GGTTCCACCACCACCGGCCGACAGCAGTCGC Cre13.g602500 GGAGGCGGAGGTATGGGCCAATCGACCAGC GGTTCCACCACCACCCTGCTTCACACTGCTGCTA
Cre13.g602550 GGAGGCGGAGGTATGGTCACTGCGCTATGC GGTTCCACCACCACCGCACTGCCGAAGCTGC Cre13.g602650 GGAGGCGGAGGTATGAGCCTGTCCCTGCTC GGTTCCACCACCACCCAGGCTGGGCAGCGAC
Cre13.g602750 GGAGGCGGAGGTATGGGTTGGAACAAGCGCTG GGTTCCACCACCACCCTACACGCCCGCCGCC Cre13.g602800 GGAGGCGGAGGTATGGACGAGGACCGGGCG GGTTCCACCACCACCGCGCCTGAGCCACGGGTG
Cre13.g602850 GGAGGCGGAGGTATGGATCGCTCGCCGG GGTTCCACCACCACCCTACCGGGGGTTGCGC Cre13.g602901 GGAGGCGGAGGTATGTCACGAGCCATTGAAGG GGTTCCACCACCACCCCCGCCAATTGTGATCATGG
Cre13.g602950 GGAGGCGGAGGTATGACTGCGAGAGGCTTTGC GGTTCCACCACCACCCAGCGCCAGCCTCACG Cre13.g603000 GGAGGCGGAGGTATGGTCCTTGGAGTTTTGGCG GGTTCCACCACCACCTGGGTGCCGTTTGGGGAG
Cre13.g603050 GGAGGCGGAGGTATGGTGGAGCCGGCAA GGTTCCACCACCACCTTCGGACGGCTCTTCGG Cre13.g603100 GGAGGCGGAGGTATGGGCCCCACACGGATAG GGTTCCACCACCACCCCGCCGCCCCCCAAAC
Cre13.g603176 GGAGGCGGAGGTATGACGCTTTTAAGCGCACGTA GGTTCCACCACCACCCTGCCGCGTGTAGGTGGC Cre13.g603225 GGAGGCGGAGGTATGTTCCTCGCCAGCCA GGTTCCACCACCACCTAGCTGCTCGGGCCTC
Cre13.g603250 GGAGGCGGAGGTATGCTCTGCGGGGACCGGATG GGTTCCACCACCACCCGCCGAGGGCGCCCCAGC Cre13.g603300 GGAGGCGGAGGTATGGACGAGGCGACGG GGTTCCACCACCACCCATCACCGAGCAGCCG
Cre13.g603350 GGAGGCGGAGGTATGTGGGAAGAAAAGGGGC GGTTCCACCACCACCCGGCCGCAGCAGGTAG Cre13.g603500 GGAGGCGGAGGTATGGCCATTTCGTCGCTCG GGTTCCACCACCACCCTGCTGGCCGATGGTGGG
Cre13.g603550 GGAGGCGGAGGTATGGCGACCAGCCTAGTC GGTTCCACCACCACCCGACTGGCGCTGCTGC Cre13.g603600 GGAGGCGGAGGTATGAGTGTGGAGCATGTCGTG GGTTCCACCACCACCCGATCCTCCGCCGTGTTC
Cre13.g603700 GGAGGCGGAGGTATGGCTGACGAGGGCG GGTTCCACCACCACCGAAGCACTTCCGGTGCAC Cre13.g603776 GGAGGCGGAGGTATGCATCATCTGGTGTCCAAG GGTTCCACCACCACCGTTAGTCCGGCGCGTG
Cre13.g603800 GGAGGCGGAGGTATGAAGCTCTTGGAGGACTCTGG GGTTCCACCACCACCTCAGCCCGCCGGTGCT Cre13.g603850 GGAGGCGGAGGTATGACTTCGAACGCGTATCG GGTTCCACCACCACCTTACTTGGCGGCAGCCG
Cre13.g603900 GGAGGCGGAGGTATGCCTACGGTGGGAGTGAA GGTTCCACCACCACCGTTGCTGAGGGGCTCCAATTT Cre13.g603950 GGAGGCGGAGGTATGATTGGGGTACTGTCGATGA GGTTCCACCACCACCCGACAGCGTCATGTTGAATCTG
Cre13.g604000 GGAGGCGGAGGTATGACCACCGCGACCC GGTTCCACCACCACCCTACACGCGCCTGGCA Cre13.g604150 GGAGGCGGAGGTATGGCAACGGGGCCAC GGTTCCACCACCACCCGCCGCATTCACTCCG
Cre13.g604200 GGAGGCGGAGGTATGCAGTCTGCATCCATAAACCAA GGTTCCACCACCACCCTACGGCCGCAGCGGC Cre13.g604300 GGAGGCGGAGGTATGAGTGGCCGGGCGAAG GGTTCCACCACCACCGAAAAGCCAAAAGCGCTTGC
Cre13.g604350 GGAGGCGGAGGTATGGACCTGGGTTTCATCCAAT GGTTCCACCACCACCTTGCTGCTGTTGCACCGC Cre13.g604400 GGAGGCGGAGGTATGGGCATCTCCGCCG GGTTCCACCACCACCCCAGTGATGCGTCTGCG
Cre13.g604450 GGAGGCGGAGGTATGTATCGCTGGCCGAAGA GGTTCCACCACCACCCAGCAGCTTACCGCCG Cre13.g604550 GGAGGCGGAGGTATGTCCATTACAGCATGGGAC GGTTCCACCACCACCCTACCCCTCGCCCTCTG
Cre13.g604600 GGAGGCGGAGGTATGTCTTCGCCCGAAGACG GGTTCCACCACCACCCAACCCCAGTCCAGTGGTC Cre13.g604650 GGAGGCGGAGGTATGTCGGACGACGGGTC GGTTCCACCACCACCTTACTTGGCGGCGGCG
Cre13.g604700 GGAGGCGGAGGTATGGCATCTGGGCAGATGG GGTTCCACCACCACCCTTGAACAGCTTGCCCTGC Cre13.g604750 GGAGGCGGAGGTATGGGACGAAACAGACGCG GGTTCCACCACCACCCACACCCAGGGACAGACC
Cre13.g604800 GGAGGCGGAGGTATGGGCTTCATTCTCGCCG GGTTCCACCACCACCCCGGAACCAGTGCGGC Cre13.g604850 GGAGGCGGAGGTATGACGGTGTCCGCGC GGTTCCACCACCACCTATCAGGTCTGGTGCGGC
Cre13.g604905 GGAGGCGGAGGTATGGCCGACAACGCCGC GGTTCCACCACCACCCAGCTGCCCTGCCGCG Cre13.g604950 GGAGGCGGAGGTATGTGCGGGGATGACGC GGTTCCACCACCACCCTGCTGCTGCCACTGC
Cre13.g605050 GGAGGCGGAGGTATGTCCGCAGCCGTGC GGTTCCACCACCACCCTTGTCGCTCCACGTACG Cre13.g605150 GGAGGCGGAGGTATGCTCGCGCGTGTTGCTC GGTTCCACCACCACCCTTCTTGGCGGCGGCCAG
Cre13.g605200 GGAGGCGGAGGTATGGCGGGACTTCACCCG GGTTCCACCACCACCGGCCTTGCAGTCGGGGTC Cre13.g605250 GGAGGCGGAGGTATGCGGCACACGCTCT GGTTCCACCACCACCCGCTCTCCTCCACCACG
Cre13.g605300 GGAGGCGGAGGTATGCCGTGCTTTGGAACTCG GGTTCCACCACCACCGCGCCGGCTGCTCGAA Cre13.g605368 GGAGGCGGAGGTATGGCCGAAGCTGGCC GGTTCCACCACCACCAGTACGCTCCTGGCCAG
Cre13.g605404 GGAGGCGGAGGTATGGCGGCAAATCAGCAC GGTTCCACCACCACCCCTCCTGCTGGTGCCG Cre13.g605550 GGAGGCGGAGGTATGGTGCCCACCCTGATCC GGTTCCACCACCACCTCACGGCGCCAGCTGC
Cre13.g605600 GGAGGCGGAGGTATGTTGAAAACATACACACGCG GGTTCCACCACCACCTCACTTCCGCATGGCCA Cre13.g605650 GGAGGCGGAGGTATGGCTTCGCCAGTTCCG GGTTCCACCACCACCGAGCTTGGAGGGCGGGTTGTAC
Cre13.g605700 GGAGGCGGAGGTATGCTCCATGCCCACCA GGTTCCACCACCACCCCGCCAGCCGTGCTTC Cre13.g605750 GGAGGCGGAGGTATGACACGTAACTCGTGGCGC GGTTCCACCACCACCGGCGACGCGGGTGCAG
Cre13.g606000 GGAGGCGGAGGTATGTTGCGCGCGTGCTTCCTAC GGTTCCACCACCACCCTGCTGCGCCTGTTGCGC Cre13.g606050 GGAGGCGGAGGTATGCTCCTACAACAGCGACTG GGTTCCACCACCACCGTCCACGATGCGCACCAG
Cre13.g606101 GGAGGCGGAGGTATGGCGCGTAACGTTTGGG GGTTCCACCACCACCTCAAGGCGCGCGAGGG Cre13.g606150 GGAGGCGGAGGTATGCCGTGCCCGTTTG GGTTCCACCACCACCATCGTTCTTCTTCTCGCCCG
Cre13.g606200 GGAGGCGGAGGTATGGAGCCGGCGGGAG GGTTCCACCACCACCCTCCCACGGCACCGGC Cre13.g606250 GGAGGCGGAGGTATGGTAGATAATGCAGAGGTGTCA GGTTCCACCACCACCCTGGACTGCCGCTGAGGC
Cre13.g606300 GGAGGCGGAGGTATGCTCGACGCAGTTGTC GGTTCCACCACCACCGAAGTCCCTCCCACTTTGAAA Cre13.g606500 GGAGGCGGAGGTATGGGGCACGACATGGA GGTTCCACCACCACCGTACCCAAAGCGCTTCCA
Cre13.g606550 GGAGGCGGAGGTATGTGTCCGAGCCGCG GGTTCCACCACCACCGACGTCATCGCCAGAGAC Cre13.g606600 GGAGGCGGAGGTATGGGATTGTTTGACGCTTGC GGTTCCACCACCACCGGTCATGAGGCTGATACCGC
Cre13.g606652 GGAGGCGGAGGTATGGCTGCGGCCTCCGCC GGTTCCACCACCACCCATCCGGCCCACAATCTGCATG Cre13.g606700 GGAGGCGGAGGTATGCCTCCAAGTGGTTTGG GGTTCCACCACCACCATGCTGCCGCGTTGAC
Cre13.g606800 GGAGGCGGAGGTATGTTAGTAGGCAGGCTCTGC GGTTCCACCACCACCGTACGACGCCAGCAGCTT Cre13.g606850 GGAGGCGGAGGTATGCCGTTAACAGGCAAACG GGTTCCACCACCACCACTGCCGTACACGTGCGTC
Cre13.g606900 GGAGGCGGAGGTATGGCCGACCAGCAACA GGTTCCACCACCACCAGTACGCTCCTGGCCAG Cre13.g606950 GGAGGCGGAGGTATGGGCGCGAACATCCC GGTTCCACCACCACCTTGAAGCTGCGCCGCA
Cre13.g606974 GGAGGCGGAGGTATGGACGACTCAAGCGCC GGTTCCACCACCACCCAGGTCCTGACGTCTGCG Cre13.g607000 GGAGGCGGAGGTATGGCTAGCGACGCATGTG GGTTCCACCACCACCCTGCCGCACGTCCGCCAG
Cre13.g607050 GGAGGCGGAGGTATGCAGGCCTCGCTGCGCACTA GGTTCCACCACCACCGGGGTCCACGGGCAGTGT Cre13.g607200 GGAGGCGGAGGTATGTGGATGCTGGCCCTC GGTTCCACCACCACCCTCGGCTTCTGCTGGTCC
Cre13.g607250 GGAGGCGGAGGTATGCCTGAGGCCGGCG GGTTCCACCACCACCCTCCCGCTCGGTGTCCA Cre13.g607300 GGAGGCGGAGGTATGACGGAGGAGGAAGTCGA GGTTCCACCACCACCCCTGCGCACAGCCCCGTA
Cre13.g607350 GGAGGCGGAGGTATGCAGGAGTGCCCGAATAGC GGTTCCACCACCACCGGGGTGGTGCGGGCTG Cre13.g607400 GGAGGCGGAGGTATGCCAACAACCGGGTGG GGTTCCACCACCACCCTTGCCCGCCTGCTGC
Cre13.g607450 GGAGGCGGAGGTATGGCGGCAAAGAAAATGC GGTTCCACCACCACCCTCCTTCAGCGCCGCC Cre13.g607500 GGAGGCGGAGGTATGGACGAGGGATACAGCC GGTTCCACCACCACCCTGCTGCTGCATGTGTGT
Cre13.g607550 GGAGGCGGAGGTATGCCGCAAAAGCCGAG GGTTCCACCACCACCGCGTCTCCGCTGCTGC Cre13.g607700 GGAGGCGGAGGTATGGCAGTCGACACCCA GGTTCCACCACCACCCATGCTCCACAGAAAGCAATG
Cre13.g607750 GGAGGCGGAGGTATGGTAAAAGCGGGAAAGAAGG GGTTCCACCACCACCGCTCACACGCGAGACCAC Cre13.g607800 GGAGGCGGAGGTATGGGCGTACTGTTTGGAACG GGTTCCACCACCACCGAACCGCGGCGTGCTG
Cre13.g607850 GGAGGCGGAGGTATGCAGGGGAACTTAGCCAAC GGTTCCACCACCACCCCAAAATCCCATTCCTTGCCCT Cre13.g607900 GGAGGCGGAGGTATGCTTCACTGGTCCAAGC GGTTCCACCACCACCTTAACGCTGCAGCGCC
Cre13.g607950 GGAGGCGGAGGTATGCCTTACATCAGCCGAACA GGTTCCACCACCACCTCAGCCGCCTCCAGCG Cre13.g608000 GGAGGCGGAGGTATGACCTTTCCTGGATCAATCG GGTTCCACCACCACCTTAGTTCCACTTTAGCCCCGA
Cre14.g608093 GGAGGCGGAGGTATGGCTTCGCGATGCTTCTG GGTTCCACCACCACCGTCGGCCTGCGCCAGC Cre14.g608250 GGAGGCGGAGGTATGAAGGCCTGCTACCCTG GGTTCCACCACCACCCGGTTTGACCACCTCCCA
Cre14.g608275 GGAGGCGGAGGTATGTCTTCGGCGGTCACC GGTTCCACCACCACCATCCATGCCAGGCCTACG Cre14.g608300 GGAGGCGGAGGTATGGCATCGGGTGGCGAT GGTTCCACCACCACCCAGCCACTTGCCTCCTGACTTC
Cre14.g608300 GGAGGCGGAGGTATGGCATCGGGTGGCG GGTTCCACCACCACCCAGCCACTTGCCTCCTG Cre14.g608350 GGAGGCGGAGGTATGAGCTCACAGCCTCCTT GGTTCCACCACCACCTTCGCCACTGCCCACC
Cre14.g608500 GGAGGCGGAGGTATGCCACCACCTATCTCAGC GGTTCCACCACCACCCCTCCCGCTCAGCCTC Cre14.g608550 GGAGGCGGAGGTATGAATGATGAAGCCGCGAGT GGTTCCACCACCACCGTCCTCTGCCGCCGCC
Cre14.g608600 GGAGGCGGAGGTATGAATAGCGTAACGCCTGAA GGTTCCACCACCACCCTACATAAAGGCCATGTCGAAGA Cre14.g608652 GGAGGCGGAGGTATGAGCCGCCCCGTCG GGTTCCACCACCACCCCACTTCTCCGCCTTCCG
Cre14.g608700 GGAGGCGGAGGTATGGGCAGAGTCGAGGACTAC GGTTCCACCACCACCCCCCTGCTGTGCAGTCTG Cre14.g608750 GGAGGCGGAGGTATGCTCTCAGACAGAACAAGC GGTTCCACCACCACCCTACCCCCCCCCCACG
Cre14.g608800 GGAGGCGGAGGTATGATGCTATCGCAGCGCT GGTTCCACCACCACCCTCCTCCACGTAGCGGCTCTTG Cre14.g608900 GGAGGCGGAGGTATGAAGTTGCGGCCTCG GGTTCCACCACCACCCGCCTCACATGCCCAC
Cre14.g608950 GGAGGCGGAGGTATGCAGGAGCAGCAGCAGC GGTTCCACCACCACCTGCGCGCACAACCCCG Cre14.g608970 GGAGGCGGAGGTATGGCGAGCAGCAGCA GGTTCCACCACCACCGCGGAAGGAGTCGACCG
Cre14.g608990 GGAGGCGGAGGTATGAAGTCGCAGCCTCCT GGTTCCACCACCACCCCAGGCACAAGACACGATG Cre14.g609010 GGAGGCGGAGGTATGGTGTCGCAGTTGGCT GGTTCCACCACCACCCAACGCGGTAGCGCCG
Cre14.g609030 GGAGGCGGAGGTATGCAGGAGCAGCAGCA GGTTCCACCACCACCCATCCCTGGCTGCGGG Cre14.g609050 GGAGGCGGAGGTATGCACCTAGGGGGCG GGTTCCACCACCACCGCGGAAGGAGTCGACCG
Cre14.g609100 GGAGGCGGAGGTATGTCGGGGGGCGACG GGTTCCACCACCACCTTTGCAGGTGGCCACCG Cre14.g609150 GGAGGCGGAGGTATGGCACTCGCGCACG GGTTCCACCACCACCCTACAACGCGGCAGCG
Cre14.g609202 GGAGGCGGAGGTATGGGGACCAGCACGTCC GGTTCCACCACCACCCTCAAAGTACAGCCGCGCCATT Cre14.g609250 GGAGGCGGAGGTATGTCGCGCGGCGTGA GGTTCCACCACCACCGCTGGAGCAGTAGGTGCTTG
Cre14.g609300 GGAGGCGGAGGTATGACTGCTCACGCGC GGTTCCACCACCACCCCACACAAAGCCGCGG Cre14.g609350 GGAGGCGGAGGTATGGAGGAGACTGAGGATGGC GGTTCCACCACCACCTCACTCCGCGTGGCCG
Cre14.g609400 GGAGGCGGAGGTATGCTTCAATCTAGCCAGGC GGTTCCACCACCACCGAACATGGGCAGCTCCAC Cre14.g609500 GGAGGCGGAGGTATGGCCAGGACCGCCT GGTTCCACCACCACCTTAGCCGGAGGCGCCG
Cre14.g609551 GGAGGCGGAGGTATGTCAGGCACATCAGCTG GGTTCCACCACCACCGCCCCTGTGGCTAGCG Cre14.g609600 GGAGGCGGAGGTATGGGGCGCAGAGATCC GGTTCCACCACCACCCTCGTCTGCTGCTGCTG
Cre14.g609650 GGAGGCGGAGGTATGTCGACAGCTGCTGC GGTTCCACCACCACCCATCCTGCTGCCCCCG Cre14.g609700 GGAGGCGGAGGTATGGCCAGGCCGCTCG GGTTCCACCACCACCTACTGCCGCGCGCCTA
Cre14.g609750 GGAGGCGGAGGTATGGCGACTGCCAGGG GGTTCCACCACCACCTTAGCGGTGGCCCGGG Cre14.g609800 GGAGGCGGAGGTATGCCCGCCGTGAACT GGTTCCACCACCACCCTAACCGCGGTGCGGT
Cre14.g609900 GGAGGCGGAGGTATGTTGCGCCACTGGTCG GGTTCCACCACCACCAACCTTGTTGGTCCCGCC Cre14.g609926 GGAGGCGGAGGTATGCACCGCGCAATGC GGTTCCACCACCACCTCAGGTCCTACCAAGAGTACAA
Cre14.g610000 GGAGGCGGAGGTATGGACAGCAGGTCCAATCT GGTTCCACCACCACCTTAGCGCACCCGCTGG Cre14.g610050 GGAGGCGGAGGTATGGCAGCCGCGTCGC GGTTCCACCACCACCCTGCTTGGCTGCCTCGGC
Cre14.g610100 GGAGGCGGAGGTATGCCGAGGGGCAGTAA GGTTCCACCACCACCGAAGAAGAAGACCTCCGGC Cre14.g610150 GGAGGCGGAGGTATGCCTGCCGCATCGAGGTTTG GGTTCCACCACCACCCTCCTCGTCAAACTCCTGAAGC
Cre14.g610150 GGAGGCGGAGGTATGCCTGCCGCATCGA GGTTCCACCACCACCCTCCTCGTCAAACTCCTGAAG Cre14.g610250 GGAGGCGGAGGTATGCCGTTCATGTTTGGCAAG GGTTCCACCACCACCGCACGCCATGTGCTTAGC
Cre14.g610300 GGAGGCGGAGGTATGCAGTACGCGAGCGC GGTTCCACCACCACCGCTGTCTCCGCGCACG Cre14.g610351 GGAGGCGGAGGTATGTCGGTGCAAGAGCTTCTG GGTTCCACCACCACCGCGCTGCAGCACGCTG
Cre14.g610400 GGAGGCGGAGGTATGCGCAGCCTGTCAACG GGTTCCACCACCACCCTACGGCACGCCGCAC Cre14.g610450 GGAGGCGGAGGTATGCGCTCGCAAACGT GGTTCCACCACCACCGTCGGCCTCCGGAAGC
Cre14.g610501 GGAGGCGGAGGTATGCTTCAAGGACAGATGCG GGTTCCACCACCACCGGTGAAGGGCACGGCG Cre14.g610550 GGAGGCGGAGGTATGCAGTACCTGCAAAACGT GGTTCCACCACCACCCTAGCTGCGCCTGGCC
Cre14.g610566 GGAGGCGGAGGTATGGAAGCCGGGGCGC GGTTCCACCACCACCGAACAGCCCAGCCGCC Cre14.g610582 GGAGGCGGAGGTATGGGGCGGGCAGATC GGTTCCACCACCACCCTAGCTGCGCCTGGCC
Cre14.g610599 GGAGGCGGAGGTATGACCGCCTCCATCTCAG GGTTCCACCACCACCACCAGCTGCCCCTGGG Cre14.g610631 GGAGGCGGAGGTATGCAGTACCTGCAAAACGT GGTTCCACCACCACCCTAGCTGCGCCTGGCC
Cre14.g610647 GGAGGCGGAGGTATGATCACCGACCCGCC GGTTCCACCACCACCGAACAGCCCAGCCGCC Cre14.g610663 GGAGGCGGAGGTATGAAGGGCGGCAAGGA GGTTCCACCACCACCCCCCTTCCGGCGCTTT
Cre14.g610750 GGAGGCGGAGGTATGGCACCTACAGAGCCAGAG GGTTCCACCACCACCCGCGCCACGGAACCGG Cre14.g610801 GGAGGCGGAGGTATGTACGTGGCGGCGT GGTTCCACCACCACCCTGATCCGATCGCGGC
Cre14.g610850 GGAGGCGGAGGTATGGGTGCGCTGGTGC GGTTCCACCACCACCTCAAGGCTGCTGCGCG Cre14.g610900 GGAGGCGGAGGTATGCCGGCCAATGTGAAG GGTTCCACCACCACCCGCAGCAGCATCCACC
Cre14.g610950 GGAGGCGGAGGTATGGACTTCTTCGTGGGTATCA GGTTCCACCACCACCCACGGTCTTGATGGTGCGGATG Cre14.g611000 GGAGGCGGAGGTATGGTGGTGTTGGCTCCG GGTTCCACCACCACCTCCGCTCATGCTTGCG
Cre14.g611051 GGAGGCGGAGGTATGATGGAGCCGCCTGC GGTTCCACCACCACCCACCGGCAGGTCATCAAC Cre14.g611100 GGAGGCGGAGGTATGTCGCCGCTGGGCA GGTTCCACCACCACCGTGCACGGCCAGCACA
Cre14.g611150 GGAGGCGGAGGTATGGCATTGTCTAGGACATCCAA GGTTCCACCACCACCTTACTGCCCCGGCGGC Cre14.g611250 GGAGGCGGAGGTATGAGACGAGCAGCAGGTTAC GGTTCCACCACCACCACGCTTCCGGTAGGAGCC
Cre14.g611300 GGAGGCGGAGGTATGTCGCGGAGGCCAT GGTTCCACCACCACCCTCGCCCAGCTCGTTCT Cre14.g611350 GGAGGCGGAGGTATGTTTGGTGCAACGTGCG GGTTCCACCACCACCCTGCGCACCTGAGCCCGAG
Cre14.g611400 GGAGGCGGAGGTATGGTCTCAACATCCGTCCCT GGTTCCACCACCACCGGCGCCCAGGAAGCCG Cre14.g611484 GGAGGCGGAGGTATGCAGAGCTCTCTAGCACT GGTTCCACCACCACCGTCCTGGGGGTCGTAGTG
Cre14.g611517 GGAGGCGGAGGTATGCAGCACCGCGTTGT GGTTCCACCACCACCTTACTCCGCCGCCCGC Cre14.g611552 GGAGGCGGAGGTATGCTGACCCTAGCTCTGCTTC GGTTCCACCACCACCGCACTCGTCCGAGTCCTG
Cre14.g611650 GGAGGCGGAGGTATGACGGCGCGTAGACGC GGTTCCACCACCACCGCGGTAGGTGTAGTACGGC Cre14.g611650 GGAGGCGGAGGTATGACGGCGCGTAGACG GGTTCCACCACCACCGCGGTAGGTGTAGTACGGC
Cre14.g611700 GGAGGCGGAGGTATGCTAGCCAGTCCAACCG GGTTCCACCACCACCCCGGGGGGACTTGGGC Cre14.g611800 GGAGGCGGAGGTATGGCGACAAGCGGGG GGTTCCACCACCACCCTTGGCCGCGAGCTCG
Cre14.g611850 GGAGGCGGAGGTATGGCGAGGCTTCGCG GGTTCCACCACCACCGTCGCACTTGACGTTGCG Cre14.g611900 GGAGGCGGAGGTATGGAGCACGCAAGCG GGTTCCACCACCACCAATCTTCTGCTGCTGCGC
Cre14.g611950 GGAGGCGGAGGTATGAGGCAAGCCTTGCCTTC GGTTCCACCACCACCTCAGGCCGCGCGAAGC Cre14.g612150 GGAGGCGGAGGTATGGAGGCCTTCCTGCA GGTTCCACCACCACCCCAGCCCGTAAAGCCCG
Cre14.g612226 GGAGGCGGAGGTATGCAGGATGGGGACCG GGTTCCACCACCACCTCACGGCGAGGGAGGC Cre14.g612250 GGAGGCGGAGGTATGAGCGAGCGGCCAC GGTTCCACCACCACCCCGCCCAGCTGTGGCT
Cre14.g612300 GGAGGCGGAGGTATGAACAGAACGCGCAACC GGTTCCACCACCACCCCTGCCGTGCCTCCTG Cre14.g612350 GGAGGCGGAGGTATGGCCCGACAGAAAAGTA GGTTCCACCACCACCCTACTTCTTCAACATCTCAAGGA
Cre14.g612400 GGAGGCGGAGGTATGGGCGCTTCAGCAGC GGTTCCACCACCACCGTCATTCACTGCCTCCACC Cre14.g612426 GGAGGCGGAGGTATGGTGACGCTCCAGTGG GGTTCCACCACCACCAAAAGGACGCGCGTCC
Cre14.g612450 GGAGGCGGAGGTATGCAGGTGGCTTCGCG GGTTCCACCACCACCCTTCTTCTTGCCAGCAGCG Cre14.g612500 GGAGGCGGAGGTATGTGGGAGGACGGGCTG GGTTCCACCACCACCGGTCATCGGCTCCGGGCC
Cre14.g612567 GGAGGCGGAGGTATGGCCTTGATTGGCCCTA GGTTCCACCACCACCACCAACCGCGCCCTTG Cre14.g612700 GGAGGCGGAGGTATGGCGGAGGGCATTGGC GGTTCCACCACCACCGTACACGTTTAGCAGCGCC
Cre14.g612700 GGAGGCGGAGGTATGGCGGAGGGCATTGG GGTTCCACCACCACCGTACACGTTTAGCAGCGCC Cre14.g612750 GGAGGCGGAGGTATGTCACCAAATGCGGGGC GGTTCCACCACCACCCTTCTGGGGCTTGCCCTTG
Cre14.g612800 GGAGGCGGAGGTATGCTCAGCCAGCAGCT GGTTCCACCACCACCGCCCAGCATCGTTACCTG Cre14.g612850 GGAGGCGGAGGTATGGCGACCATTCTGCTTTT GGTTCCACCACCACCCTACGCACCGCGAGCG
Cre14.g612976 GGAGGCGGAGGTATGTACGGAGGGTCTGAGAG GGTTCCACCACCACCTTATGTGCGGCTTGCCC Cre14.g613000 GGAGGCGGAGGTATGACAACTCGCTCCACAGG GGTTCCACCACCACCCTACCGCCGCCCCTTC
Cre14.g613050 GGAGGCGGAGGTATGATGGCGAACACGCG GGTTCCACCACCACCGTAGGGTGCGGGGCAG Cre14.g613075 GGAGGCGGAGGTATGGCGCGCGTGCATC GGTTCCACCACCACCATCCGCCTCCCTCCCTC
Cre14.g613100 GGAGGCGGAGGTATGCGCAGGGTCTTCACC GGTTCCACCACCACCAAGCTGAATGGGTCGGAGG Cre14.g613134 GGAGGCGGAGGTATGGACATTTCGAATGAGGACCC GGTTCCACCACCACCTCACCGCTTCCCCGCC
Cre14.g613200 GGAGGCGGAGGTATGCTAGGTTATAGGAATGGTTG GGTTCCACCACCACCCTACGACCGGCCCTTG Cre14.g613300 GGAGGCGGAGGTATGGTGCGCGAGGCGC GGTTCCACCACCACCTGCCGGAAGCAGAAGCTCC
Cre14.g613350 GGAGGCGGAGGTATGGGGTACCCAGGGCA GGTTCCACCACCACCCTTCAGGCTGAACCCCTTG Cre14.g613400 GGAGGCGGAGGTATGTCTCTCGCTCCAGAATGG GGTTCCACCACCACCAAACTCTCGCAGCATGCG
Cre14.g613450 GGAGGCGGAGGTATGGGGTGGGACCGCCAAG GGTTCCACCACCACCCGCCTTGACCAGCCCGGC Cre14.g613501 GGAGGCGGAGGTATGCTGCTTGGGGACGCT GGTTCCACCACCACCGCCCTGCTTGCCAACCGG
Cre14.g613550 GGAGGCGGAGGTATGCAGCAGCCCACTTCTTCTA GGTTCCACCACCACCCCCCGCCCCTCCATTGCC Cre14.g613600 GGAGGCGGAGGTATGTTGCCTCTCGCCACTG GGTTCCACCACCACCTCACGCGGGCGTGACG
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Cre14.g613652 GGAGGCGGAGGTATGGGGCAATGCCTGGG GGTTCCACCACCACCGTTCACCAGGTACGCTTCC Cre14.g613700 GGAGGCGGAGGTATGCAAATGCGGTACCAGCG GGTTCCACCACCACCGCTGGCGGCGGTCTCC
Cre14.g613800 GGAGGCGGAGGTATGATCAAATCTGCTTGGCTATGT GGTTCCACCACCACCCTAACCCGCCACACGC Cre14.g613850 GGAGGCGGAGGTATGCACCTCAACAATTCGTTCA GGTTCCACCACCACCCTACCCCACGCGCTCG
Cre14.g613900 GGAGGCGGAGGTATGGCATTGTATGGCTTTCCTA GGTTCCACCACCACCGTCCTTGACCTCGCCCTC Cre14.g613950 GGAGGCGGAGGTATGGCTCGACTTTCTTGCTTCG GGTTCCACCACCACCGTTGCGGGAGTCCACTGG
Cre14.g614000 GGAGGCGGAGGTATGCATAGCAGCCTTCTATCTC GGTTCCACCACCACCTTACTTGAGCTCAGGCGCG Cre14.g614050 GGAGGCGGAGGTATGTCGGTTCAGGACGAAGA GGTTCCACCACCACCGATGCAGATCTGCGTCGG
Cre14.g614076 GGAGGCGGAGGTATGCGTGGTGGGCTGT GGTTCCACCACCACCGCACACCTCCTGCGCA Cre14.g614151 GGAGGCGGAGGTATGGCTAGCGGTGCACC GGTTCCACCACCACCACGATCGCCGCCCTCC
Cre14.g614200 GGAGGCGGAGGTATGGAGGAAGCCGAGAAGC GGTTCCACCACCACCCTGCGCCTGCTGTGCC Cre14.g614226 GGAGGCGGAGGTATGCTACTGGGGCACAAGC GGTTCCACCACCACCCGCATGCCCTGCCAGC
Cre14.g614250 GGAGGCGGAGGTATGGCGCCAAAGCGGC GGTTCCACCACCACCTCAGAACACGTGACACAAGTTG Cre14.g614300 GGAGGCGGAGGTATGCAGAACGGTCACGCTG GGTTCCACCACCACCCCAGGGGCGCTTCTCGTA
Cre14.g614350 GGAGGCGGAGGTATGCAGGCCCTCACCAA GGTTCCACCACCACCGTTGTTGGTGTAGTCAGCGC Cre14.g614400 GGAGGCGGAGGTATGGCGCAGCAGCCGA GGTTCCACCACCACCTGACCCAAGCCACAGCTC
Cre14.g614450 GGAGGCGGAGGTATGGCTCTTGAGGCGCCC GGTTCCACCACCACCCCTGCCCTGCAGGCTGTG Cre14.g614450 GGAGGCGGAGGTATGGCTCTTGAGGCGCC GGTTCCACCACCACCCCTGCCCTGCAGGCTG
Cre14.g614500 GGAGGCGGAGGTATGTCGCTGGTAGGCCTCG GGTTCCACCACCACCACCCTCCGACCTGCGCCG Cre14.g614550 GGAGGCGGAGGTATGAGCGGGTGGCCGG GGTTCCACCACCACCAACCGCCATCAACCGCT
Cre14.g614600 GGAGGCGGAGGTATGCTGCTGGGGCTATTAGGG GGTTCCACCACCACCAAAGCCCAGCCCGCCG Cre14.g614650 GGAGGCGGAGGTATGCTGAAGGAGCGGGG GGTTCCACCACCACCCGCGCTTGCTTTGACAC
Cre14.g614667 GGAGGCGGAGGTATGAGCCTGACGCAGAGC GGTTCCACCACCACCCTTGCGCCTGTAGTGTACC Cre14.g614708 GGAGGCGGAGGTATGGCAAACGACGACATTAGG GGTTCCACCACCACCAGCTAGCTTTTCGTGCGC
Cre14.g614750 GGAGGCGGAGGTATGAGGCAGATGACGATGGG GGTTCCACCACCACCTCATGCGCAAGCCGCC Cre14.g614800 GGAGGCGGAGGTATGGGCCCTTTTGAGGCG GGTTCCACCACCACCTGCATATCGCCGAGAGCG
Cre14.g614900 GGAGGCGGAGGTATGGCGAGCAAGGAGGAG GGTTCCACCACCACCCTTCTTGAGCGACACGGGCTTG Cre14.g614950 GGAGGCGGAGGTATGCTGACACGGCTTGCC GGTTCCACCACCACCTCAGCGCTTGCCGCGG
Cre14.g615000 GGAGGCGGAGGTATGCAGACCATTCGTGCCC GGTTCCACCACCACCGGGCTTGGGGTCGAACTTGAT Cre14.g615050 GGAGGCGGAGGTATGAAGCTGGAGGTTGTTTCAC GGTTCCACCACCACCCAGGAAGGGCGGGAAGATAATC
Cre14.g615100 GGAGGCGGAGGTATGGCAGCCAACGCGGCC GGTTCCACCACCACCCAGCTTCTGCTTGGGCTCGAAC Cre14.g615150 GGAGGCGGAGGTATGTTGTCGTCAGTGGAAAGAG GGTTCCACCACCACCCTACAGGCAATCCACATCCG
Cre14.g615200 GGAGGCGGAGGTATGGCGCCGAAGGTGA GGTTCCACCACCACCGAAGGCAGCATTGCTCGC Cre14.g615250 GGAGGCGGAGGTATGGCTTCGACACTGATGTTCT GGTTCCACCACCACCTTTGGACATGGCCCGCGA
Cre14.g615300 GGAGGCGGAGGTATGGGGGTGGCGCAGT GGTTCCACCACCACCACGCCTCTGCCGCTTG Cre14.g615350 GGAGGCGGAGGTATGTCGCCCGCGCCTG GGTTCCACCACCACCCACCCGCTCAAAGATGACGG
Cre14.g615400 GGAGGCGGAGGTATGGCCGCCGATACCGCC GGTTCCACCACCACCATTGGCGGCGCCGGCCTC Cre14.g615450 GGAGGCGGAGGTATGCTGCAAGCTTTGGCC GGTTCCACCACCACCCCCTAGCTTCGCTACCACC
Cre14.g615550 GGAGGCGGAGGTATGATAGCAGGAGTGTTGCCG GGTTCCACCACCACCCGTGATCTGCGTAATCATACACA Cre14.g615600 GGAGGCGGAGGTATGGCGGAGCTCGCCAAG GGTTCCACCACCACCCTCCCGCGCAAAGTGGTTC
Cre14.g615618 GGAGGCGGAGGTATGCCCGGGGACGCCT GGTTCCACCACCACCTTAAGCCGCGCCGTTGG Cre14.g615634 GGAGGCGGAGGTATGGTGTTCTTGCGGTCAA GGTTCCACCACCACCCATCAATCCAGCACAGCTCC
Cre14.g615650 GGAGGCGGAGGTATGCCTCCTCACGCATCG GGTTCCACCACCACCCGCATGCTCCATCATGCA Cre14.g615700 GGAGGCGGAGGTATGGACATCCTGGGCGAC GGTTCCACCACCACCCGTGGTCTTGTGCTTGCG
Cre14.g615750 GGAGGCGGAGGTATGGCTCTCGTTAGCTCGC GGTTCCACCACCACCCTTCCTGCCCTCGAGGCT Cre14.g615776 GGAGGCGGAGGTATGCCCTCCAAGCGGC GGTTCCACCACCACCAACTCGCCGGCAGGCA
Cre14.g615800 GGAGGCGGAGGTATGCAAGAGTTCGACGCTAGC GGTTCCACCACCACCTCACCGCGCCTCCTCC Cre14.g615850 GGAGGCGGAGGTATGCGCCTACCGGCGTCAAAG GGTTCCACCACCACCGGGCCGCTTCTCTAGCATG
Cre14.g615900 GGAGGCGGAGGTATGCCCGACTATGTGGCG GGTTCCACCACCACCATGAACGGCGTGTCGC Cre14.g615950 GGAGGCGGAGGTATGGCTTTCAACCCGGGC GGTTCCACCACCACCGTGCTCCGCCTTCTCGTC
Cre14.g616000 GGAGGCGGAGGTATGTCGCGTGGGCCGT GGTTCCACCACCACCTTTCGCTTGCTCCTGCTCG Cre14.g616050 GGAGGCGGAGGTATGCTGCCATGCTGCTC GGTTCCACCACCACCGGCCACCTGCATGAGGC
Cre14.g616100 GGAGGCGGAGGTATGGCGTTTTGGGGCGCAGTAG GGTTCCACCACCACCCTGCACCGCCACCAGCTC Cre14.g616151 GGAGGCGGAGGTATGGCTGCCACAGCCC GGTTCCACCACCACCCCCAAGCGCTGCAGCC
Cre14.g616200 GGAGGCGGAGGTATGCGCACCTGGCACGTAG GGTTCCACCACCACCCTGCTGCTTGCGCTCCGG Cre14.g616250 GGAGGCGGAGGTATGCCTCTCACCTTGCACG GGTTCCACCACCACCGGCCGCCGCAGTGTTG
Cre14.g616301 GGAGGCGGAGGTATGAAGGGCACAATGAAGCG GGTTCCACCACCACCGCCACCCTGCTTTCCCA Cre14.g616350 GGAGGCGGAGGTATGATGGCGCCAATTTGCC GGTTCCACCACCACCCTAGCTAGTCCTTTTCCTGAAAGG
Cre14.g616376 GGAGGCGGAGGTATGGTGACCAACGTCACTGT GGTTCCACCACCACCTTAGGCCCGGAGCGCG Cre14.g616400 GGAGGCGGAGGTATGACCAAGGCAAAGCCG GGTTCCACCACCACCGACCAGTTCTGTGCCCTG
Cre14.g616450 GGAGGCGGAGGTATGGTGCTGTTGGGCCC GGTTCCACCACCACCGTTTGCACCAGCATTGTGTG Cre14.g616501 GGAGGCGGAGGTATGAACGTGAAACGCCGC GGTTCCACCACCACCGCCTTCAGGGCGGCTA
Cre14.g616550 GGAGGCGGAGGTATGCATGATGATGAGGAGGCTG GGTTCCACCACCACCTGCCTTCACAATGTCTACGGC Cre14.g616589 GGAGGCGGAGGTATGCAGCGGCTGCATC GGTTCCACCACCACCAGAACGTGCAGCGGCC
Cre14.g616600 GGAGGCGGAGGTATGCAGCATTCAGCGAACG GGTTCCACCACCACCCTCCAGGTTGGCGGTCCG Cre14.g616650 GGAGGCGGAGGTATGAAGTTGCTTCGGCTAGTC GGTTCCACCACCACCTCGGCCCTTTCCGGCA
Cre14.g616700 GGAGGCGGAGGTATGTTTAGAAGAACGCTACCGC GGTTCCACCACCACCTTACCTGCCCTTTCCGGC Cre14.g616750 GGAGGCGGAGGTATGTCTGCACTTCGAGACCTA GGTTCCACCACCACCCTCCAGCGGAAGCGCC
Cre14.g616800 GGAGGCGGAGGTATGCAGACCGGGTCGC GGTTCCACCACCACCCGTTCCGCCATACGACG Cre14.g616826 GGAGGCGGAGGTATGCATCTCGGTGCCGC GGTTCCACCACCACCGCTAGGCCGTATCGGCG
Cre14.g616850 GGAGGCGGAGGTATGTTCACTTGTCGGCGAC GGTTCCACCACCACCCTCCGGCAGCTGCAGTA Cre14.g616900 GGAGGCGGAGGTATGGGCGCCCATGGAGGG GGTTCCACCACCACCCTTGCGGCTCTCCGCCGC
Cre14.g616950 GGAGGCGGAGGTATGCGTGGCGCCTTCG GGTTCCACCACCACCCAGCTCCGGTCCGTGG Cre14.g617100 GGAGGCGGAGGTATGCCGCGCTCGTCTC GGTTCCACCACCACCGTCATAACGGCGTGGCG
Cre14.g617150 GGAGGCGGAGGTATGAAGCGGAAAACTGGGACG GGTTCCACCACCACCCGGCCGATTGGATGCCCT Cre14.g617250 GGAGGCGGAGGTATGGCGAGCAAGGCGC GGTTCCACCACCACCTGTGCTGGGCTTTGCCG
Cre14.g617276 GGAGGCGGAGGTATGGGGAGGGGGGGTG GGTTCCACCACCACCCCGAAAGAGCCGCTCAG Cre14.g617300 GGAGGCGGAGGTATGCTGGCCTCGCAACTGTTAG GGTTCCACCACCACCGTTGTTGTCCGCCGCCTC
Cre14.g617350 GGAGGCGGAGGTATGCTCGCTTCGACCTCG GGTTCCACCACCACCCTCCACCAGCGCGAGC Cre14.g617400 GGAGGCGGAGGTATGGCCACCACTCTCATGA GGTTCCACCACCACCCTAGGCGGTGCTGGGC
Cre14.g617450 GGAGGCGGAGGTATGGCCACCACTCTCATGA GGTTCCACCACCACCCTAGGCGGTGCTGGGC Cre14.g617500 GGAGGCGGAGGTATGGACAGCCAGGCTCGCATC GGTTCCACCACCACCCTCCTCATTGATGGGCGGC
Cre14.g617550 GGAGGCGGAGGTATGGCGAGTGCCGCTGCC GGTTCCACCACCACCCTTGCGCTTCTGCGGCGG Cre14.g617650 GGAGGCGGAGGTATGGGTACCTGGTGCGGCAAG GGTTCCACCACCACCCTGCACATCAGCGGCTTCCTTC
Cre14.g617700 GGAGGCGGAGGTATGATTGGCAGCGTGGTGG GGTTCCACCACCACCGCGCCCGCCTTTATTGCC Cre14.g617800 GGAGGCGGAGGTATGAGCGACACGAGCATGAG GGTTCCACCACCACCGATCTGGTCCTTGGACGGC
Cre14.g617826 GGAGGCGGAGGTATGGTCTTCTCGGGGGC GGTTCCACCACCACCGTACCCGCGCCAGAAC Cre14.g617850 GGAGGCGGAGGTATGACGAAACGGCGAACG GGTTCCACCACCACCTTACGTGCCACCAGCGC
Cre14.g617900 GGAGGCGGAGGTATGGCCAAGGTCAAGATGCA GGTTCCACCACCACCCGCCTTCAGGGCGAACTT Cre14.g617950 GGAGGCGGAGGTATGGTGCGGCAAGTGGAG GGTTCCACCACCACCAGAATTGAACATGTCCTGGATGT
Cre14.g618000 GGAGGCGGAGGTATGTTTGGACGTTTTCGAGGC GGTTCCACCACCACCCCGGTCCCCGTGGCTG Cre14.g618050 GGAGGCGGAGGTATGCACTTGCAACACTCACA GGTTCCACCACCACCTCACGTGAAGCGCCGG
Cre14.g618100 GGAGGCGGAGGTATGCACGGCGTCCTTGAC GGTTCCACCACCACCTGAACGCTTCTTGCCCACC Cre14.g618150 GGAGGCGGAGGTATGGCCGACGTGGGCACC GGTTCCACCACCACCGACCGACGCTTGTACCTTCA
Cre14.g618150 GGAGGCGGAGGTATGGCCGACGTGGGCA GGTTCCACCACCACCGACCGACGCTTGTACCTTCA Cre14.g618200 GGAGGCGGAGGTATGGAGTACATAGTTGCCACGAGC GGTTCCACCACCACCTCATGCGGCGTGCCGC
Cre14.g618250 GGAGGCGGAGGTATGATAGACCTCGCAGCGC GGTTCCACCACCACCCTGGTTCATCAGCCGCTGG Cre14.g618300 GGAGGCGGAGGTATGTCGGGAGGCCTCG GGTTCCACCACCACCTCAACTCCCGCCCGGT
Cre14.g618350 GGAGGCGGAGGTATGGACACCGACAGTCGG GGTTCCACCACCACCCACGTGCACCACGGTATC Cre14.g618400 GGAGGCGGAGGTATGGTGGCTGCCAGCTTC GGTTCCACCACCACCGCCCTCTGTCTCCGCGCC
Cre14.g618400 GGAGGCGGAGGTATGGTGGCTGCCAGCT GGTTCCACCACCACCGCCCTCTGTCTCCGCG Cre14.g618450 GGAGGCGGAGGTATGGAGAGCTTCTTTCGGAGA GGTTCCACCACCACCCTACAGCTCCAGCGGCG
Cre14.g618550 GGAGGCGGAGGTATGCGCCTGCAAGTGG GGTTCCACCACCACCGTGCTCTTTCACAGTCTCCAA Cre14.g618611 GGAGGCGGAGGTATGCCCCAACTGCCCG GGTTCCACCACCACCTGGCATTCGGACCATTGATG
Cre14.g618621 GGAGGCGGAGGTATGCGAATTGAGGGCTGG GGTTCCACCACCACCCTTAATGACGCTGCGCACC Cre14.g618631 GGAGGCGGAGGTATGCAGTCCCTGCGGC GGTTCCACCACCACCTGTGTGCGTGCGTGCG
Cre14.g618641 GGAGGCGGAGGTATGACCGCCTCCCAAGC GGTTCCACCACCACCCAACTCACGCACCTGTAACT Cre14.g618650 GGAGGCGGAGGTATGTCTTGTCCATTCTCGCC GGTTCCACCACCACCTTTGCGCTTCTTGGCTTCG
Cre14.g618700 GGAGGCGGAGGTATGCTATCGTCAGCGCGTCG GGTTCCACCACCACCCCGCCGCAGGTTGGCC Cre14.g618750 GGAGGCGGAGGTATGCCTAGCGACGGCGCATCAG GGTTCCACCACCACCCGCCTCCGACGGCCCCTC
Cre14.g618776 GGAGGCGGAGGTATGGCAAACATCTCAGCGC GGTTCCACCACCACCTTGAGGGCTCCCGCCG Cre14.g618820 GGAGGCGGAGGTATGTGTGACCTCACCGAGC GGTTCCACCACCACCGGCTCTCAGCCCGGCC
Cre14.g618860 GGAGGCGGAGGTATGTCGCGTGGTCGGC GGTTCCACCACCACCCTGCGGAGGCGGCTGG Cre14.g618900 GGAGGCGGAGGTATGATATCTACGGGCGGACG GGTTCCACCACCACCGTAATGCTCCACGTTGCGT
Cre14.g618979 GGAGGCGGAGGTATGCTCAGCGCATACGCG GGTTCCACCACCACCCGCCGCCCCTGTATCCGC Cre14.g619000 GGAGGCGGAGGTATGGACAACCGGGAGCATC GGTTCCACCACCACCCAGCCGCCGCTCGTCA
Cre14.g619050 GGAGGCGGAGGTATGCCCAACAATGGGACG GGTTCCACCACCACCATCACTTGCCGAGGAAGGA Cre14.g619100 GGAGGCGGAGGTATGCTGCTCAACCGGCC GGTTCCACCACCACCCTGGCGGCGGAACTTG
Cre14.g619133 GGAGGCGGAGGTATGCCCGTGCTGGCAAAG GGTTCCACCACCACCGTAGACGCGGGGCTTGGG Cre14.g619166 GGAGGCGGAGGTATGGCGCAGCGGTACTC GGTTCCACCACCACCTCAGTGCCCGCCGCTG
Cre14.g619200 GGAGGCGGAGGTATGCCTCGCGTGTGGACT GGTTCCACCACCACCCATGACACAGCAGCCCGC Cre14.g619250 GGAGGCGGAGGTATGGCGACGACTGCCTCT GGTTCCACCACCACCGTGCGAGGCGCCCCAG
Cre14.g619300 GGAGGCGGAGGTATGCTGTTGGAGGCTTACGC GGTTCCACCACCACCGCAGACGCCGCAGTCCGC Cre14.g619350 GGAGGCGGAGGTATGAGGAGGGCTGCGATAAG GGTTCCACCACCACCGTGGCCGGCAAACTTGGC
Cre14.g619400 GGAGGCGGAGGTATGGCCGCGGACCTCC GGTTCCACCACCACCATGCCGCTTGTTCCCACA Cre14.g619450 GGAGGCGGAGGTATGACCGGCCGCGGAC GGTTCCACCACCACCCGGCTTGTCGGATCCCAC
Cre14.g619550 GGAGGCGGAGGTATGTCGGGCATTGGAACAGG GGTTCCACCACCACCGTCGTCCATGTCGCTGTCC Cre14.g619613 GGAGGCGGAGGTATGACCACTGACGACCCTG GGTTCCACCACCACCCTGCCCATACGGAAATTGCG
Cre14.g619650 GGAGGCGGAGGTATGATCGGCCTTTCCAGCC GGTTCCACCACCACCCTAGCGCGTGCCGCTC Cre14.g619700 GGAGGCGGAGGTATGGACGCACCCCAGC GGTTCCACCACCACCTCAATCAAGTATGTAATGGACCTG
Cre14.g619750 GGAGGCGGAGGTATGGAGCCACCCATGCG GGTTCCACCACCACCATACAACGCCTTGTGGACG Cre14.g619825 GGAGGCGGAGGTATGGCCGCGTTCACGT GGTTCCACCACCACCCACCATGTCGCGCTGAA
Cre14.g619850 GGAGGCGGAGGTATGGGCACCTTCTCGCG GGTTCCACCACCACCGGCCCGGGCCTTGAGG Cre14.g619854 GGAGGCGGAGGTATGCGAGGCTGGCACA GGTTCCACCACCACCCTACACCAATTCATATGCGTCATC
Cre14.g619900 GGAGGCGGAGGTATGTCTAAAAAGCAGAAGCAGCA GGTTCCACCACCACCCTCCGCTCCCCCCTCCTC Cre14.g619950 GGAGGCGGAGGTATGGAGCCAGAGAAGAAGGAC GGTTCCACCACCACCTGCTAGCCCCTCCTCTGC
Cre14.g620050 GGAGGCGGAGGTATGGAGGCCCAGCTATTTGA GGTTCCACCACCACCGTCCCAATCCATCGCCTC Cre14.g620076 GGAGGCGGAGGTATGTGGTTGGGAAACACCTTT GGTTCCACCACCACCGCAGAGGCCACCGGTG
Cre14.g620100 GGAGGCGGAGGTATGCCCAATTTGTATGCGT GGTTCCACCACCACCCTACCATACCCGTTTACTAAAGTC Cre14.g620200 GGAGGCGGAGGTATGTCTGATAGGAGTAAACAGGA GGTTCCACCACCACCCTACTCAACCTTACCCCGG
Cre14.g620233 GGAGGCGGAGGTATGGAGTACGGCCCGG GGTTCCACCACCACCTGCAGGTGCCGGTACC Cre14.g620250 GGAGGCGGAGGTATGTTGGGGGAGGAGGGC GGTTCCACCACCACCCGACCAGCATCCTGGCA
Cre14.g620300 GGAGGCGGAGGTATGCAGGCTTCTTTGCGC GGTTCCACCACCACCCAGAGTCTTCACGAAGTTCTCCA Cre14.g620350 GGAGGCGGAGGTATGCTGGCTAAGTTTGCCTCTG GGTTCCACCACCACCTCACCGCATGCCCGCG
Cre14.g620400 GGAGGCGGAGGTATGCACTCGATATACCACCGC GGTTCCACCACCACCGATGTATGTCGCAGGCATCTTG Cre14.g620500 GGAGGCGGAGGTATGGAGACGCTGTGGCCG GGTTCCACCACCACCCGACATGCAGAAGTCGCG
Cre14.g620600 GGAGGCGGAGGTATGAGGTGCAGCATTCTAGTC GGTTCCACCACCACCTTACGGCTGGGCAGCG Cre14.g620652 GGAGGCGGAGGTATGGAGCGTAAGGCGGG GGTTCCACCACCACCAGGGGGTGTCTGGCGG
Cre14.g620702 GGAGGCGGAGGTATGAGGTCCAGCTATTCGCTG GGTTCCACCACCACCCGGCAGGCTCGCCTGGTA Cre14.g620750 GGAGGCGGAGGTATGGAGCAAGCAAGGCG GGTTCCACCACCACCCCAAGGGTAGATCACTGTCGG
Cre14.g620850 GGAGGCGGAGGTATGCAGCCAACATCGCTGA GGTTCCACCACCACCCAGCACCAGCACTTTGCG Cre14.g620900 GGAGGCGGAGGTATGGTTGCTGCTGGCCT GGTTCCACCACCACCTCGGCACTCATGGGTCG
Cre14.g620951 GGAGGCGGAGGTATGCAGTCTTGCTTGGAGCG GGTTCCACCACCACCGCTCAATGTCCGTCGGCC Cre14.g621000 GGAGGCGGAGGTATGAGCGATCCAAAGGGGC GGTTCCACCACCACCGGAGTCCTCCCCCGCCATC
Cre14.g621000 GGAGGCGGAGGTATGAGCGATCCAAAGGGGC GGTTCCACCACCACCGGAGTCCTCCCCCGCC Cre14.g621050 GGAGGCGGAGGTATGCGATACAAGTACGATGACCA GGTTCCACCACCACCGCTCCGCGAGTGCAGAAG
Cre14.g621100 GGAGGCGGAGGTATGGCAGCCCAAAAAGCT GGTTCCACCACCACCGAATCCGAATCGGGGCG Cre14.g621150 GGAGGCGGAGGTATGCCGCGGTGGTCGG GGTTCCACCACCACCTCCCTGCTCCTGCTGCT
Cre14.g621172 GGAGGCGGAGGTATGGATGACAGATTTCGCGC GGTTCCACCACCACCCATGTCCATCCGGCCCC Cre14.g621200 GGAGGCGGAGGTATGGCTTTGAGCGCCGCG GGTTCCACCACCACCCTTCCCACCACCGCCGCC
Cre14.g621250 GGAGGCGGAGGTATGGTCGCGTTTGCTGCG GGTTCCACCACCACCCCCCGACTCTCCACGCTTC Cre14.g621300 GGAGGCGGAGGTATGGTGGACGCCATGCG GGTTCCACCACCACCGTAGCGCCGGCGGTCC
Cre14.g621400 GGAGGCGGAGGTATGTTCGATGGAGCTTCACTG GGTTCCACCACCACCCATCGCCACACAGCTTCC Cre14.g621450 GGAGGCGGAGGTATGGGTTACGTTAAGGTCATCAA GGTTCCACCACCACCTTACTCCTCGTCGTCCTGC
Cre14.g621475 GGAGGCGGAGGTATGAGTGACAATAAGAACTGGAATGG GGTTCCACCACCACCGCCAAACCCATCGTCTTCTGT Cre14.g621650 GGAGGCGGAGGTATGCTCAACGCCCAGCGT GGTTCCACCACCACCAGCGGTGATGTTGACGATGTTC
Cre14.g621676 GGAGGCGGAGGTATGTTTGCAGATTTGCAGACC GGTTCCACCACCACCGCTATTACCCGCGCCAG Cre14.g621700 GGAGGCGGAGGTATGGCAAGAGGTCAGGACT GGTTCCACCACCACCCAGATCCCGCTCTTCGGA
Cre14.g621751 GGAGGCGGAGGTATGGTCCGCAAGGGTGTA GGTTCCACCACCACCAGACGCCTCCTCGTCG Cre14.g621800 GGAGGCGGAGGTATGAAGTTGCGGATTGCGA GGTTCCACCACCACCAGGCTGCCGGAGTGCA
Cre14.g621850 GGAGGCGGAGGTATGAAGCAAGCCGCACAG GGTTCCACCACCACCCGTGCCACCGCTTGAG Cre14.g622050 GGAGGCGGAGGTATGCCACATACGTGTTGGAG GGTTCCACCACCACCCGCCTCATCAAGCGCC
Cre14.g622075 GGAGGCGGAGGTATGTTGCCTACCAATATCGCGT GGTTCCACCACCACCGGGGCAGGCCGCTCCATG Cre14.g622100 GGAGGCGGAGGTATGGACACTAACGGTAGCGG GGTTCCACCACCACCCCGCATAGTGCAGTCTCTGG
Cre14.g622150 GGAGGCGGAGGTATGGAGCCGTCTAGCTCG GGTTCCACCACCACCGCACTTCCCACCACTGC Cre14.g622200 GGAGGCGGAGGTATGGTCCCCCGTGTCTGC GGTTCCACCACCACCCTTGCCCCTGGCGGCC
Cre14.g622270 GGAGGCGGAGGTATGCAGTTGCTGGGTTATCC GGTTCCACCACCACCCTAGGCGGGCTCCAGC Cre14.g622340 GGAGGCGGAGGTATGCTCCAGCTTAGCCGC GGTTCCACCACCACCTCAACCTTGTAAGGATGATTCCTC
Cre14.g622480 GGAGGCGGAGGTATGTCCGCCGCCGACC GGTTCCACCACCACCACTCGAACGCCGACGG Cre14.g622550 GGAGGCGGAGGTATGCAGTCGCGCTCATTAGG GGTTCCACCACCACCAATGCCGTGGCCCTCATTG
Cre14.g622600 GGAGGCGGAGGTATGCTAGGCGCGCCATCAG GGTTCCACCACCACCCCGGAACCCTCCGAACAG Cre14.g622650 GGAGGCGGAGGTATGCCACATGCAATGGTGGT GGTTCCACCACCACCCTTGTCCAGCAACAACAACGG
Cre14.g622700 GGAGGCGGAGGTATGGTGGACCTCAAGTTTAAGTAC GGTTCCACCACCACCTCAGGGCTTGGCCAGC Cre14.g622750 GGAGGCGGAGGTATGACGTCGATGCTTCGCG GGTTCCACCACCACCGTTGATGATGAACCGGTCCTTG
Cre14.g622800 GGAGGCGGAGGTATGGAGGCTCTCAACGAGAATG GGTTCCACCACCACCGGACGTGTAGAGCGGGTTG Cre14.g622850 GGAGGCGGAGGTATGGCTGCCGCGATGGAG GGTTCCACCACCACCGTCCTTGGCATCCGTGACTC
Cre14.g622900 GGAGGCGGAGGTATGGCCTGCGTAGCAAGG GGTTCCACCACCACCCAGAGCCACGGTCCGG Cre14.g622901 GGAGGCGGAGGTATGTCAAGTGTGGATAAGAGGAAC GGTTCCACCACCACCTCATATCCGCTGCGGCG
Cre14.g622951 GGAGGCGGAGGTATGCTAGGCGCGCCAT GGTTCCACCACCACCCCGGAACCCTCCGAACA Cre14.g623000 GGAGGCGGAGGTATGGAACTCCTACGACGCCAG GGTTCCACCACCACCCTTCTTGCCCGTCTCCCAG
Cre14.g623050 GGAGGCGGAGGTATGGCGCGTGGCAAGC GGTTCCACCACCACCCTCCTGCGAGGCCACG Cre14.g623100 GGAGGCGGAGGTATGGAACAGGTCTCAGGAGCT GGTTCCACCACCACCTTCTACCGCAGCGTCATTCTC
Cre14.g623125 GGAGGCGGAGGTATGGGTGACCTCCAGAATGA GGTTCCACCACCACCAGTTGACCACGCAGCCC Cre14.g623176 GGAGGCGGAGGTATGATGGTCGATAGCAGCAG GGTTCCACCACCACCTGATGCTGCGACGGCC
Cre14.g623250 GGAGGCGGAGGTATGTCCGGCTCGAGGC GGTTCCACCACCACCCAGCTGCACATGTGCCT Cre14.g623300 GGAGGCGGAGGTATGGACGTGTTGGCGTCC GGTTCCACCACCACCCGGCTCCTCCTCCAGCCC
Cre14.g623350 GGAGGCGGAGGTATGACGCGCTCTGTGC GGTTCCACCACCACCTCGCGTTATTAACCCTCCTCC Cre14.g623403 GGAGGCGGAGGTATGAAACCATCAATCGAAGACCT GGTTCCACCACCACCTCATCGCAGCAGGTGCA
Cre14.g623439 GGAGGCGGAGGTATGACTCGCCGACTTGTCAAG GGTTCCACCACCACCTCTGCCATCCGTAATCTCCAG Cre14.g623600 GGAGGCGGAGGTATGGCGTCTCTGAAACCACTTT GGTTCCACCACCACCGCCCATGAGGCCTTCATCGTA
Cre14.g623650 GGAGGCGGAGGTATGGAGATGACCACGACCAAG GGTTCCACCACCACCCTCCCAGTCGCTGGTCAG Cre14.g623700 GGAGGCGGAGGTATGGCAAGCTGCTCATTTCTA GGTTCCACCACCACCCTACGCCCGGAGATGGC
Cre14.g623800 GGAGGCGGAGGTATGGCAGAAGAGACAGGCC GGTTCCACCACCACCCGCAATGGCAGGCTCCGC Cre14.g623850 GGAGGCGGAGGTATGAACCGCATGAACCGC GGTTCCACCACCACCCAGGGGCCCTTGCACC
Cre14.g623900 GGAGGCGGAGGTATGAACCGCATGAACCGC GGTTCCACCACCACCCAGGGGCCCTTGCACC Cre14.g623926 GGAGGCGGAGGTATGCCACGTGGCCGCC GGTTCCACCACCACCTTACGAGATGATGCATGTGCATGG
Cre14.g623950 GGAGGCGGAGGTATGACAGAGACTCTGGCAGC GGTTCCACCACCACCCATGTAGCTGCCCGTGC Cre14.g624000 GGAGGCGGAGGTATGGTTGGAGTATGCGTCTCG GGTTCCACCACCACCCAACGTTACCGGACTGGAC
Cre14.g624050 GGAGGCGGAGGTATGGCGTCTCTGAAACCACTT GGTTCCACCACCACCGCCCATGAGGCCGCCA Cre14.g624125 GGAGGCGGAGGTATGCCCGTTAAGGTCCAGGC GGTTCCACCACCACCAGCCAGGATGGCGCCG
Cre14.g624201 GGAGGCGGAGGTATGTCCACCTCCTTGTGGC GGTTCCACCACCACCTCACTGCTGCGCGGTG Cre14.g624350 GGAGGCGGAGGTATGCTTGGGCAATCCCTGCG GGTTCCACCACCACCCGCCTTGGCGCCCACC
Cre14.g624400 GGAGGCGGAGGTATGGAGTCACGGCCAGGC GGTTCCACCACCACCGTCTTCCAGCTCCATACCCTG Cre14.g624476 GGAGGCGGAGGTATGTCGCGCACTCCTAAC GGTTCCACCACCACCGTTGCTTGCGACTTGCG
Cre14.g624500 GGAGGCGGAGGTATGGACTTGGACAAGGCCG GGTTCCACCACCACCTTACGCGCCTCCCGCC Cre14.g624550 GGAGGCGGAGGTATGCCCCCTTCGCTAACC GGTTCCACCACCACCTCAGCAGGTGCCGCCC
Cre14.g624650 GGAGGCGGAGGTATGGTTGCAACCTCAGGAGC GGTTCCACCACCACCCACCCTCTTGCCGTACAC Cre14.g624700 GGAGGCGGAGGTATGGTGCAAGGACGAGGAC GGTTCCACCACCACCGCGCGGCGTGAACACC
Cre14.g624750 GGAGGCGGAGGTATGCCGGTTTCTGTCTCGA GGTTCCACCACCACCAACCGTGTCATCCGCCA Cre14.g624800 GGAGGCGGAGGTATGCGCACCTCAGATAATAGAAA GGTTCCACCACCACCCTACGGGCCCGCGTAC
Cre14.g624850 GGAGGCGGAGGTATGAGGCCTTGTCCGGC GGTTCCACCACCACCAAAGAGCCAGAAGAAGGTGGG Cre14.g624900 GGAGGCGGAGGTATGCCTCCAAAAGCACCCG GGTTCCACCACCACCCAGGTGCACCAGCTTGATG
Cre14.g624950 GGAGGCGGAGGTATGGAGCCCGGAGACGA GGTTCCACCACCACCCGTGGCCAGCGACAGC Cre14.g625000 GGAGGCGGAGGTATGCGCGCCTTGCCGT GGTTCCACCACCACCTACCCGGCCTTGCTTCGA
Cre14.g625050 GGAGGCGGAGGTATGGAGATGACAGAGGCGGA GGTTCCACCACCACCACCGTCATAAGCAGCTCTTTCC Cre14.g625050 GGAGGCGGAGGTATGGAGATGACAGAGGCGG GGTTCCACCACCACCACCGTCATAAGCAGCTCTTTC
Cre14.g625100 GGAGGCGGAGGTATGAGCACCCCGCGCCTG GGTTCCACCACCACCGTTCCATTTGCGCGGTGTGAAG Cre14.g625150 GGAGGCGGAGGTATGCCCGCACCTCAGCTG GGTTCCACCACCACCCTCCGACGCCACCATGCC
Cre14.g625200 GGAGGCGGAGGTATGCGTGGTGACGCGTCAAAC GGTTCCACCACCACCTTGCCAGCTGAACTCGGC Cre14.g625225 GGAGGCGGAGGTATGGTGTATAAAGATCGACGAGACG GGTTCCACCACCACCCTCGTTTCCTCCAGCCTCATAC
Cre14.g625350 GGAGGCGGAGGTATGACGACTGGGGGCGCC GGTTCCACCACCACCCATCCGGGTTTGTCGGGC Cre14.g625400 GGAGGCGGAGGTATGGGCGAGGACAAGAAGC GGTTCCACCACCACCGTTGAAGATCATGTACTTGGGCG
Cre14.g625450 GGAGGCGGAGGTATGCATGCCGCTAACCCTT GGTTCCACCACCACCCATCTCCCAGTTCTTGGGCC Cre14.g625500 GGAGGCGGAGGTATGTCGGTCGAGGTCCGC GGTTCCACCACCACCGCTGGGCGCGAACAGGTTGTAC
Cre14.g625550 GGAGGCGGAGGTATGGTGCAGCTCACCGA GGTTCCACCACCACCTCATCGCCCGCCGATG Cre14.g625600 GGAGGCGGAGGTATGGACGGCCACTCCAT GGTTCCACCACCACCCTTGTACTGCTCCGGCTC
Cre14.g625625 GGAGGCGGAGGTATGATGCCACTGGGACTTTCG GGTTCCACCACCACCCTGCCGCTGCGCCCAT Cre14.g625650 GGAGGCGGAGGTATGAACGGCGACGCTGG GGTTCCACCACCACCCCGCGCCCCCAGGAAC
Cre14.g625750 GGAGGCGGAGGTATGCGGGAGGGCGTCA GGTTCCACCACCACCCTTCTTGCCTCCGGCTCC Cre14.g625802 GGAGGCGGAGGTATGAATCTAGAGGCCAAAAGTGTG GGTTCCACCACCACCGGTGAAGAAGAAGGTTTTAATGTCAC
Cre14.g625901 GGAGGCGGAGGTATGCTGCGCTCCAGAGG GGTTCCACCACCACCCTATGACCGCGGCGGC Cre14.g625950 GGAGGCGGAGGTATGCCAGCTTCGGCCTCACATC GGTTCCACCACCACCTCCTGCTGCTGTCGCCCC
Cre14.g626000 GGAGGCGGAGGTATGTGGCAGTTCCAGGGT GGTTCCACCACCACCTAGCAGCGCATGCTGC Cre14.g626100 GGAGGCGGAGGTATGGCGGACGCCGAAG GGTTCCACCACCACCCTGTTTCCCCCCTGCATAC
Cre14.g626150 GGAGGCGGAGGTATGGAGCGTCGGGCGG GGTTCCACCACCACCGCCCTCCTGCCGTCGC Cre14.g626200 GGAGGCGGAGGTATGGCCCGGCGACTCTTG GGTTCCACCACCACCCAGCTCGTGGCTGCCGGTG
Cre14.g626300 GGAGGCGGAGGTATGGGGCAAGTGCGACA GGTTCCACCACCACCATTTGTCGCGTTGTCTCTGC Cre14.g626350 GGAGGCGGAGGTATGTATAATTTCACCGACTCCAA GGTTCCACCACCACCTCAAGCCACCTCCTCCT
Cre14.g626400 GGAGGCGGAGGTATGACGTTCTTGCAGTTGCTC GGTTCCACCACCACCAGCCGCCGCACTCCTC Cre14.g626433 GGAGGCGGAGGTATGGCACCGAAAAATAACAAGTC GGTTCCACCACCACCTCACGCAACTGAAACCGC
Cre14.g626466 GGAGGCGGAGGTATGCCCGCAAGCAGCG GGTTCCACCACCACCCTACTGCGCGGCCGGC Cre14.g626500 GGAGGCGGAGGTATGGGCGTGGTCGTGATC GGTTCCACCACCACCCTTGTAGGTCTGGCGGAAAACG
Cre14.g626576 GGAGGCGGAGGTATGAACTCAGCCGTTAAAACATC GGTTCCACCACCACCCTACCCCACAGACCCCC Cre14.g626700 GGAGGCGGAGGTATGGCCATGGCTATGCGC GGTTCCACCACCACCGTACAGGGCCTCCTCCTGG
Cre14.g626750 GGAGGCGGAGGTATGGCCTTCGCCATGAAGT GGTTCCACCACCACCTTACAGCAGCGCGCGG Cre14.g626800 GGAGGCGGAGGTATGACCTCGTTCAGTTCCGC GGTTCCACCACCACCTACCCCTGCCACCCCC
Cre14.g626900 GGAGGCGGAGGTATGACCGGCAAGAAGGTTATCG GGTTCCACCACCACCCGCCAGGAAGATCTCGGTG Cre14.g626950 GGAGGCGGAGGTATGCATCTGCGGATGGCG GGTTCCACCACCACCCACAATCACCTCGAGGCTGC
Cre14.g627000 GGAGGCGGAGGTATGTCCGCAACTGGACA GGTTCCACCACCACCTTAGTAATAGTCCGAGTCAAAGGT Cre14.g627050 GGAGGCGGAGGTATGTCGCTTCGGCCGA GGTTCCACCACCACCCTCGGGCAGAGTGCACT
Cre14.g627150 GGAGGCGGAGGTATGCAAATACAGGCGTTGGG GGTTCCACCACCACCCGTGCTCTCCAGTGCCG Cre14.g627200 GGAGGCGGAGGTATGGCCCTGCTATGCGC GGTTCCACCACCACCCTGCAGGTGCCAGGGT
Cre14.g627300 GGAGGCGGAGGTATGGCCCCGCTGTGCG GGTTCCACCACCACCCAACTGGTTGGGCTGCTGC Cre14.g627350 GGAGGCGGAGGTATGGCAGAGCTTGACGTG GGTTCCACCACCACCGCGCGCCATGCAAATG
Cre14.g627400 GGAGGCGGAGGTATGTTCGTGGGGCAGCATAAAT GGTTCCACCACCACCCTACCCCGCCGCCCCA Cre14.g627411 GGAGGCGGAGGTATGCCGCCACAAGGTGT GGTTCCACCACCACCCTTTCCCTGCTGCCGTG
Cre14.g627422 GGAGGCGGAGGTATGGAGCGTGGGCAAGC GGTTCCACCACCACCGCAGCTTAGCATTAGATCGCT Cre14.g627433 GGAGGCGGAGGTATGGCGAGGCTGCGAGT GGTTCCACCACCACCCTACTGCCGCCGCCCC
Cre14.g627444 GGAGGCGGAGGTATGCACACCACAGCCCAGC GGTTCCACCACCACCGTCTGCGCCAGCGGCC Cre14.g627455 GGAGGCGGAGGTATGGCACCGAAAAATAACAAGTC GGTTCCACCACCACCTCACGCAACTGAAACCGC
Cre14.g627466 GGAGGCGGAGGTATGAGGCGGCGTGTGA GGTTCCACCACCACCCTCCTGCTTGCCCGAAAC Cre14.g627477 GGAGGCGGAGGTATGGAGCAGCAGCAGGC GGTTCCACCACCACCGGCGCCATCCGCTCCT
Cre14.g627488 GGAGGCGGAGGTATGGTGACGCTGGCGG GGTTCCACCACCACCCCCTTCTTGCCCTTCCCC Cre14.g627576 GGAGGCGGAGGTATGGCCTCCCGGGAGG GGTTCCACCACCACCGTCATCCAGCATGCACAGC
Cre14.g627650 GGAGGCGGAGGTATGTTCAAGCTACCCCTGCT GGTTCCACCACCACCAGCTGCAGCCGCCATC Cre14.g627700 GGAGGCGGAGGTATGCGTCGCGGTCGCAACTCTG GGTTCCACCACCACCCCAACCCTGCGCCTGCCC
Cre14.g627700 GGAGGCGGAGGTATGCGTCGCGGTCGCA GGTTCCACCACCACCCCAACCCTGCGCCTGC Cre14.g627726 GGAGGCGGAGGTATGACAGGAGCGTTTACGGTTAT GGTTCCACCACCACCTCACTGCCGTGGCGCC
Cre14.g627750 GGAGGCGGAGGTATGCGTCGCGGTCGCACTTCTG GGTTCCACCACCACCCCGCCCCTGCGCGTGCCC Cre14.g627788 GGAGGCGGAGGTATGCGTCGCGGTCGCA GGTTCCACCACCACCCAACTGGGGTCTACCGCCC
Cre14.g627800 GGAGGCGGAGGTATGGATGACAACGACGTGGG GGTTCCACCACCACCCGTCCGCAGCCCCCAG Cre14.g627850 GGAGGCGGAGGTATGCAGCAACAGCTGCG GGTTCCACCACCACCTTACCGCATGGCGCCA
Cre14.g627900 GGAGGCGGAGGTATGGCGACCCTCAGTGAC GGTTCCACCACCACCCTTCTCCTCCTCGTCCTCG Cre14.g627917 GGAGGCGGAGGTATGCAGGCCGGCATGG GGTTCCACCACCACCGCCGCTTTGCCTGCTT
Cre14.g627950 GGAGGCGGAGGTATGGACTTCCCACATTGTGCC GGTTCCACCACCACCCAGTACGAAGGGGATGAGGG Cre14.g628050 GGAGGCGGAGGTATGCAGCAGGTAGTCAGTCA GGTTCCACCACCACCCTTCTTCCCCACGTTCTTGG
Cre14.g628100 GGAGGCGGAGGTATGGCTGAGGAGACAGCAAA GGTTCCACCACCACCTTAGCGCGGGCCCCAG Cre14.g628150 GGAGGCGGAGGTATGTTCAGCGTAAAGGAGGTG GGTTCCACCACCACCTCAGAGCCACAGCCGC
Cre14.g628200 GGAGGCGGAGGTATGGGACTCTTCTCTTGTTTCA GGTTCCACCACCACCTGCCGCATATTGGCTGTAGC Cre14.g628237 GGAGGCGGAGGTATGTTATCGTGCTTTAGAAGCTGTG GGTTCCACCACCACCGTTTGCAAATTGACTGTAGCCG
Cre14.g628350 GGAGGCGGAGGTATGCTTGCTGGACTGGCAG GGTTCCACCACCACCGGGGTAGTGCGTGATGCC Cre14.g628400 GGAGGCGGAGGTATGTCAGCCGAGGAAGACGAC GGTTCCACCACCACCAGTCAGCCCCGCCGCA
Cre14.g628450 GGAGGCGGAGGTATGCGGTTGCTTGTCACTATTG GGTTCCACCACCACCTAAGCTCGCTCCGGTGCC Cre14.g628500 GGAGGCGGAGGTATGCAGCAGCAACAACAGC GGTTCCACCACCACCAAGCAACACCAGGTCCTCG
Cre14.g628566 GGAGGCGGAGGTATGGGCGTGCTTGTGGT GGTTCCACCACCACCGGTTGTGAACCAGACCTCC Cre14.g628650 GGAGGCGGAGGTATGGGCAATCGCATTTCCATCA GGTTCCACCACCACCTTACTGCGCGGCCCCG
Cre14.g628752 GGAGGCGGAGGTATGACGACGTCGCCGA GGTTCCACCACCACCCACGTGAGGCCGCCAC Cre14.g628900 GGAGGCGGAGGTATGCGTCGGGGGCAGA GGTTCCACCACCACCCCGCGGGCTGACCAGG
Cre14.g629000 GGAGGCGGAGGTATGTCAACTCGCGACAAGCG GGTTCCACCACCACCCGGCCCGGTCTTGGTATC Cre14.g629050 GGAGGCGGAGGTATGCGCGCTTTCATCGCATTTG GGTTCCACCACCACCACCCCAGTGCACCCACTT
Cre14.g629102 GGAGGCGGAGGTATGACCACCAACCTGGTGG GGTTCCACCACCACCCTGGGTGCTGGGGTTGT Cre14.g629200 GGAGGCGGAGGTATGGTCTCGCATAGAGGGGC GGTTCCACCACCACCCAGCGTCATGCTCGCCAG
Cre14.g629283 GGAGGCGGAGGTATGGCGTCGGACAATTACGC GGTTCCACCACCACCTTAGGCACCGGCGCCG Cre14.g629300 GGAGGCGGAGGTATGGTTCTGAACTCGTCTGCT GGTTCCACCACCACCCTAATCCCGCGCGCCG
Cre14.g629400 GGAGGCGGAGGTATGTTCAACCAAAACGGCTGG GGTTCCACCACCACCGCTCTCAAACTTGCGCGT Cre14.g629429 GGAGGCGGAGGTATGCGTCGCGGTCGCAATAAG GGTTCCACCACCACCCCGAGCGCACGTCTTGCC
Cre14.g629429 GGAGGCGGAGGTATGCGTCGCGGTCGCA GGTTCCACCACCACCCCGAGCGCACGTCTTGC Cre14.g629500 GGAGGCGGAGGTATGGGCAAGATGGAGCGTA GGTTCCACCACCACCTTACTTGGCGCCCGACG
Cre14.g629550 GGAGGCGGAGGTATGGGTGGCGAGGACGG GGTTCCACCACCACCCGCCTCCTTCGCGCCC Cre14.g629600 GGAGGCGGAGGTATGGCTGACGGCTCATGC GGTTCCACCACCACCCACCCGCTCATCCCCT
Cre14.g629650 GGAGGCGGAGGTATGCTAGCGATTAGGAGCAGTG GGTTCCACCACCACCTGAGAAGAAGGGCACGTCGAAG Cre14.g629700 GGAGGCGGAGGTATGAAGCTGCAGTCGACAAG GGTTCCACCACCACCCCACAGCTCGCCCGAC
Cre14.g629750 GGAGGCGGAGGTATGAGCAGTCGTGTGCGC GGTTCCACCACCACCCAGGCGGCTGACAGGCAC Cre14.g629800 GGAGGCGGAGGTATGGCGAGCAGCGGAC GGTTCCACCACCACCGGTGCCTCGGCACCGA
Cre14.g629840 GGAGGCGGAGGTATGATTGCTGTGCTGTTGGC GGTTCCACCACCACCAGTTCGCGCCCTGACC Cre14.g629880 GGAGGCGGAGGTATGCTCGCTAAGCTCGCTG GGTTCCACCACCACCAAGACTGCCGCCGCCG
Cre14.g629920 GGAGGCGGAGGTATGGACGGCCTGAACACG GGTTCCACCACCACCCGCGGTCACAGGCAGA Cre14.g629960 GGAGGCGGAGGTATGCCGAGCGCAAACCGTC GGTTCCACCACCACCCACAACCGCCACCGCACT
Cre14.g630000 GGAGGCGGAGGTATGGCGTCGCTCTCTGC GGTTCCACCACCACCGGCCTTGGGGAACGGC Cre14.g630100 GGAGGCGGAGGTATGGTGCGGCACAACAA GGTTCCACCACCACCCGAGGCCTCCTCCTTGG
Cre14.g630125 GGAGGCGGAGGTATGCTGGCTTCAATCAATCGC GGTTCCACCACCACCAGCCGCCCAGCTCTCG Cre14.g630200 GGAGGCGGAGGTATGCCTCCTCCTCCACCA GGTTCCACCACCACCCTCTGCCAGCACGGACG
Cre14.g630250 GGAGGCGGAGGTATGCCACCACGGGCTGTG GGTTCCACCACCACCTTTCAACGGCGTGTCGCT Cre14.g630301 GGAGGCGGAGGTATGCAGTTAGGCCAGCTCG GGTTCCACCACCACCCTACCCCCTCGACGGC
Cre14.g630350 GGAGGCGGAGGTATGGCTGTCATCACCTGCT GGTTCCACCACCACCTCAGCTGTGCCCGCCT Cre14.g630376 GGAGGCGGAGGTATGGGCAGGAGTCCCCGG GGTTCCACCACCACCAGGCCCTGCTGCGCCCAG
Cre14.g630400 GGAGGCGGAGGTATGGCATCCTCCGCTGCG GGTTCCACCACCACCGTACCCCGCCGGCAGCGG Cre14.g630450 GGAGGCGGAGGTATGCAACGCACAGTTGTCTTT GGTTCCACCACCACCCGCAGCTGCGGCCTTG
Cre14.g630500 GGAGGCGGAGGTATGGGGGCAAACTCGCC GGTTCCACCACCACCCGCACTGGACCCGAAC Cre14.g630550 GGAGGCGGAGGTATGTTGTCCAGTTCTGCACCC GGTTCCACCACCACCCTCCTCCGAGCCCCCCAA
Cre14.g630600 GGAGGCGGAGGTATGCCTGTGACGGCCAGC GGTTCCACCACCACCAGCCGCCGCCTCTCCAGC Cre14.g630600 GGAGGCGGAGGTATGCCTGTGACGGCCAGC GGTTCCACCACCACCAGCCGCCGCCTCTCCA
Cre14.g630700 GGAGGCGGAGGTATGCCCTCCTGCGCAA GGTTCCACCACCACCACCGACAACAGCCGTGA Cre14.g630750 GGAGGCGGAGGTATGGGGGCGAATACAAGGA GGTTCCACCACCACCGATCTGGGCCCGCGAG
Cre14.g630763 GGAGGCGGAGGTATGAACGTGTCTAGAGAACGC GGTTCCACCACCACCCCTATCGCTTGTGCCGG Cre14.g630775 GGAGGCGGAGGTATGCAGCCCGCGGTCG GGTTCCACCACCACCCTTTCCGCTGCCCCCG
Cre14.g630787 GGAGGCGGAGGTATGCAGCCCGCGGTCG GGTTCCACCACCACCCTTTCCGCTGCCCCCG Cre14.g630799 GGAGGCGGAGGTATGCAGCCCGCGGTCG GGTTCCACCACCACCCTTTCCGCTGCCCCCG
Cre14.g630811 GGAGGCGGAGGTATGGAGGCGCCGCTAC GGTTCCACCACCACCGCCAAGTGTGCCTTCAGC Cre14.g630823 GGAGGCGGAGGTATGAGCTCACTCATGTTACTTTT GGTTCCACCACCACCCTATGCTGCTGCCGGC
Cre14.g630835 GGAGGCGGAGGTATGAGCCAGCTGGCGG GGTTCCACCACCACCGTCGGCTGCCGAGGAG Cre14.g630847 GGAGGCGGAGGTATGCAGCTAAACCTCGGCC GGTTCCACCACCACCGTCGGCTGCCGAGGAGCG
Cre14.g630859 GGAGGCGGAGGTATGCGTGGAGTTGCTGTG GGTTCCACCACCACCTCAAGGGTGCTGCGCG Cre14.g630871 GGAGGCGGAGGTATGAATGCCAAGGAGGAGATCC GGTTCCACCACCACCCTACTCCATCGCCTCCTCC
Cre14.g630883 GGAGGCGGAGGTATGCGCCAAGCGGTAAA GGTTCCACCACCACCCATGAGCGAGACCTCGC Cre14.g630895 GGAGGCGGAGGTATGACAGCCGGGGCCT GGTTCCACCACCACCTGCGAAGTGCAGTGCC
Cre14.g630907 GGAGGCGGAGGTATGGCTGCAGCCTCTGCT GGTTCCACCACCACCCCCGAGCCCTGCCTCCCC Cre14.g630950 GGAGGCGGAGGTATGAGCTGGCTGTGGACGTTC GGTTCCACCACCACCCTTCTGGCAGCATGTGCCA
Cre14.g630982 GGAGGCGGAGGTATGGCCCGTGATGGCC GGTTCCACCACCACCCCTGCCCATGTACAACCG Cre14.g631000 GGAGGCGGAGGTATGGCGCTCGCGCAAAGC GGTTCCACCACCACCAATCTGCATGGCCCGCTC
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Cre14.g631100 GGAGGCGGAGGTATGTCGGTCGGTGGACA GGTTCCACCACCACCCACCGACTCCACATAGCAC Cre14.g631141 GGAGGCGGAGGTATGGCGCCACCGAATTC GGTTCCACCACCACCCACAGTGGTTCGGGCG
Cre14.g631145 GGAGGCGGAGGTATGCCGCTCACTGGTTG GGTTCCACCACCACCGCAACCCCAGCAAGGC Cre14.g631148 GGAGGCGGAGGTATGCCATCTAGCCCGGG GGTTCCACCACCACCGGAGGGATCCGCTGAAGT
Cre14.g631200 GGAGGCGGAGGTATGGCTCCCAAAGACGCTG GGTTCCACCACCACCGCTGAAGCTGAAGAGCCGC Cre14.g631250 GGAGGCGGAGGTATGCCGCCCATAATTAGTTCG GGTTCCACCACCACCGATCTCATCGCCCTCTCCA
Cre14.g631350 GGAGGCGGAGGTATGGCGGGGAAGGACAGC GGTTCCACCACCACCCGAGCAGCCGCACGTG Cre14.g631400 GGAGGCGGAGGTATGCAACGGCAACGTGG GGTTCCACCACCACCTCACAACACAACAGGTCGTAT
Cre14.g631451 GGAGGCGGAGGTATGAAAGAGTGGAAAGACATCTAC GGTTCCACCACCACCCTACTCGGTATCCACAGAAAGG Cre14.g631500 GGAGGCGGAGGTATGCTCAGTGCAAAGACAGT GGTTCCACCACCACCCTATGCGCCGCTCCTGG
Cre14.g631550 GGAGGCGGAGGTATGGCCCAGCAGGGTGAG GGTTCCACCACCACCCGCCTCCGCCACTGACGC Cre14.g631575 GGAGGCGGAGGTATGCTCAGCGACAGGGC GGTTCCACCACCACCCTCGCCGGGAACCCTG
Cre14.g631600 GGAGGCGGAGGTATGCCGGCCAAGGTCG GGTTCCACCACCACCCTTGTTGGGCTTGGGGTAG Cre14.g631650 GGAGGCGGAGGTATGTTTACGGAGCCGGAGC GGTTCCACCACCACCGGTGTTGAGGTACGCCG
Cre14.g631701 GGAGGCGGAGGTATGCCGACGCCGGCTG GGTTCCACCACCACCATCCTCGCCCATCTCGGAC Cre14.g631750 GGAGGCGGAGGTATGGCATCCTTTGAGCAGC GGTTCCACCACCACCCCCCCGTTTTTTGATCGTTAC
Cre14.g631800 GGAGGCGGAGGTATGCCGCCGCTGTTCA GGTTCCACCACCACCGCTGCCGTACACCTGC Cre14.g631850 GGAGGCGGAGGTATGGCGACGGGAACGTTG GGTTCCACCACCACCCAGCTTCAGTCCGGCGGC
Cre14.g631900 GGAGGCGGAGGTATGGTTGACCCCAGCCCC GGTTCCACCACCACCCAAGGTGAGGTTGGCCAGG Cre14.g631950 GGAGGCGGAGGTATGATGGCCTCGACAAAGC GGTTCCACCACCACCTCAGGGCATGGGGCCA
Cre14.g632000 GGAGGCGGAGGTATGAGGGCTTCACCCCTCG GGTTCCACCACCACCGCTGTAAGCCACCTTGACCAG Cre14.g632000 GGAGGCGGAGGTATGAGGGCTTCACCCCTC GGTTCCACCACCACCGCTGTAAGCCACCTTGACC
Cre14.g632050 GGAGGCGGAGGTATGGGAGGCAACGACGAC GGTTCCACCACCACCGTACGGCACGCCCCCT Cre14.g632076 GGAGGCGGAGGTATGGCTGTAGCAGCAGGA GGTTCCACCACCACCCAAATCCTGGCCCTGCG
Cre14.g632100 GGAGGCGGAGGTATGGTGGGCGGGGAGGA GGTTCCACCACCACCCTACGGCGGCGGCAGC Cre14.g632176 GGAGGCGGAGGTATGGACGTGGTGAGCCTGGTA GGTTCCACCACCACCCTCAATGTCGCCGTACGCG
Cre14.g632176 GGAGGCGGAGGTATGGACGTGGTGAGCCT GGTTCCACCACCACCCTCAATGTCGCCGTACGC Cre14.g632250 GGAGGCGGAGGTATGCTGGAGCGCCCTC GGTTCCACCACCACCAGCATAGTACTCTGGCGGC
Cre14.g632300 GGAGGCGGAGGTATGTCGCTTGCTAGGCAGC GGTTCCACCACCACCACGCTCTCCTCTCCCCTC Cre14.g632350 GGAGGCGGAGGTATGGGTTGCGGCGCGA GGTTCCACCACCACCATCAAAAGCATCGTCGTCGCC
Cre14.g632400 GGAGGCGGAGGTATGTGTACCACCGAGTACAAACC GGTTCCACCACCACCCTGCCGATGCCAGCCCTT Cre14.g632450 GGAGGCGGAGGTATGGCCAAGCGTGCTCC GGTTCCACCACCACCCTCATCCGCCTCCTCCTC
Cre14.g632600 GGAGGCGGAGGTATGGCGAGCCTCCTGAACG GGTTCCACCACCACCCAGTCGGCCGCGGGTT Cre14.g632626 GGAGGCGGAGGTATGTCTCCACATCGCGCC GGTTCCACCACCACCGCGAAAGATCTCGGTCTGG
Cre14.g632650 GGAGGCGGAGGTATGCTTGGCCATGTTGCTAGC GGTTCCACCACCACCCTCATGACCACTGCTGTGTGG Cre14.g632650 GGAGGCGGAGGTATGCTTGGCCATGTTGCTA GGTTCCACCACCACCCTCATGACCACTGCTGTGTG
Cre14.g632700 GGAGGCGGAGGTATGGACTCCGCGACTGGT GGTTCCACCACCACCACAGCAGGCGGCGTGA Cre14.g632759 GGAGGCGGAGGTATGAGAGTCTTCCCGCCACAG GGTTCCACCACCACCGCTACGAGGTACCAGCCTAC
Cre14.g632767 GGAGGCGGAGGTATGCAAGCCGCTGCAAGC GGTTCCACCACCACCCAGCCCCCGCTCCTGTCG Cre14.g632783 GGAGGCGGAGGTATGGATTTCGCGACTTCCAGC GGTTCCACCACCACCCTGCTGCTGCTGCGGCAT
Cre14.g632791 GGAGGCGGAGGTATGTACTCCACCGGAGAACA GGTTCCACCACCACCTCCCCTGGGCCTCAGG Cre14.g632799 GGAGGCGGAGGTATGCGTCTCGCCCGACG GGTTCCACCACCACCCTAGCGCGCCACGGCG
Cre14.g632807 GGAGGCGGAGGTATGCGTCTCGCCCGACG GGTTCCACCACCACCCTAGCGCGCCACGGCG Cre14.g632823 GGAGGCGGAGGTATGCCCGGACTGGCGC GGTTCCACCACCACCCACGCACGCACGGACT
Cre14.g632831 GGAGGCGGAGGTATGCGTCTCGCCCGACG GGTTCCACCACCACCCTAGCGCGCCACGGCG Cre14.g632847 GGAGGCGGAGGTATGCCCGGACTGGCGC GGTTCCACCACCACCCAAGTGCCGCCCGGCC
Cre14.g632860 GGAGGCGGAGGTATGACAACCGCGGTGTTGG GGTTCCACCACCACCGCTGATGGTGCAGCCGCAG Cre14.g632900 GGAGGCGGAGGTATGAACGCCTCGTCGCAG GGTTCCACCACCACCTCACTGCACCGCCGCC
Cre14.g633000 GGAGGCGGAGGTATGGGCGGCAGACGAC GGTTCCACCACCACCGTCGCAGGAGCCGTCG Cre14.g633050 GGAGGCGGAGGTATGGCGAGCTTGGAGGC GGTTCCACCACCACCCATGATCGTGCACCCACA
Cre14.g633100 GGAGGCGGAGGTATGGCCTCCGCCGCCA GGTTCCACCACCACCCACCAGCGACAAGCCCGC Cre14.g633200 GGAGGCGGAGGTATGGTGAAGCGCTGCCT GGTTCCACCACCACCGTGCGCCACCTCCACG
Cre14.g633250 GGAGGCGGAGGTATGGCTTGGGTCGGCC GGTTCCACCACCACCCTCGGCGTGCGACGAA Cre14.g633425 GGAGGCGGAGGTATGGTGGCTACTGCCGCC GGTTCCACCACCACCGGGGCTCGCCGAACCC
Cre14.g633450 GGAGGCGGAGGTATGAGGGGCAGGGCCTATC GGTTCCACCACCACCGAAGGTGTCAGGGAACTCGC Cre14.g633500 GGAGGCGGAGGTATGTCTTTGCCGGAGAATGGAG GGTTCCACCACCACCTCAGCCGCCCTGCAGC
Cre14.g633550 GGAGGCGGAGGTATGCAGCAAGTACTGATTCGTA GGTTCCACCACCACCCATCTTGGCCCTGGGCTG Cre14.g633626 GGAGGCGGAGGTATGCATATGCATATGCATGCG GGTTCCACCACCACCTACACCAGCTTGGGCGC
Cre14.g633650 GGAGGCGGAGGTATGACGCGTGAGGACACC GGTTCCACCACCACCCTAGGGCGGCGGCAGG Cre14.g633700 GGAGGCGGAGGTATGGCGAAGCGCCAGG GGTTCCACCACCACCCTAGGCGGCGTAGGGC
Cre14.g633750 GGAGGCGGAGGTATGGACCCCGCTGCGGCC GGTTCCACCACCACCCTCGGGGATGTTGCCGGC Cre14.g633789 GGAGGCGGAGGTATGTCTGGCCCTAATAATGATGGC GGTTCCACCACCACCCAGCTCCATCATGTCCTCATCA
Cre14.g633850 GGAGGCGGAGGTATGCGGCAAGCTCGGC GGTTCCACCACCACCCATCACGACGCTCAGGC Cre14.g633900 GGAGGCGGAGGTATGAAGACGACGGTCAACC GGTTCCACCACCACCCTCCGTGTGGCGCTTC
Cre14.g633901 GGAGGCGGAGGTATGCCACTTAAGAGCAGCGA GGTTCCACCACCACCCACCGGGCCGTCGGAA Cre14.g633903 GGAGGCGGAGGTATGGGCAGCTCCGGGA GGTTCCACCACCACCCTGCTGGTGTGGCGGC
Cre14.g633904 GGAGGCGGAGGTATGTCCGCACTCGCAGC GGTTCCACCACCACCTGCGGACTCAGCCGCT Cre14.g633950 GGAGGCGGAGGTATGCTGCCAAACGGCGTT GGTTCCACCACCACCGGCGCCGACCCCCTCA
Cre14.g634000 GGAGGCGGAGGTATGCAATGCGTAGAGGAGC GGTTCCACCACCACCCGCCACCAGTACCGCG Cre14.g634100 GGAGGCGGAGGTATGGCTTGGGTCGGCC GGTTCCACCACCACCGTAGTGGCGCCGTGGC
Cre14.g634113 GGAGGCGGAGGTATGATGGCATCAACCGACC GGTTCCACCACCACCTAAATGCGCCCCCTTGC Cre14.g634150 GGAGGCGGAGGTATGAAGGCAGACGACGTGC GGTTCCACCACCACCCCGCAGCAGTTGTCGC
Cre14.g634193 GGAGGCGGAGGTATGCATCAGGCTGATAAGCG GGTTCCACCACCACCTTGAGGGTGCTGGTGGG Cre14.g634279 GGAGGCGGAGGTATGCCTAACCCGTGTAAGACT GGTTCCACCACCACCAGAAGCGCTATCCGTTGAGA
Cre14.g634322 GGAGGCGGAGGTATGGCTTGGAGCTGTGC GGTTCCACCACCACCAGTTGGGCTATTCCCGGT Cre14.g634365 GGAGGCGGAGGTATGGCTTGGAGCTGTGC GGTTCCACCACCACCAGTTGGGCTATTCCCGGT
Cre15.g634500 GGAGGCGGAGGTGTCTCTGATGCTCGTTGGG GGTTCCACCACCACCGAACGGCTGGAACGGC Cre15.g634550 GGAGGCGGAGGTATGACGCGGTTGCAGG GGTTCCACCACCACCCGAGAAGCCAAACCTCTGG
Cre15.g634566 GGAGGCGGAGGTATGGATCCCCATGCATCAATT GGTTCCACCACCACCGCACCCAGGAATCGACAG Cre15.g634582 GGAGGCGGAGGTATGACGCGGTTGCAGG GGTTCCACCACCACCCGAGAAGCCAAACCTCTGG
Cre15.g634701 GGAGGCGGAGGTATGGAGGAGCTGAGGACG GGTTCCACCACCACCCAGCACGTACACATCCGC Cre15.g634750 GGAGGCGGAGGTATGGACATTGGCTCAAACACA GGTTCCACCACCACCCTAGGCCACGGGCGTG
Cre15.g634800 GGAGGCGGAGGTATGCTATGTCAGAAGCAGCTG GGTTCCACCACCACCCGTCTTCAGCAGCGGC Cre15.g634827 GGAGGCGGAGGTATGCCTCTATCCAGTCGTGC GGTTCCACCACCACCCAAACTGCCACTCGAGCC
Cre15.g634855 GGAGGCGGAGGTATGCGGGAGCGTTCTTTATC GGTTCCACCACCACCTCACAGCAGCGACCGC Cre15.g634878 GGAGGCGGAGGTATGCAGGCCCCATTCCG GGTTCCACCACCACCAGTCCACACGGCCACC
Cre15.g634900 GGAGGCGGAGGTATGCACAAGTGCAACTGTGT GGTTCCACCACCACCGCTGCCGCCCAAGACC Cre15.g634913 GGAGGCGGAGGTATGCACAAGTGCAACTGCG GGTTCCACCACCACCTCAGAAGTAGCACTTCGTGTAC
Cre15.g634925 GGAGGCGGAGGTATGGCCGATGGTTGCAGAC GGTTCCACCACCACCTCAGCCGCGCCATGCC Cre15.g635034 GGAGGCGGAGGTATGGCTGCCGGCATGA GGTTCCACCACCACCGCTCACTGGCCTCGGC
Cre15.g635067 GGAGGCGGAGGTATGAGGTGCTCGGTGCT GGTTCCACCACCACCGATCTTGTCATACGCTCCCAT Cre15.g635100 GGAGGCGGAGGTATGCACCTTAACCTTGACCCC GGTTCCACCACCACCCTCGTCGCAGTAGTCGCTG
Cre15.g635200 GGAGGCGGAGGTATGGGTGGCGCATCTGG GGTTCCACCACCACCTTTCCTGGCCGCCCCA Cre15.g635250 GGAGGCGGAGGTATGCCGTCTCGGGCGT GGTTCCACCACCACCAGCGTCGGCATCGCCG
Cre15.g635300 GGAGGCGGAGGTATGGCGTCTGCGAGGA GGTTCCACCACCACCCTCTCCTTCCTCCTCACTTGC Cre15.g635350 GGAGGCGGAGGTATGACGGGTGGTGTCCAA GGTTCCACCACCACCTCACACCGCAACGCCG
Cre15.g635376 GGAGGCGGAGGTATGAACTTCGCCTTTGTGGG GGTTCCACCACCACCCACCCCCATACCGTACTCC Cre15.g635400 GGAGGCGGAGGTATGTTGCGTTCCGCCGG GGTTCCACCACCACCCAGGTCCGCGGCGCTG
Cre15.g635450 GGAGGCGGAGGTATGGCGAACACAGGTGTTGC GGTTCCACCACCACCCACCGCCGCCACCACG Cre15.g635600 GGAGGCGGAGGTATGACCAAGGAGGAGATCGAGG GGTTCCACCACCACCCATGGTGAGCTCCATAATGGCG
Cre15.g635717 GGAGGCGGAGGTATGAGTGCAGAGATGAAGCC GGTTCCACCACCACCCAGGGTGAGGGACACCA Cre15.g635750 GGAGGCGGAGGTATGGAATCAAGCGCGCG GGTTCCACCACCACCCCCGTCCTCTCCTTCTCC
Cre15.g635800 GGAGGCGGAGGTATGGCTGCGGACGTGACTTA GGTTCCACCACCACCCACGTCCGGCTCCGGCTC Cre15.g635850 GGAGGCGGAGGTATGGCTCTCCGCAACGCT GGTTCCACCACCACCGGCGTCCATGAGGGCGGAG
Cre15.g635900 GGAGGCGGAGGTATGACCGAACCAATAGTTGCT GGTTCCACCACCACCCCGCCATCCACCCAGC Cre15.g635950 GGAGGCGGAGGTATGGCTCGCACGTTCCTG GGTTCCACCACCACCCTTGATCTCTGGGCCCGC
Cre15.g635950 GGAGGCGGAGGTATGCCGCCTCCCTCGC GGTTCCACCACCACCCTTGATCTCTGGGCCCGC Cre15.g635950 GGAGGCGGAGGTATGGCTCGCACGTTCCT GGTTCCACCACCACCCACACGCCCCCTCACC
Cre15.g635993 GGAGGCGGAGGTATGCACTCATGTGAGCAAGC GGTTCCACCACCACCCTTGCCCTGAGCCTTCCT Cre15.g635998 GGAGGCGGAGGTATGGACAGCGAGACCGC GGTTCCACCACCACCTGCCGCCGCTTTTGCA
Cre15.g636004 GGAGGCGGAGGTATGCGTGTTGTACCCGAC GGTTCCACCACCACCCTCCGACGCTACCCACG Cre15.g636050 GGAGGCGGAGGTATGCAGAGCCTCCAGTCC GGTTCCACCACCACCCTTGTCGAGGCCAAAGGC
Cre15.g636075 GGAGGCGGAGGTATGTGTGCCGCTGGCT GGTTCCACCACCACCGTCTGCCTTGGCCGCC Cre15.g636100 GGAGGCGGAGGTATGGAAGTAGCTGGGGCA GGTTCCACCACCACCGGCGGCCTTGTCCTTG
Cre15.g636176 GGAGGCGGAGGTATGGCAGGCTTGCTCGG GGTTCCACCACCACCCGGCGGGTAGCCTCCA Cre15.g636250 GGAGGCGGAGGTATGGGCAAAGGGAGAGGC GGTTCCACCACCACCTCGGCCCTTGCCCCTG
Cre15.g636300 GGAGGCGGAGGTATGTCGGCGCCGTTTCTGAGTA GGTTCCACCACCACCGATCTCATCGGCGCCCAG Cre15.g636350 GGAGGCGGAGGTATGAGCATCCAAGACGAAGTTC GGTTCCACCACCACCCTATGCCGCCCGCACC
Cre15.g636400 GGAGGCGGAGGTATGTCGTTCCTGACCACCG GGTTCCACCACCACCGTCCGCATGGTGGTGC Cre15.g636500 GGAGGCGGAGGTATGTCCAATAGAGATGAGGCCG GGTTCCACCACCACCCTACTTGACAAGAGGCCGG
Cre15.g636550 GGAGGCGGAGGTATGTCGCTCGCGGACT GGTTCCACCACCACCGACGCAGTAGCTGCTGG Cre15.g636600 GGAGGCGGAGGTATGGCTAGCGATGGGCC GGTTCCACCACCACCACTGTACCCCAGGGCCG
Cre15.g636650 GGAGGCGGAGGTATGAGCAGGCGGCCGA GGTTCCACCACCACCCTCCTTCTTCTGCGCCTGC Cre15.g636750 GGAGGCGGAGGTATGAAGCTGTACTCCAACCCT GGTTCCACCACCACCTCACGCCTTCTGGGCG
Cre15.g636800 GGAGGCGGAGGTATGAAGCTTTACACCAACCCTG GGTTCCACCACCACCCTACTGAGTGGCGGCGG Cre15.g636840 GGAGGCGGAGGTATGGCAGGCCTGTTCGA GGTTCCACCACCACCCTAGGCCCCGCTGCTG
Cre15.g636896 GGAGGCGGAGGTATGCAGCTGCCGCCCAAC GGTTCCACCACCACCCGACACCACGCACCCACC Cre15.g636950 GGAGGCGGAGGTATGGCGACGCTGGGCCTCTCAA GGTTCCACCACCACCCTGCCGCCGCTGCTCCTCTC
Cre15.g637050 GGAGGCGGAGGTATGGCCTATAACCTGTATCAAGTC GGTTCCACCACCACCTCAGCGCTTCAGGCTGC Cre15.g637150 GGAGGCGGAGGTATGAAGGCAGAGGCTCAGA GGTTCCACCACCACCGTAGAGGCCGTGGAGGC
Cre15.g637183 GGAGGCGGAGGTATGCTGCTGGAGATGCTGC GGTTCCACCACCACCTTAACCTGCGCGCCGG Cre15.g637216 GGAGGCGGAGGTATGTCTAATCTACAGGGAGGC GGTTCCACCACCACCTTACGTCTCCATCATATCCCA
Cre15.g637282 GGAGGCGGAGGTATGTGCAGTTCAGAGTCGTGT GGTTCCACCACCACCGTAGTGGCCGCCGCCA Cre15.g637315 GGAGGCGGAGGTATGCCTTTGCCTGCATCA GGTTCCACCACCACCTGAAAGCAGTGACGGTGAC
Cre15.g637350 GGAGGCGGAGGTATGTCGCTCAGTCTCGCT GGTTCCACCACCACCCTAGGCACCGGTGTGGC Cre15.g637401 GGAGGCGGAGGTATGAAGCCGCTGCGCA GGTTCCACCACCACCTCCCTTGTCCCACGTGC
Cre15.g637501 GGAGGCGGAGGTATGTTGAGGACAAGCGGGTA GGTTCCACCACCACCCAGTGGCACTTGTGTAGCG Cre15.g637552 GGAGGCGGAGGTATGGCGCCCAGAAATGG GGTTCCACCACCACCATAGCAGAATTGCCCTCCCA
Cre15.g637602 GGAGGCGGAGGTATGGCGCCCAGGAATGGT GGTTCCACCACCACCATAGCAGAATTGCCCTCCCAC Cre15.g637700 GGAGGCGGAGGTATGTTATCCAGCAGCGCTTT GGTTCCACCACCACCCGCTTCCGGCAGCTCC
Cre15.g637750 GGAGGCGGAGGTATGCAGACTGGACTCATCGC GGTTCCACCACCACCAACCCAGACTTTGTCGTGTT Cre15.g637761 GGAGGCGGAGGTATGGCGCCGCAAGGTGGAATAG GGTTCCACCACCACCCTGCCCCCCGGTGGCGGC
Cre15.g637900 GGAGGCGGAGGTATGGGCAAGAAAGTGTATGGAG GGTTCCACCACCACCTTAGCATTTGGTACGCCGC Cre15.g638000 GGAGGCGGAGGTATGTTACAGTTCGCACGCGC GGTTCCACCACCACCAGCAGCTGCCGCAGCC
Cre15.g638050 GGAGGCGGAGGTATGTTACAGTTCGCACGCG GGTTCCACCACCACCCTGCTGTCGCTGTCGC Cre15.g638100 GGAGGCGGAGGTATGCGGCATACCGCTGA GGTTCCACCACCACCAGCAGCTGCAGCAGCC
Cre15.g638101 GGAGGCGGAGGTATGTTGTCGCAATTGCCCC GGTTCCACCACCACCCTTGCGCTTGCCACCC Cre15.g638150 GGAGGCGGAGGTATGTTACAGTTCGCGCGC GGTTCCACCACCACCAGCAGCTGCAGCAGCC
Cre15.g638300 GGAGGCGGAGGTATGTTACAGTTCGCACGCGC GGTTCCACCACCACCAGCAGCAGCCGCAGCA Cre15.g638303 GGAGGCGGAGGTATGCGGCATACCGCGG GGTTCCACCACCACCAGCAGCAGCCGCAGCA
Cre15.g638304 GGAGGCGGAGGTATGCTGGCCCAGCTCTCA GGTTCCACCACCACCAGCAGCAGCCGCAGCA Cre15.g638400 GGAGGCGGAGGTATGTCTGCCCTTCGCTGC GGTTCCACCACCACCTGGCAGCAGCAGCACC
Cre15.g638401 GGAGGCGGAGGTATGTTACAGTTCGCGCGCG GGTTCCACCACCACCAGCAGCAGCCGCAGCA Cre15.g638450 GGAGGCGGAGGTATGCTAGCTGTCAGCAAGG GGTTCCACCACCACCTTATGGCACGCGCCGT
Cre15.g638500 GGAGGCGGAGGTATGAGGACAAGCCTACTTCGC GGTTCCACCACCACCGTTGACGACGTCCATGACGAT Cre15.g638550 GGAGGCGGAGGTATGTTACTGTTCACACGCGC GGTTCCACCACCACCCTCGCTGCTGCTAGGCT
Cre15.g638551 GGAGGCGGAGGTATGAGCACCAGAAAACCACCA GGTTCCACCACCACCTCGCTGTGCCCCGTGG Cre15.g638650 GGAGGCGGAGGTATGTGCCCATGCGGCA GGTTCCACCACCACCCTCGCTGCTGCTAGGCT
Cre15.g638651 GGAGGCGGAGGTATGTTACAGTTCACGCGCG GGTTCCACCACCACCCAGCTGCTGCCGACGA Cre15.g638700 GGAGGCGGAGGTATGCGGCATACCGCTGA GGTTCCACCACCACCTCGCTTCTCAGAGACCGC
Cre15.g638750 GGAGGCGGAGGTATGTTACAGTTCGCGCACG GGTTCCACCACCACCTCGCTTCTCAGAGACCGC Cre15.g638950 GGAGGCGGAGGTATGTTACAGTTCGCGCACG GGTTCCACCACCACCGCTACTGCGGCTACGGC
Cre15.g638954 GGAGGCGGAGGTATGCGGCATACCGCTGA GGTTCCACCACCACCCTCGATGCTGCAAGGCTT Cre15.g638955 GGAGGCGGAGGTATGTGCCCTCGCTCCG GGTTCCACCACCACCGGCGCGAGAATGCTGT
Cre15.g638956 GGAGGCGGAGGTATGTTACAGTCCGGACGCG GGTTCCACCACCACCCTCGCTGCTGCACGGC Cre15.g639000 GGAGGCGGAGGTATGTTACAGTCCGGACGCG GGTTCCACCACCACCCTCGATGCTGCAAGGCTTCT
Cre15.g639050 GGAGGCGGAGGTATGAACCGTGCAGGGCG GGTTCCACCACCACCACCACTCTGCGGCGCA Cre15.g639100 GGAGGCGGAGGTATGGCAGACGTAGAGGACG GGTTCCACCACCACCCTCGCCCTTCTTAGCATCC
Cre15.g639134 GGAGGCGGAGGTATGGTGGCGACTGCCG GGTTCCACCACCACCTAACCGTTGTGGCAGTAGGC Cre15.g639136 GGAGGCGGAGGTATGCGCGGCACCAGGA GGTTCCACCACCACCCCCGCAATCGTATTGCCC
Cre15.g639200 GGAGGCGGAGGTATGACAGCAGCAGCCCTA GGTTCCACCACCACCATGCTGCAGCATGGAACG Cre15.g639300 GGAGGCGGAGGTATGCTCCAGGTCGCCCA GGTTCCACCACCACCTTAGGCTGCGGCCGCC
Cre15.g639304 GGAGGCGGAGGTATGCGGCACACCGCTGAC GGTTCCACCACCACCCACACTGCTGCTAGACTTCTGT Cre15.g639304 GGAGGCGGAGGTATGCGGCACACCGCTG GGTTCCACCACCACCCACACTGCTGCTAGACTTCTG
Cre15.g639308 GGAGGCGGAGGTATGTGCCCATGCGGCA GGTTCCACCACCACCGGCTTGACGAGGCCGC Cre15.g639379 GGAGGCGGAGGTATGACCGATACCGACCAGG GGTTCCACCACCACCCAGACTGGCGGCGTGG
Cre15.g639500 GGAGGCGGAGGTATGGGCTCCGTAGAAGACC GGTTCCACCACCACCCTGTTGCAGCAGGCCG Cre15.g639504 GGAGGCGGAGGTATGCTGCTGTGCGGCCTCTTG GGTTCCACCACCACCCCGCACAGGCGCTACCGC
Cre15.g639550 GGAGGCGGAGGTATGGCCTATAAACTACCTTCTGGT GGTTCCACCACCACCTCAGATGGCCTCCAGCAC Cre15.g639552 GGAGGCGGAGGTATGCACTCCGCGACGC GGTTCCACCACCACCCCGCTCCACCACTGCG
Cre15.g639600 GGAGGCGGAGGTATGTCCGTAATGCTCGCAG GGTTCCACCACCACCCATGATGGCACAGCGGC Cre15.g639614 GGAGGCGGAGGTATGCCAGGACGCCTGC GGTTCCACCACCACCGTACAGTGCAACCCTGCC
Cre15.g639650 GGAGGCGGAGGTATGCTCGTCATGCGCG GGTTCCACCACCACCCCGTCCTCCTCGACCC Cre15.g639700 GGAGGCGGAGGTATGCATCGGACCGCTGCC GGTTCCACCACCACCCCGTCCTCCTCGACCCGA
Cre15.g639750 GGAGGCGGAGGTATGCATCGGACCGCTGC GGTTCCACCACCACCGCTACGCAGACCTACTACCG Cre15.g639800 GGAGGCGGAGGTATGACCGTGTGTCGGACT GGTTCCACCACCACCGCTACGCAGACCTACCGT
Cre15.g639802 GGAGGCGGAGGTATGACCGTGTGTCGGACTCT GGTTCCACCACCACCGCTACGCAGACCTACTACCGTC Cre15.g639850 GGAGGCGGAGGTATGCTCGTTATGCACGCC GGTTCCACCACCACCCTTATTACCAGCAGCGCCG
Cre15.g639900 GGAGGCGGAGGTATGGATATATGTCATTGGAGCCG GGTTCCACCACCACCTCAAACTGCGGCGTGTC Cre15.g639950 GGAGGCGGAGGTATGGATACATGCCATTGGAGC GGTTCCACCACCACCCAGCCCTGGATCACATACAC
Cre15.g640000 GGAGGCGGAGGTATGGAGTTCATATTTAACCACAGC GGTTCCACCACCACCTCAGTACAGCCCTCGTACC Cre15.g640150 GGAGGCGGAGGTATGCAGGACGAATGCCATT GGTTCCACCACCACCGCTGTTTCCATCGTCGTGA
Cre15.g640152 GGAGGCGGAGGTATGCCTTCGTGGCGCAC GGTTCCACCACCACCCTCGCCGTACCGGGCG Cre15.g640200 GGAGGCGGAGGTATGCAGCAGCAGCAGGG GGTTCCACCACCACCCTCAAGACCATAGCCACCTCC
Cre15.g640203 GGAGGCGGAGGTATGTACCCGAGCGAGGG GGTTCCACCACCACCGTTTGAAGACGCATCCCCT Cre15.g640250 GGAGGCGGAGGTATGGAGCTGGGATATGGCG GGTTCCACCACCACCGTCCATGTCCATATCCCCTGC
Cre15.g640251 GGAGGCGGAGGTATGCCCGGATTGCTGTTAAT GGTTCCACCACCACCTCACCAAGCTACTTGGAATAATCC Cre15.g640426 GGAGGCGGAGGTATGGCGGTGTTCGGAGA GGTTCCACCACCACCCTCATCACACGCGCCG
Cre15.g640502 GGAGGCGGAGGTATGGCCAATGACAAGCGC GGTTCCACCACCACCCGGGCTCACGGTCTTCT Cre15.g640600 GGAGGCGGAGGTATGCTCATACGCACGCTTCTC GGTTCCACCACCACCCCGCTGCCGCTTTAGCAG
Cre15.g640650 GGAGGCGGAGGTATGCAACAACTAATAGTGACCGC GGTTCCACCACCACCCTAGGCGCCGCAGGAC Cre15.g640651 GGAGGCGGAGGTATGCACAAGACATGCGATCTA GGTTCCACCACCACCGCACACGGTGCAACAAC
Cre15.g640652 GGAGGCGGAGGTATGCAAGCCCCGGCTG GGTTCCACCACCACCGTCCATGTCCATATCCCCTGC Cre15.g640750 GGAGGCGGAGGTATGACGAGCTCTGCGACC GGTTCCACCACCACCGTAAGCGCTGCCGCCG
Cre15.g640850 GGAGGCGGAGGTATGCATCCAGGAGGCGATATG GGTTCCACCACCACCCCGGCTGAAGCCGGGG Cre15.g640900 GGAGGCGGAGGTATGACCGCGGGACCGC GGTTCCACCACCACCTCACAGCGCCCGCAGC
Cre15.g641000 GGAGGCGGAGGTATGTCCGACGAGCGGC GGTTCCACCACCACCTCAGACCGCGTCGGCG Cre15.g641050 GGAGGCGGAGGTATGCGGGCCAGCCTCC GGTTCCACCACCACCAAAGGACCAACCCCGGC
Cre15.g641100 GGAGGCGGAGGTATGCACGAGAGCGACTGGG GGTTCCACCACCACCCTGCGCCTCGCTGCCC Cre15.g641150 GGAGGCGGAGGTATGGACGGTCCCACGC GGTTCCACCACCACCCGGCTCCTCCTCCCCA
Cre15.g641200 GGAGGCGGAGGTATGGCCACGAAGGCAATC GGTTCCACCACCACCGAGGCTCTGCAGGCCG Cre15.g641250 GGAGGCGGAGGTATGGGACAAGCCGCGAGC GGTTCCACCACCACCGAGGTCCACGCCCACCTC
Cre15.g641266 GGAGGCGGAGGTATGGGCGCAGAGCCAAAG GGTTCCACCACCACCTCACACGCGGCTGCCC Cre15.g641282 GGAGGCGGAGGTATGGACCCAAACGTGATCCT GGTTCCACCACCACCCGCATCCTTGGCCGGC
Cre15.g641298 GGAGGCGGAGGTATGGCCCTCACCATCCCC GGTTCCACCACCACCGGCCGCTCCAGCGAGG Cre15.g641350 GGAGGCGGAGGTATGCGTGAGCTGATGAAGG GGTTCCACCACCACCCAACTGTCTGCCCGCC
Cre15.g641400 GGAGGCGGAGGTATGCCGATTAGCAAGGGC GGTTCCACCACCACCGGACCTCGTGTCAGAACTG Cre15.g641451 GGAGGCGGAGGTATGGAGCCAGGCGCTG GGTTCCACCACCACCCTACTGCACGCCCCCC
Cre15.g641500 GGAGGCGGAGGTATGGACGAGCCGCCTCTG GGTTCCACCACCACCGGTCCCGTAAGCAAAGTCGG Cre15.g641527 GGAGGCGGAGGTATGGGCACATTACACAGGATAG GGTTCCACCACCACCTTAGCGATGCCAATATGCTAAAC
Cre15.g641600 GGAGGCGGAGGTATGGCGGAGCACACGA GGTTCCACCACCACCTTAGTTGCCGGCGGCG Cre15.g641662 GGAGGCGGAGGTATGACGTTGGATGCTGCTC GGTTCCACCACCACCGGGCTCTTTGGGCGCC
Cre15.g641674 GGAGGCGGAGGTATGTCGTACCTCCACAGCC GGTTCCACCACCACCGGGCTCTTTGGGCGCC Cre15.g641700 GGAGGCGGAGGTATGACAACCGCAACAGAACG GGTTCCACCACCACCACTCCCTTGCCCTGCTC
Cre15.g641750 GGAGGCGGAGGTATGGCGACGCCATCAGG GGTTCCACCACCACCGCTCCCGCCTCCTCCA Cre15.g641800 GGAGGCGGAGGTATGTTCACTTCCTCATTCATTACG GGTTCCACCACCACCCTACCTGCAGCAGCTGC
Cre15.g641875 GGAGGCGGAGGTATGCGTATGCAAGCACAGG GGTTCCACCACCACCTTGTTGTGGCGGCGCC Cre15.g641901 GGAGGCGGAGGTATGCCCCTGCGTTTGTTG GGTTCCACCACCACCCTTCTTGGCGTTCTCCAGC
Cre15.g641976 GGAGGCGGAGGTATGGCCAGAGCCGCTT GGTTCCACCACCACCCTACTGCCGCCCCCTG Cre15.g642000 GGAGGCGGAGGTATGTCTACTGCAGCTGCGC GGTTCCACCACCACCCCGCCCCTGCTCCACC
Cre15.g642050 GGAGGCGGAGGTATGAACGCGCTGCTCG GGTTCCACCACCACCCACCAGGAACAGGATGCG Cre15.g642213 GGAGGCGGAGGTATGTCCAAATCCTTGCGGGC GGTTCCACCACCACCCTTGCCCCTGGCGGCC
Cre15.g642376 GGAGGCGGAGGTATGGCTGTGCCCTTGTCC GGTTCCACCACCACCCGGCTGCCTGACCCCC Cre15.g642539 GGAGGCGGAGGTATGTCCGGCGATAGCCC GGTTCCACCACCACCATGCTGCTCGCCCACC
Cre15.g642800 GGAGGCGGAGGTATGTACGGCGACACGGC GGTTCCACCACCACCGGACTTGCCCTTGAAGTCC Cre15.g642865 GGAGGCGGAGGTATGTCCGGCGATAGCCC GGTTCCACCACCACCTGCCATCATGGCCTCCT
Cre15.g642875 GGAGGCGGAGGTATGGTGGCTGCAGCCG GGTTCCACCACCACCGGGCACGTGCGCTAGTA Cre15.g642950 GGAGGCGGAGGTATGCTCAGGTGGGTTTATTTTGTG GGTTCCACCACCACCCTAGGCGGGTGCGGCC
Cre15.g642976 GGAGGCGGAGGTATGCAGGGCCAGCGTG GGTTCCACCACCACCGGTGAGCTGGCCGCGA Cre15.g643000 GGAGGCGGAGGTATGACCGATGCCGTGCT GGTTCCACCACCACCTCAAAATTGGAACAACACTCGC
Cre15.g643028 GGAGGCGGAGGTATGGCTCCCGACCCTGTCCTAA GGTTCCACCACCACCCACCTTCGCCACCACGCC Cre15.g643028 GGAGGCGGAGGTATGGCTCCCGACCCTG GGTTCCACCACCACCCACCTTCGCCACCACG
Cre15.g643050 GGAGGCGGAGGTATGTACTGGCCCCTGGACG GGTTCCACCACCACCTCGTTCGGGGCTCTGGGTC Cre15.g643191 GGAGGCGGAGGTATGTCTTCATCGCCTCCTGA GGTTCCACCACCACCTATATCTGTGCCCAGCATGAC
Cre15.g643354 GGAGGCGGAGGTATGGCATCTAAAGGCAAGCTGC GGTTCCACCACCACCCTATCCGCGCGGCGGG Cre15.g643384 GGAGGCGGAGGTATGAGAGCAGCGACCGC GGTTCCACCACCACCCGATGCTGAAACAGATGACCC
Cre15.g643385 GGAGGCGGAGGTATGCAGGGCCAGCGTGAAG GGTTCCACCACCACCGGCCCTTGAAGTTGGGGG Cre15.g643387 GGAGGCGGAGGTATGGTGGAGTCAACCAACAG GGTTCCACCACCACCTTACGGCAGCTGCGCC
Cre15.g643388 GGAGGCGGAGGTATGAGTCGGGTTCGGTGC GGTTCCACCACCACCGGACTTGCCCTTGAAGTCC Cre15.g643389 GGAGGCGGAGGTATGGCCCCGGACTGGC GGTTCCACCACCACCGGGCACGTGCGCTAGTA
Cre15.g643390 GGAGGCGGAGGTATGTGGTTGAGGGTGGCG GGTTCCACCACCACCAACCCAGACTTTGTCGTGTT Cre15.g643391 GGAGGCGGAGGTATGGTTCTCGCCGGCG GGTTCCACCACCACCGCCCTCAACCGTCTCACT
Cre15.g643392 GGAGGCGGAGGTATGACGCAGGTGCGGT GGTTCCACCACCACCGACAACGCCCTTGGCC Cre15.g643393 GGAGGCGGAGGTATGGTAGTTTACCCATGCGTC GGTTCCACCACCACCGTAAGCCACCACACACACG
Cre15.g643394 GGAGGCGGAGGTATGGTGCAGGCATTCCG GGTTCCACCACCACCCGTGCAAGTGACACATGTG Cre15.g643395 GGAGGCGGAGGTATGCTTCACGCCCACCT GGTTCCACCACCACCTTACGGCAGCTGCGCC
Cre15.g643400 GGAGGCGGAGGTATGCTGGGGTGCCATGC GGTTCCACCACCACCTCAAGCCCGCCCGGAC Cre15.g643499 GGAGGCGGAGGTATGCCCCCACAGCGACCAATAT GGTTCCACCACCACCCTGCTCTGCATTAGACGCG
Cre15.g643500 GGAGGCGGAGGTATGGGCCCAGGGAGCT GGTTCCACCACCACCCATCGCAAACCGGAAAAGC Cre15.g643515 GGAGGCGGAGGTATGAACGCACTAGAACAAGC GGTTCCACCACCACCTTATAAGCGGTATATGCAAGTACA
Cre15.g643517 GGAGGCGGAGGTATGGCTAGTAACGAAACAGCAT GGTTCCACCACCACCCTAGCTGCTCAGCGGCG Cre15.g643550 GGAGGCGGAGGTATGGCGTCCGAGAAGTCTTCT GGTTCCACCACCACCCTCCGAGCGCTGGGCG
Cre15.g643600 GGAGGCGGAGGTATGCTGCCTTGCGGCA GGTTCCACCACCACCCCCGACGGTGCCCTCC Cre15.g643680 GGAGGCGGAGGTATGGCTAGTAACGAAACAGCAT GGTTCCACCACCACCCTAGCTGCTCAGCGGCG
Cre15.g643702 GGAGGCGGAGGTATGGTGGTTGCGGTGGTT GGTTCCACCACCACCACGGAACAAGCGGAGCAC Cre15.g643703 GGAGGCGGAGGTATGTTTCCAACACCAGCTGCA GGTTCCACCACCACCGCCCATGAGGCCGCCC
Cre15.g643740 GGAGGCGGAGGTATGGAGCCCCCGAGATC GGTTCCACCACCACCATTTAGCCCGGAAACATGACA Cre15.g643750 GGAGGCGGAGGTATGGCAGACTTATCGGCCCT GGTTCCACCACCACCCTCGGCCGCCTGCTGC
Cre15.g643850 GGAGGCGGAGGTATGACACGCGGCGGCG GGTTCCACCACCACCTGTCCTGCGCACGGCG Cre15.g644050 GGAGGCGGAGGTATGCTATGTTTTGCCGACCTG GGTTCCACCACCACCTTACGCGGCTGCGCAG
Cre15.g644051 GGAGGCGGAGGTATGCAGCTCACCGGAAGC GGTTCCACCACCACCCATGCCGAAGCGCTTCA Cre16.g647534 GGAGGCGGAGGTATGTCTGCCGCAGAACAGG GGTTCCACCACCACCCCCCTTGTTCCCGAACAGGAA
Cre16.g647550 GGAGGCGGAGGTATGCGGGGCAAGCCGC GGTTCCACCACCACCGTCAGCATGCTTCGCACCA Cre16.g647750 GGAGGCGGAGGTATGTCTACGATCATTTCTATTGAGCA GGTTCCACCACCACCCAGCGTCATCTGCGCAAAG
Cre16.g647800 GGAGGCGGAGGTATGTCTTTTGCGGCCAGCAG GGTTCCACCACCACCGCTCATGAACTCCGACGCC Cre16.g647800 GGAGGCGGAGGTATGTCTTTTGCGGCCAGC GGTTCCACCACCACCGCTCATGAACTCCGACGC
Cre16.g647850 GGAGGCGGAGGTATGTGCACTGCCGCGC GGTTCCACCACCACCCCGTCCCCTCTGCCGG Cre16.g647901 GGAGGCGGAGGTATGCACCGTCACGCCA GGTTCCACCACCACCCAGCTCCCAACGCTTCAC
Cre16.g648000 GGAGGCGGAGGTATGTCGCTGCTGATGTCAAC GGTTCCACCACCACCTTTCCGCTTGCCGCCT Cre16.g648050 GGAGGCGGAGGTATGGATGGGGTGGCTGACC GGTTCCACCACCACCACGCCGCGTGTGCACG
Cre16.g648100 GGAGGCGGAGGTATGTATGGCGTCTCGACGAAC GGTTCCACCACCACCCATGAATGCTGACAGGTCCCA Cre16.g648150 GGAGGCGGAGGTATGGGGACCAAGACAAACTTT GGTTCCACCACCACCATCCCACTGGCTTGCATG
Cre16.g648200 GGAGGCGGAGGTATGGCGCTTCTGGAGCA GGTTCCACCACCACCCTACTTGGCGCCCGGC Cre16.g648250 GGAGGCGGAGGTATGTCGCTCGGGCACG GGTTCCACCACCACCCGATCCCTCAAACGACGC
Cre16.g648288 GGAGGCGGAGGTATGTCGCTCGGGCACG GGTTCCACCACCACCCCAGAGCAGGCATCCCG Cre16.g648300 GGAGGCGGAGGTATGGCGCACATGGGCCTG GGTTCCACCACCACCCCCGCTGATGGGCAGGCC
Cre16.g648350 GGAGGCGGAGGTATGACACGCAGCTCTGCACATC GGTTCCACCACCACCCTGCGCCAGCCCAACGGC Cre16.g648350 GGAGGCGGAGGTATGTTCGGCCAGCTCCTG GGTTCCACCACCACCCTGCGCCAGCCCAACG
Cre16.g648350 GGAGGCGGAGGTATGACACGCAGCTCTGCAC GGTTCCACCACCACCCCCAGCGGTGGCGGAG Cre16.g648400 GGAGGCGGAGGTATGCTTCCAGCGCTGTG GGTTCCACCACCACCAACACGGTCGCGCCAG
Cre16.g648500 GGAGGCGGAGGTATGGCCCGCACCAAGC GGTTCCACCACCACCTTAGGCGCGCTCGCCA Cre16.g648550 GGAGGCGGAGGTATGCCAGGAAAAGGCAAGG GGTTCCACCACCACCGCCGCCGAAGCCGTAC
Cre16.g648600 GGAGGCGGAGGTATGGGCGTTGGGTACGGC GGTTCCACCACCACCCACAGTGCTTTGTAGCCCGG Cre16.g648600 GGAGGCGGAGGTATGGGCGTTGGGTACGG GGTTCCACCACCACCCACAGTGCTTTGTAGCCCG
Cre16.g648650 GGAGGCGGAGGTATGGCTACAAAAGCACCAGAGC GGTTCCACCACCACCTCACTGGGGCGGCAGC Cre16.g648700 GGAGGCGGAGGTATGGCTTCAGAAGCCCCC GGTTCCACCACCACCCCGCAGCTGGTATTTCTTGAAG
Cre16.g648800 GGAGGCGGAGGTATGGGGCGAAACAGCAAG GGTTCCACCACCACCAAAACCACCCGCAAAGTTGC Cre16.g648850 GGAGGCGGAGGTATGCTACCCGGCCGAGCTTTG GGTTCCACCACCACCCCACGGCACGCCGATCTC
Cre16.g648900 GGAGGCGGAGGTATGGGCGGGCTCTGGG GGTTCCACCACCACCTGACGAGCAGGACAGCAT Cre16.g648950 GGAGGCGGAGGTATGAATGGAACTATTGCGAATATG GGTTCCACCACCACCTTACAGCATCAAAAAGCTCAGC
Cre16.g649000 GGAGGCGGAGGTATGGTGCTGGACGCTTCCAAA GGTTCCACCACCACCTGGCCGTGCATGAGCTCC Cre16.g649050 GGAGGCGGAGGTATGATTGGCTGGATTAACCTGAG GGTTCCACCACCACCCTTGTCCTTCTTGAAGAGGCTCT
Cre16.g649100 GGAGGCGGAGGTATGGGCTGCTTCTCTTCTAAGG GGTTCCACCACCACCTCACGGCGACCCGACC Cre16.g649150 GGAGGCGGAGGTATGGGCTGCAGCTCGTCAGTAC GGTTCCACCACCACCCCGTACCGTCGCGCCGCC
Cre16.g649200 GGAGGCGGAGGTATGGCTCTATGCCACCTGCA GGTTCCACCACCACCCACCCCCGCGCCAACC Cre16.g649250 GGAGGCGGAGGTATGGCCAAGTGGCTGCA GGTTCCACCACCACCTTACAGGCCCGCGCTT
Cre16.g649300 GGAGGCGGAGGTATGGTTGAGGCCCCTGC GGTTCCACCACCACCGGACTCCCAGGTCCACAT Cre16.g649350 GGAGGCGGAGGTATGCAGCTTGGGCGGC GGTTCCACCACCACCGTAGTTGTCTACGCTGGGC
Cre16.g649400 GGAGGCGGAGGTATGCACAGCACTAGCGTCG GGTTCCACCACCACCCAGCAGGCGCAGCGTGAG Cre16.g649433 GGAGGCGGAGGTATGCAGCAACCCCATCCA GGTTCCACCACCACCCTGCTCATCTGGGAAGTTGC
Cre16.g649466 GGAGGCGGAGGTATGGCGAGCAACAAGGG GGTTCCACCACCACCATCGACCACGGTCAGGTC Cre16.g649500 GGAGGCGGAGGTATGGTGCAGGCGACGAC GGTTCCACCACCACCCTATGCCGGGCCGGGC
Cre16.g649550 GGAGGCGGAGGTATGCGTGCGACACGCG GGTTCCACCACCACCAACAGTTGCGTGCGGC Cre16.g649600 GGAGGCGGAGGTATGGGCAAGCGACGGC GGTTCCACCACCACCCTACTGCTTGTCCTTCTTCTTTTG
Cre16.g649650 GGAGGCGGAGGTATGCCGCGTGTGCTTC GGTTCCACCACCACCTGGCTGCTTCACAATGACC Cre16.g649700 GGAGGCGGAGGTATGCCAAGCTTGTTATTAAGACCG GGTTCCACCACCACCCTACCGGGCCCGGGTT
Cre16.g649750 GGAGGCGGAGGTATGGCCGCCGCAAAGT GGTTCCACCACCACCGAAAGCCGTGATGGAGCA Cre16.g649800 GGAGGCGGAGGTATGTGGCAGAGCGGACA GGTTCCACCACCACCCTACTCGCTGGCGGCG
Cre16.g649833 GGAGGCGGAGGTATGGAAGTCCTCTCCGGTCG GGTTCCACCACCACCTGCCACCTCAAACTTGCACA Cre16.g649900 GGAGGCGGAGGTATGGCCCGCACCAAGC GGTTCCACCACCACCTTAGGCGCGCTCGCCA
Cre16.g649950 GGAGGCGGAGGTATGTCCGGACGCGGCA GGTTCCACCACCACCGCCGCCGAAGCCGTAC Cre16.g650050 GGAGGCGGAGGTATGGCTTTGGTACACAAGATTCG GGTTCCACCACCACCTCACTCGAAGGTCTCAATGTCG
Cre16.g650100 GGAGGCGGAGGTATGCAGTGCGTGTCCCG GGTTCCACCACCACCCAGGCCAGAGCGGCCC Cre16.g650151 GGAGGCGGAGGTATGAAGAGCTTCAGCGGCC GGTTCCACCACCACCCTGCGTGCCGTACTCGCG
Cre16.g650200 GGAGGCGGAGGTATGGCGGCTGCGCCACGC GGTTCCACCACCACCCGTGCTCGCCTCCTGCGC Cre16.g650250 GGAGGCGGAGGTATGTCCGGACGCGGCA GGTTCCACCACCACCGCCGCCGAAGCCGTAC
Cre16.g650300 GGAGGCGGAGGTATGGCCCGCACCAAGC GGTTCCACCACCACCTTAGGCGCGCTCGCCA Cre16.g650350 GGAGGCGGAGGTATGCCCCAGAGCACAGGG GGTTCCACCACCACCCGACAACGGGTCCGCCCC
Cre16.g650400 GGAGGCGGAGGTATGCTCGCTGCCTGCCCA GGTTCCACCACCACCGAGGGACGGCGCGCGCTG Cre16.g650425 GGAGGCGGAGGTATGGCCCCAGGCACGG GGTTCCACCACCACCTTACGAGCGCGCTCCG
Cre16.g650450 GGAGGCGGAGGTATGCGAGTGCCGGTGC GGTTCCACCACCACCCTACCGCTCCGCTCCC Cre16.g650500 GGAGGCGGAGGTATGGCGGCAACCCCTATG GGTTCCACCACCACCTCACACCGCCTGCGGG
Cre16.g650550 GGAGGCGGAGGTATGGCCACCGAGCAGAGCTA GGTTCCACCACCACCCTCGTAGATCCAGGGCTTGG Cre16.g650600 GGAGGCGGAGGTATGGCGATGCCCCGCCAC GGTTCCACCACCACCCTCGTCGTCCTGCGGCTG
Cre16.g650600 GGAGGCGGAGGTATGGCGATGCCCCGCC GGTTCCACCACCACCCTCGTCGTCCTGCGGC Cre16.g650650 GGAGGCGGAGGTATGGCCTCCACAAGCGCC GGTTCCACCACCACCCAGCCTCGACACCAGCTG
Cre16.g650700 GGAGGCGGAGGTATGACACTATCAACACAGCGG GGTTCCACCACCACCCTACACGGCGGCGGAC Cre16.g650750 GGAGGCGGAGGTATGGGTGCGGGTTGCTCG GGTTCCACCACCACCACAACATGCCCCAATCCAGTC
Cre16.g650800 GGAGGCGGAGGTATGAGCTTCGGAGGTCTGC GGTTCCACCACCACCCTGGTTGAGGACCACCTTTGT Cre16.g650850 GGAGGCGGAGGTATGTCGGCCGACAGCA GGTTCCACCACCACCACGCTTGAATGCACCGAA
Cre16.g650950 GGAGGCGGAGGTATGGAGCTGGTGGTGCGT GGTTCCACCACCACCGGCAGACGCAGCTGCACC Cre16.g651000 GGAGGCGGAGGTATGGCAGCCACCGCAA GGTTCCACCACCACCGTTGCCGTACTTTGCAATGAG
Cre16.g651050 GGAGGCGGAGGTATGCTTCAGTTGGCGAACCGTA GGTTCCACCACCACCGTACTTCCAGGCGGCATCC Cre16.g651100 GGAGGCGGAGGTATGTACAGCGGCAGTCATGAC GGTTCCACCACCACCTTTCTTGACAGCAGCTGCAG
Cre16.g651150 GGAGGCGGAGGTATGCAATCGGGCTTCCCA GGTTCCACCACCACCCCGCTCCTGCGTCAGG Cre16.g651200 GGAGGCGGAGGTATGGCAGCCCTCTACGAG GGTTCCACCACCACCCAGCTTGCGGACGCTG
Cre16.g651250 GGAGGCGGAGGTATGTGCCCGCTCCGTAGC GGTTCCACCACCACCCGCCTCCTCCACGGCC Cre16.g651300 GGAGGCGGAGGTATGAGCTGCTGCACCAC GGTTCCACCACCACCCAGCTGCAGCTGCAGC
Cre16.g651500 GGAGGCGGAGGTATGGACCAGGATGCTAAGATTCA GGTTCCACCACCACCCCTCCGCCTGCTCTTGGG Cre16.g651550 GGAGGCGGAGGTATGTCCGCTATGCTGGTTGG GGTTCCACCACCACCTTAGGGCGCGCGCACA
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Cre16.g651600 GGAGGCGGAGGTATGTCAGCCATGCAGGAGC GGTTCCACCACCACCATCAGTTGTGTCCATACCGC Cre16.g651650 GGAGGCGGAGGTATGTCTATTGCGGATGTGCTCG GGTTCCACCACCACCTTAGGGCGCGCGCACA
Cre16.g651700 GGAGGCGGAGGTATGTCAGCCATGTCTCAGGA GGTTCCACCACCACCCTCGGTTGTGTCCATATCGC Cre16.g651750 GGAGGCGGAGGTATGTCTATTGCAGACGTGCTCG GGTTCCACCACCACCTGCGCTGCCGCCTACAGA
Cre16.g651801 GGAGGCGGAGGTATGGACCTTGCCGTCGGC GGTTCCACCACCACCCGTCCTCGCGCCTCCTTC Cre16.g651850 GGAGGCGGAGGTATGTCGGAGCTAAGCAATGC GGTTCCACCACCACCCAGCTGCAGCTGCAGC
Cre16.g651900 GGAGGCGGAGGTATGCATAGCGCTGTGCCA GGTTCCACCACCACCCGCACTGACACGGCGC Cre16.g651923 GGAGGCGGAGGTATGCGTCTCACAACAGGGC GGTTCCACCACCACCCGACGCGTTGCGCACG
Cre16.g651950 GGAGGCGGAGGTATGGCGGGAGTCAACCTGAA GGTTCCACCACCACCCTAGGCCGCGGCGCAC Cre16.g652000 GGAGGCGGAGGTATGTCGTTCGCGTGCAA GGTTCCACCACCACCCTTCCCACGCACTGTCG
Cre16.g652050 GGAGGCGGAGGTATGCTCGTACGTCATCAGCA GGTTCCACCACCACCCTGCTGCAGGCGACCG Cre16.g652100 GGAGGCGGAGGTATGTCGCCGGCTGACCATAAG GGTTCCACCACCACCGAAGTCGTCGCCGCGGGAGAG
Cre16.g652150 GGAGGCGGAGGTATGTGGGAGATATGGAGGTCG GGTTCCACCACCACCCCACTGCGTCTCAGCCA Cre16.g652200 GGAGGCGGAGGTATGGTGCTCACGCGCC GGTTCCACCACCACCCGGTGCCTCGCTGCTG
Cre16.g652250 GGAGGCGGAGGTATGGCTGGCAGTCGCG GGTTCCACCACCACCATAGTTTGCCGGGGGCG Cre16.g652300 GGAGGCGGAGGTATGGGACTGCCGTCCAAC GGTTCCACCACCACCGAGGGCCATCGGGGGCTG
Cre16.g652350 GGAGGCGGAGGTATGTTTAGGAGCAGGAGCTCA GGTTCCACCACCACCAAAGCCAGCAGCGGGC Cre16.g652400 GGAGGCGGAGGTATGTCTGAGGACGCGCC GGTTCCACCACCACCCACCCATCCCTGCGACG
Cre16.g652450 GGAGGCGGAGGTATGCAGGCGTTGCGGGCG GGTTCCACCACCACCCCACATGCGCGCAGTGGAG Cre16.g652483 GGAGGCGGAGGTATGGCCTCAGGTGACCACA GGTTCCACCACCACCTTGCATCAGCCTTTGGCGCTTC
Cre16.g652550 GGAGGCGGAGGTATGGCCACCATGCTCAGT GGTTCCACCACCACCATCGATAATCTCGCCGGTCT Cre16.g652600 GGAGGCGGAGGTATGGCGAATGGGCTCGC GGTTCCACCACCACCTCAGTTTGTTACACCTGACGAC
Cre16.g652650 GGAGGCGGAGGTATGTCCAGCCTGGAGCG GGTTCCACCACCACCTCGGCTGCCGTCAAGG Cre16.g652700 GGAGGCGGAGGTATGGTGGGCGGTGGAG GGTTCCACCACCACCCCGCAGCACAGCTTCTG
Cre16.g652800 GGAGGCGGAGGTATGCTGCAAGCAAAGCTCAC GGTTCCACCACCACCTGGCAGCAGCGGCACA Cre16.g652850 GGAGGCGGAGGTATGTTTCTATACATCATGAATATGGTG GGTTCCACCACCACCTGACGTCTTCTTGGCCATCG
Cre16.g652900 GGAGGCGGAGGTATGAGCTTCGACCCAACAGG GGTTCCACCACCACCGCTGATGGTGACCAGGC Cre16.g652950 GGAGGCGGAGGTATGGCTCCTCCCAAAATTAAGGA GGTTCCACCACCACCCTTGCCCAGCTTAGCGGC
Cre16.g653050 GGAGGCGGAGGTATGAAGAACTTCGGGCTCCA GGTTCCACCACCACCCTACTGCCCACCCGCA Cre16.g653100 GGAGGCGGAGGTATGGAACTCTTACGCGCAAC GGTTCCACCACCACCCAGGCTGCCACCCACT
Cre16.g653150 GGAGGCGGAGGTATGCCAGATAGCGACAGGAA GGTTCCACCACCACCCACGTGGTGCGCCACC Cre16.g653200 GGAGGCGGAGGTATGATGACTTGTGAGCGATCCG GGTTCCACCACCACCATCAATGTCCAGCGCCCTG
Cre16.g653250 GGAGGCGGAGGTATGGTTGGAGTGCATGCGG GGTTCCACCACCACCGATCTTGTTAAACCTGGCTTGTG Cre16.g653258 GGAGGCGGAGGTATGCTCCTGGTTGCCCTCG GGTTCCACCACCACCCTAGCAGCGCCGCCGC
Cre16.g653300 GGAGGCGGAGGTATGGAGCTCCCAGGCG GGTTCCACCACCACCCTGCCCATACGCGCCG Cre16.g653338 GGAGGCGGAGGTATGTCAGCAGACGGCATG GGTTCCACCACCACCGCACCAAACCACCTGCA
Cre16.g653450 GGAGGCGGAGGTATGGGCTACGGATGGCG GGTTCCACCACCACCGTACTGCGCCTGCTGG Cre16.g653500 GGAGGCGGAGGTATGTCGCTCGTGCGCT GGTTCCACCACCACCTCAAACGGCAGCCGCC
Cre16.g653550 GGAGGCGGAGGTATGATTGCGGAAGTTTTAAATGAG GGTTCCACCACCACCCTAAGGTTTGGGCGCGC Cre16.g653601 GGAGGCGGAGGTATGAGCAATGGAGGCAAGAAG GGTTCCACCACCACCCTTCAGCTTCTGCTCCTCG
Cre16.g653650 GGAGGCGGAGGTATGGCTTCGTGGCCGG GGTTCCACCACCACCTTTGCCGTCGCGGCTG Cre16.g653651 GGAGGCGGAGGTATGGATCCCCATGCATCAATT GGTTCCACCACCACCGAACGGCTGGAACGGC
Cre16.g653700 GGAGGCGGAGGTATGGCACACCTAGTATCCGC GGTTCCACCACCACCGTAAATGTCCGGCAGCTCG Cre16.g653750 GGAGGCGGAGGTATGACGCGCCTGCAGCG GGTTCCACCACCACCGTGCCCCGCAGCACCG
Cre16.g653850 GGAGGCGGAGGTATGAGCTATGATGAGGTGGAGA GGTTCCACCACCACCGTGGACTTCCACCTCAGAAGG Cre16.g653900 GGAGGCGGAGGTATGAGCAAAAATGGCGCGG GGTTCCACCACCACCGGGGCCTGCGGTGTTG
Cre16.g654000 GGAGGCGGAGGTATGTACGAGGCAAACAAGCT GGTTCCACCACCACCACAGGAGCGCCAACTTACC Cre16.g654050 GGAGGCGGAGGTATGGACGGCCTCAACCT GGTTCCACCACCACCCTTCATCACCTGCACCAGG
Cre16.g654100 GGAGGCGGAGGTATGGGCGTCTCGCTCA GGTTCCACCACCACCTGCGCCACAAAAATCGACA Cre16.g654150 GGAGGCGGAGGTATGCCGACCGAGCTCG GGTTCCACCACCACCGTACTTGACCAGCCGCC
Cre16.g654250 GGAGGCGGAGGTATGGGCGGAAACTCTAGCA GGTTCCACCACCACCTCACGTGCTCGCAGCG Cre16.g654300 GGAGGCGGAGGTATGGCAGAGCTAGAAAAGACTTT GGTTCCACCACCACCTTACTCAGCGGCCTCCG
Cre16.g654350 GGAGGCGGAGGTATGGGCAAGAACGATTTCTTGACC GGTTCCACCACCACCCTACCTGCCGCCCGCC Cre16.g654400 GGAGGCGGAGGTATGCCACCGGCCCAAA GGTTCCACCACCACCTGACGCCTCAAGCGCA
Cre16.g654450 GGAGGCGGAGGTATGTCTACGCCGACCAAGA GGTTCCACCACCACCCAGGTTGCCAAAATAGCCGC Cre16.g654500 GGAGGCGGAGGTATGAGCACTGTCCTACTCCCG GGTTCCACCACCACCCATGATGGGCAGCGCGGC
Cre16.g654526 GGAGGCGGAGGTATGCCAGAAGTGGCTGAAC GGTTCCACCACCACCACACCGCCACGTCAAAC Cre16.g654550 GGAGGCGGAGGTATGACCATTCGCGGCCAA GGTTCCACCACCACCAGCCGGGAACGGCAGC
Cre16.g654750 GGAGGCGGAGGTATGGCTGCCACGGCTG GGTTCCACCACCACCGTTCACCCCTGGCCCC Cre16.g654850 GGAGGCGGAGGTATGAAACCAGCAATACTTGATGTTGT GGTTCCACCACCACCAGGACTCGCGCTTGCGAAG
Cre16.g654900 GGAGGCGGAGGTATGTGGACAACTGTGCTCTTGC GGTTCCACCACCACCGTGCGACGCCCGTTCAAAG Cre16.g654950 GGAGGCGGAGGTATGAGCCCAGGCTTTGTG GGTTCCACCACCACCTTTCTGCTGCATCGGCG
Cre16.g654992 GGAGGCGGAGGTATGGTAGAGGATCGCCCG GGTTCCACCACCACCCACGTCCTTCCTCTCAGTCG Cre16.g655050 GGAGGCGGAGGTATGCGCAGCCCTGACG GGTTCCACCACCACCTTCCTCGTCGCTGTGCA
Cre16.g655100 GGAGGCGGAGGTATGGCAGCCGAAACCACTGTTC GGTTCCACCACCACCCCGCTCCGCCACTGCCAC Cre16.g655150 GGAGGCGGAGGTATGGCCGCGAGCATTCTG GGTTCCACCACCACCTCAGCGGTTGGCGCGG
Cre16.g655200 GGAGGCGGAGGTATGTGGCTGGTGATTGTGGG GGTTCCACCACCACCCTGGTTGGGCTGCACCTG Cre16.g655250 GGAGGCGGAGGTATGGCTGCTGCTCAGGAAC GGTTCCACCACCACCCCTACCACCGCTGCTGCC
Cre16.g655283 GGAGGCGGAGGTATGGTCACATCACGGTCAAG GGTTCCACCACCACCCCGGCCAGTTCCACCG Cre16.g655316 GGAGGCGGAGGTATGGCCACATCACGGTCA GGTTCCACCACCACCCTACCAGGCCGCCACC
Cre16.g655350 GGAGGCGGAGGTATGGCCACATCACGGTCA GGTTCCACCACCACCCTACCAGGCCGCCACC Cre16.g655400 GGAGGCGGAGGTATGAGCCTGGCCAAGCTG GGTTCCACCACCACCGGGGAAGCGGGTGAAGAAAG
Cre16.g655400 GGAGGCGGAGGTATGAGCCTGGCCAAGCT GGTTCCACCACCACCGGGGAAGCGGGTGAAGA Cre16.g655450 GGAGGCGGAGGTATGCATGGTTCGCTGACACC GGTTCCACCACCACCGCGCTTCTGGAAGTTCAGGAAG
Cre16.g655500 GGAGGCGGAGGTATGGCGTGTGTTACGTGTG GGTTCCACCACCACCTTATGAGCGGCAGCGGG Cre16.g655515 GGAGGCGGAGGTATGGCGTGTTGCGGTC GGTTCCACCACCACCAAACTCGTCCGCAAACAAAC
Cre16.g655600 GGAGGCGGAGGTATGGCTTCTGAAGCTCCAGC GGTTCCACCACCACCCTACACGCCCGCCCCG Cre16.g655650 GGAGGCGGAGGTATGGTTGAGCACAACGAGTTG GGTTCCACCACCACCCAGCCCGGGTAACTGCGG
Cre16.g655750 GGAGGCGGAGGTATGCCGTCCTATAACCATACGT GGTTCCACCACCACCTTAGAAGGCGCCACCGC Cre16.g655800 GGAGGCGGAGGTATGTTTGGACAGCTTGGACTC GGTTCCACCACCACCCTCGGCCGCCTGTGAC
Cre16.g655850 GGAGGCGGAGGTATGACCTGCGCCAACGAG GGTTCCACCACCACCGTCCTCACTGCACAGGTCAAT Cre16.g655900 GGAGGCGGAGGTATGTCGGACCAGGAGTCAG GGTTCCACCACCACCCGAGTTGAGTCCGGCCA
Cre16.g656000 GGAGGCGGAGGTATGACTGACGGGAGCCAC GGTTCCACCACCACCCGAGCCCACCTTCGTGC Cre16.g656050 GGAGGCGGAGGTATGGGCTTCGCAACACAA GGTTCCACCACCACCGCCAATGTGCATCCCCAA
Cre16.g656100 GGAGGCGGAGGTATGCCGCTCGCTGGGA GGTTCCACCACCACCTCACTCCCAGTCATCAACCTT Cre16.g656150 GGAGGCGGAGGTATGGCGTTGCGTTTCTTGAC GGTTCCACCACCACCGTGGGATAACAAAGGCTCACGG
Cre16.g656250 GGAGGCGGAGGTATGGATCGCTTCGACCGCTTC GGTTCCACCACCACCCACCATGTCGCGCTCGCG Cre16.g656300 GGAGGCGGAGGTATGGTCAACTCCTGTACTGGC GGTTCCACCACCACCCGCAGATGTGGCGGCG
Cre16.g656350 GGAGGCGGAGGTATGTCTCAGCCCGGAGTT GGTTCCACCACCACCGGCCTCTTGGCCCTGC Cre16.g656400 GGAGGCGGAGGTATGCAGTGCTCAACAATGCA GGTTCCACCACCACCTTAACGGGCCACCGCA
Cre16.g656433 GGAGGCGGAGGTATGTCTGCATGTGGAGGGAA GGTTCCACCACCACCGCGCCGTTCAGGCTCG Cre16.g656466 GGAGGCGGAGGTATGCTTGTCCACAGACGTCC GGTTCCACCACCACCCCACGTGGCAGGTGCG
Cre16.g656500 GGAGGCGGAGGTATGTCAAAGACGGGGCCG GGTTCCACCACCACCCGCCTGGGTGTCCTCCTC Cre16.g656500 GGAGGCGGAGGTATGTCAAAGACGGGGCCG GGTTCCACCACCACCCGCCTGGGTGTCCTCC
Cre16.g656551 GGAGGCGGAGGTATGCAAGTCTGGCGGTTCAA GGTTCCACCACCACCCAGGTCCTCCCGGTCCCG Cre16.g656600 GGAGGCGGAGGTATGGAGGAGAAAGTGACTTCAGA GGTTCCACCACCACCGTTGATAGAGGCCATGAGGCTG
Cre16.g656650 GGAGGCGGAGGTATGGCACTGCTCAGCAGC GGTTCCACCACCACCCATCACGCCGTCCGGC Cre16.g656750 GGAGGCGGAGGTATGTGTCACATTTCAACACCAAA GGTTCCACCACCACCTCAAATAAAAAGGGCCGCAGTA
Cre16.g656800 GGAGGCGGAGGTATGGAGCTACAGCGTAAATGG GGTTCCACCACCACCTCACATCAGCTCTTCATCAAAGC Cre16.g656851 GGAGGCGGAGGTATGCATTCGCAGTTTCGCT GGTTCCACCACCACCTGTGCTCGCACCTCTCC
Cre16.g656900 GGAGGCGGAGGTATGCCCATGACCCTAGGC GGTTCCACCACCACCCTTGAAGCTTTGGTACCTGCC Cre16.g656950 GGAGGCGGAGGTATGGCAGGCATTTACTCTCC GGTTCCACCACCACCAGTGCTGTCTGCGGCC
Cre16.g657000 GGAGGCGGAGGTATGCCGCCCCCGGGCAAC GGTTCCACCACCACCCCGCCTCCCGGCCGCTGC Cre16.g657050 GGAGGCGGAGGTATGTATTGGGGCTTCAAGACTAC GGTTCCACCACCACCTTACACCTTCATGGCGACG
Cre16.g657100 GGAGGCGGAGGTATGCAAACGCCAGGTCGG GGTTCCACCACCACCCATGCCCGGTGCACGC Cre16.g657150 GGAGGCGGAGGTATGCACACAATAAAATGCAACCG GGTTCCACCACCACCAAGCGTCCGCTTCATCAGG
Cre16.g657200 GGAGGCGGAGGTATGGGTTGCCTGGCAATAC GGTTCCACCACCACCGTTCCGAACCACGTTGATCC Cre16.g657250 GGAGGCGGAGGTATGTGTCGGATACAGCTTACAAT GGTTCCACCACCACCCTAGCTCCGAACCACGTTG
Cre16.g657300 GGAGGCGGAGGTATGGCGGGAAAGAACGAAGG GGTTCCACCACCACCCATCCAGGGCAGGCCTGC Cre16.g657350 GGAGGCGGAGGTATGGGCGCCTGCTGCTCTC GGTTCCACCACCACCGTCCTCCTCAACCACAGCC
Cre16.g657400 GGAGGCGGAGGTATGTCAGACCATTGGCGAACCC GGTTCCACCACCACCTCAGGCGCCGGTCGCA Cre16.g657550 GGAGGCGGAGGTATGGGCGCGAACCAGAGC GGTTCCACCACCACCCGCCAGATTGAACAGGCTGT
Cre16.g657600 GGAGGCGGAGGTATGCTCGGCAACGCGG GGTTCCACCACCACCCCACGTGTCCTCGCGG Cre16.g657650 GGAGGCGGAGGTATGGCTCAAGCGAAGGAAG GGTTCCACCACCACCGAACTCGGCCTTGCCG
Cre16.g657700 GGAGGCGGAGGTATGGCGGGTCAGCTCACT GGTTCCACCACCACCTCATGCCCGTGCGGGC Cre16.g657750 GGAGGCGGAGGTATGCGCTGCTCGGCAAGC GGTTCCACCACCACCCAGCGGCACCACCTGGCTG
Cre16.g657800 GGAGGCGGAGGTATGGAAGCCCTGCTGAGGAAG GGTTCCACCACCACCCAGCGCCCGAATGGTGGC Cre16.g657850 GGAGGCGGAGGTATGACAGAACACAAGGGCAGC GGTTCCACCACCACCCTCGTCCTCCTCCTCCTCTTC
Cre16.g657900 GGAGGCGGAGGTATGTTCAACTCAGGAAGTGGCC GGTTCCACCACCACCCTGTGTGTGCTGCGCGCTC Cre16.g657950 GGAGGCGGAGGTATGGAGGAGGTGGGCCCG GGTTCCACCACCACCCTGCCCTTCTGAAAGCAGTGG
Cre16.g657964 GGAGGCGGAGGTATGCCTGCAGCGGTGA GGTTCCACCACCACCGCAGACGTGCGGAACG Cre16.g657979 GGAGGCGGAGGTATGCACAAGCTAAATATTGACACG GGTTCCACCACCACCCGTGGGCACCTTCATTGGC
Cre16.g658000 GGAGGCGGAGGTATGTCCAGCGCATTCTCGG GGTTCCACCACCACCTGGCTTCAAGCACGCCAC Cre16.g658075 GGAGGCGGAGGTATGGCAGCCAAGCCAGGTAG GGTTCCACCACCACCCAACCCCAGCCGTTCCCG
Cre16.g658150 GGAGGCGGAGGTATGGCTCCAAAGAGCTCGG GGTTCCACCACCACCTCACTGCCTGCCCGCC Cre16.g658250 GGAGGCGGAGGTATGCGAACAGCTGCGAC GGTTCCACCACCACCTCACCTACCCGCGCCC
Cre16.g658300 GGAGGCGGAGGTATGGGCGCAACGACAG GGTTCCACCACCACCGTCCTCCTCCTGGGACAG Cre16.g658400 GGAGGCGGAGGTATGATCGTGCGTCGCCCTAT GGTTCCACCACCACCGAGCTTGGACTCCTGGTCG
Cre16.g658450 GGAGGCGGAGGTATGCGGCTGCCCACCCTAG GGTTCCACCACCACCGTTGCCGTAGCCCCCGCG Cre16.g658526 GGAGGCGGAGGTATGCAGTCTGGAATTTTAGGGAG GGTTCCACCACCACCCACATACGATATGGGCCCCTC
Cre16.g658600 GGAGGCGGAGGTATGGCTCTAGACCTATCCGAAT GGTTCCACCACCACCTCACAACCCGTGCGCC Cre16.g658700 GGAGGCGGAGGTATGGCATCAGCAGCAAACG GGTTCCACCACCACCTCACCGGGCCATGCCG
Cre16.g658725 GGAGGCGGAGGTATGGGTGGGCTCGGAG GGTTCCACCACCACCTTTCTTAGGCGCTGGCG Cre16.g658750 GGAGGCGGAGGTATGGGGGCCAACGAGGA GGTTCCACCACCACCCGTGGCGCAGAGCTGC
Cre16.g658775 GGAGGCGGAGGTATGGAGCAGGCGCTGGG GGTTCCACCACCACCTCAAGCGGGCCGGGCT Cre16.g658800 GGAGGCGGAGGTATGTTCCGTCAAGCATCATCACG GGTTCCACCACCACCTCAGTGCGCAGCGCCC
Cre16.g658850 GGAGGCGGAGGTATGGCACATATGCGCGTTGTC GGTTCCACCACCACCCTTTGCGGACGCAGACGA Cre16.g658900 GGAGGCGGAGGTATGTCGACCGAGGGGGA GGTTCCACCACCACCGCTCTTTGGCTTGTCCAGT
Cre16.g658926 GGAGGCGGAGGTATGTTGGTTGGCGTGGG GGTTCCACCACCACCTGCACTGCCATTTTGCCA Cre16.g658950 GGAGGCGGAGGTATGAAGTCTGTCATAGTTTCATCA GGTTCCACCACCACCTTACGCAGCAGGCGAG
Cre16.g659100 GGAGGCGGAGGTATGCGCGGGAGACCGC GGTTCCACCACCACCCAGGTTATACACGCCGCCA Cre16.g659150 GGAGGCGGAGGTATGAGTTCCCTGTTCGGCA GGTTCCACCACCACCTTACCCCCGGCCCCTG
Cre16.g659200 GGAGGCGGAGGTATGCATACGGCGCCGCGC GGTTCCACCACCACCAACCACCACAGCCCTCCG Cre16.g659250 GGAGGCGGAGGTATGACTAGCAACACGTTCACGC GGTTCCACCACCACCAGTGCTCGCCGTCAAAGC
Cre16.g659300 GGAGGCGGAGGTATGGCGAACACGGCCC GGTTCCACCACCACCCTATAAGCTGAACAAACGCTTGAA Cre16.g659350 GGAGGCGGAGGTATGGCCCCCTCAGGGAAAA GGTTCCACCACCACCTGCAGACTTCTTCTGGCTCATC
Cre16.g659400 GGAGGCGGAGGTATGTCTTCTGGTCGGAAGCG GGTTCCACCACCACCCTTCCCGCGCAGCTTGGAGAG Cre16.g659450 GGAGGCGGAGGTATGATTAACAATCGGACGCTAT GGTTCCACCACCACCTCAACGCCGCACTTGC
Cre16.g659500 GGAGGCGGAGGTATGATTGTCCAGCTGGCCTTTC GGTTCCACCACCACCCCCGTGCCTTCGTGTTTTG Cre16.g659550 GGAGGCGGAGGTATGGATGCACGATCACTGACG GGTTCCACCACCACCCCGGTGGCGCCACCAC
Cre16.g659600 GGAGGCGGAGGTATGAGCAAGAAACCTAAAGGACC GGTTCCACCACCACCCTACCGCTTCCGCTTGTC Cre16.g659650 GGAGGCGGAGGTATGGACCCTGTCGGGAC GGTTCCACCACCACCACCCCCACCACCTCCC
Cre16.g659667 GGAGGCGGAGGTATGCGGCATGCACGCG GGTTCCACCACCACCCTACTCCTCAATGGAATGCAGAGG Cre16.g659700 GGAGGCGGAGGTATGGCCTTCGTCCTGCG GGTTCCACCACCACCCTTCTTGGTGGCGGGGG
Cre16.g659750 GGAGGCGGAGGTATGCGCGTATTGTCGCTAACAT GGTTCCACCACCACCTGCGATGTCGTCTGGCGCAGAA Cre16.g659800 GGAGGCGGAGGTATGCAAGCACAAGCTCTTAACG GGTTCCACCACCACCTCACTTCTTGGCTGTGGC
Cre16.g659850 GGAGGCGGAGGTATGAAGCGCTTCGCGG GGTTCCACCACCACCCTGCTTCTGCTCGCCC Cre16.g659950 GGAGGCGGAGGTATGGCCACTATTCAGAGTGGC GGTTCCACCACCACCCTTGCTGCTGGGCAGC
Cre16.g660000 GGAGGCGGAGGTATGCTCAGGGCTGGGCAG GGTTCCACCACCACCCAGCATGCTGAAAGCGGTAG Cre16.g660024 GGAGGCGGAGGTATGGATTCAGGATATCTGCCGC GGTTCCACCACCACCCTACACACTCGCACCTGC
Cre16.g660050 GGAGGCGGAGGTATGTTGTCGTCAGCTTGTCTCG GGTTCCACCACCACCCAGCAGGCTGAAGGCGGTAG Cre16.g660100 GGAGGCGGAGGTATGACTTCTCTTGCAAAAACTACG GGTTCCACCACCACCTCATAGCACCAGAGCACTGG
Cre16.g660150 GGAGGCGGAGGTATGGCCACCAAGGCAGG GGTTCCACCACCACCCACGTCCGCAATGGTCA Cre16.g660331 GGAGGCGGAGGTATGGTCGGTATCCTGGACG GGTTCCACCACCACCCCATGTATGGCTAGCCAGC
Cre16.g660390 GGAGGCGGAGGTATGAGGACAACCTACCAACACA GGTTCCACCACCACCGACCGATGGCTGCAGCAGTAG Cre16.g660470 GGAGGCGGAGGTATGCAGTCTGGCGAAGGC GGTTCCACCACCACCCCGAAAGAGCCGCTCAG
Cre16.g660651 GGAGGCGGAGGTATGGGCGGGGAGTTGC GGTTCCACCACCACCAAAGCCGGGTGACCAACC Cre16.g660700 GGAGGCGGAGGTATGGCTTCGCGATGCTTCTG GGTTCCACCACCACCGTCGGCCTGCGCCAGC
Cre16.g660800 GGAGGCGGAGGTATGGCATCTCAACTAGGGAGAG GGTTCCACCACCACCCACCAGCGCCAGCATGGA Cre16.g660850 GGAGGCGGAGGTATGGGGAAGAATCAAGGCC GGTTCCACCACCACCTTACATTTTAAGCCAGTCTGACA
Cre16.g660900 GGAGGCGGAGGTATGGCATCCTCAGTGTTGCTG GGTTCCACCACCACCACGTTGCTGCTGCACCGA Cre16.g660951 GGAGGCGGAGGTATGGCCCGGCGCACAC GGTTCCACCACCACCCCCCGCCTTCAGCGTCA
Cre16.g661000 GGAGGCGGAGGTATGGGCGCCGGATGCT GGTTCCACCACCACCGGCCTTCACGGGCGTC Cre16.g661050 GGAGGCGGAGGTATGGCCCCCCGTATGAC GGTTCCACCACCACCCTTGGTGGGCTTCTCCTGC
Cre16.g661150 GGAGGCGGAGGTATGAGGTCGCTATGTTCAACG GGTTCCACCACCACCGGCCGACTGGGTGATGC Cre16.g661200 GGAGGCGGAGGTATGGGAAACAGCTGCACC GGTTCCACCACCACCGGTCATGCGCAGGCGT
Cre16.g661250 GGAGGCGGAGGTATGGGCTCAAGCTGGTCT GGTTCCACCACCACCCGCCAATCGCTTCATGGC Cre16.g661300 GGAGGCGGAGGTATGGGTGCTGGTTGCAGC GGTTCCACCACCACCAAACACCTCGCCCAGCT
Cre16.g661350 GGAGGCGGAGGTATGCAGCAGGCATTCCGC GGTTCCACCACCACCCGCAATGCCATCCTTAAAAAAGT Cre16.g661400 GGAGGCGGAGGTATGGTCCGCCTCGGTG GGTTCCACCACCACCCACTGCGTTCCTGTGAATCT
Cre16.g661450 GGAGGCGGAGGTATGGCGAGGACGAAACAGT GGTTCCACCACCACCGTTGCTGGAAATGCCGTAGA Cre16.g661500 GGAGGCGGAGGTATGGTGAGCCCTCGACC GGTTCCACCACCACCTCACCGCCGGAGGAGC
Cre16.g661626 GGAGGCGGAGGTATGTCCGGGAACCTGCC GGTTCCACCACCACCCTATAATGTATCGCTGAGCACTCT Cre16.g661700 GGAGGCGGAGGTATGTCTCCAAGGATCGTGGTG GGTTCCACCACCACCCAACTCAAACTTGCCATCCTTCC
Cre16.g661750 GGAGGCGGAGGTATGGCGCGCCTCGCTG GGTTCCACCACCACCCTCGTCCACCTTGCCGGC Cre16.g661800 GGAGGCGGAGGTATGTACAATTACAGCCAAAAGTTCA GGTTCCACCACCACCTGTGTCAAAACCCAGGAAGCG
Cre16.g661850 GGAGGCGGAGGTATGTCCGTCTATCAGCCTCA GGTTCCACCACCACCCTCGTCCACCTTGCCGG Cre16.g661876 GGAGGCGGAGGTATGCGCATGCCCAACGA GGTTCCACCACCACCTCACGGCCCAACGCCC
Cre16.g661900 GGAGGCGGAGGTATGGCTCCGAAGGGGAAC GGTTCCACCACCACCGTGCTCCAGCGCGGAC Cre16.g661950 GGAGGCGGAGGTATGGCCGCCCATCGTG GGTTCCACCACCACCCACCTGCGACCGACGC
Cre16.g661976 GGAGGCGGAGGTATGGCGCGTCCCTGCC GGTTCCACCACCACCGAGGGGTGCCATGCCCA Cre16.g662052 GGAGGCGGAGGTATGGGGGTCATTCGGGGATC GGTTCCACCACCACCTCAGCCGCGCCATGCC
Cre16.g662150 GGAGGCGGAGGTATGCTGGCCACGCAGA GGTTCCACCACCACCCGCCTCCAGCATGCCC Cre16.g662250 GGAGGCGGAGGTATGGTGCAGGTACTCAGACT GGTTCCACCACCACCCTACTTGAGTGTGAAGATGTTGC
Cre16.g662300 GGAGGCGGAGGTATGGCTGACGACGGCGA GGTTCCACCACCACCTCACGAGCGCAGCGGC Cre16.g662450 GGAGGCGGAGGTATGGCATCGGCGAGTTCAG GGTTCCACCACCACCCTCCTGCTTCTGGCGCGG
Cre16.g662500 GGAGGCGGAGGTATGCAGAGACTTCAGCGC GGTTCCACCACCACCGAAGAAATCTCGGCTGGTGC Cre16.g662550 GGAGGCGGAGGTATGGCGGACGTTAAGGCTGA GGTTCCACCACCACCCTACCGCCCCCCCCCC
Cre16.g662600 GGAGGCGGAGGTATGCAGATGCAAGCAAACCG GGTTCCACCACCACCCTTGCGCTCCCCACCC Cre16.g662650 GGAGGCGGAGGTATGGCGCTCGTATCACATC GGTTCCACCACCACCCTACCGGAGCCCGGCT
Cre16.g662702 GGAGGCGGAGGTATGGACAAAGACAACCTGGAGC GGTTCCACCACCACCAACACAGCCAGAACGTCCAC Cre16.g662750 GGAGGCGGAGGTATGGGCAACTCATGTACTCAC GGTTCCACCACCACCCACAGCCGCCGAGTCC
Cre16.g662852 GGAGGCGGAGGTATGGCGGACGTGTTCGGG GGTTCCACCACCACCGACGCTCGCGCCGCTC Cre16.g662902 GGAGGCGGAGGTATGTCTGAGAAAAAAGATATTGATGA GGTTCCACCACCACCCCGCTCCTTGCCAAACAC
Cre16.g662950 GGAGGCGGAGGTATGGCCAAGCACGGCA GGTTCCACCACCACCTCACCGCCAGCTGCCC Cre16.g663000 GGAGGCGGAGGTATGGGAAACACCTGCACAGG GGTTCCACCACCACCGAACACCTCTGCCATCTGCC
Cre16.g663050 GGAGGCGGAGGTATGGTCGAGGCGAGCA GGTTCCACCACCACCCACATCTAGGTCCCGCATG Cre16.g663100 GGAGGCGGAGGTATGTCGCGGGCGGTGCAG GGTTCCACCACCACCCTTGTAGTACCCCTGCAGCAG
Cre16.g663150 GGAGGCGGAGGTATGTTGCAGACGCGGTGC GGTTCCACCACCACCCCGCCACGCGCTGTAC Cre16.g663200 GGAGGCGGAGGTATGACAGGCCGTGCAAAGG GGTTCCACCACCACCGAAGTCCGCGAACACCATCTC
Cre16.g663250 GGAGGCGGAGGTATGGCCGGCACGCCTTCC GGTTCCACCACCACCGATGGGGATATCCTGCTGCG Cre16.g663280 GGAGGCGGAGGTATGCACACGTCGCTGC GGTTCCACCACCACCCTACTGTGCAATGCTGTAAACAA
Cre16.g663315 GGAGGCGGAGGTATGAGTGAGGTGAAAGACTCCA GGTTCCACCACCACCTCAACGGGTGCCTGGAG Cre16.g663350 GGAGGCGGAGGTATGGCCAGTCGCAACGC GGTTCCACCACCACCTCACCGCACCTCGGCC
Cre16.g663400 GGAGGCGGAGGTATGCAGTGCCTTTCTTCACG GGTTCCACCACCACCCCGGGGGGAGATACGAAC Cre16.g663450 GGAGGCGGAGGTATGCAAGTCAGCAAGGTTCCC GGTTCCACCACCACCCCGGGGCGAGATGCGC
Cre16.g663500 GGAGGCGGAGGTATGGAGTGTACAGTAGTTTGCA GGTTCCACCACCACCCTTGTCGCTCTCCTTCGTCTC Cre16.g663551 GGAGGCGGAGGTATGTGTTGTGGCAATCATCACC GGTTCCACCACCACCTTAGCGCGCACTAATCTGC
Cre16.g663600 GGAGGCGGAGGTATGAACACGCGGCCACAT GGTTCCACCACCACCGCTCCAGCTCTGGCGCTC Cre16.g663650 GGAGGCGGAGGTATGGCGGGTATTCCTCCTGC GGTTCCACCACCACCTGCCATGATTCGGATTGTGAAC
Cre16.g663700 GGAGGCGGAGGTATGGATTTGCTAAAGCAGGGGT GGTTCCACCACCACCCGCGGACATCGCCTCTCC Cre16.g663776 GGAGGCGGAGGTATGCGCAGCAAGGCCG GGTTCCACCACCACCTCGCTCCGACCGCTCC
Cre16.g663800 GGAGGCGGAGGTATGCAGGCCGCCCTTCGC GGTTCCACCACCACCCTGCGCCTTCTTGGCTGC Cre16.g663850 GGAGGCGGAGGTATGGTTCGTAGCGCCGTC GGTTCCACCACCACCGTGCATGGCCTCGTTGTAGAT
Cre16.g663876 GGAGGCGGAGGTATGCACCGACTGCTGGTTG GGTTCCACCACCACCGGAGCCGCTACTTGGCAG Cre16.g663900 GGAGGCGGAGGTATGCAGCAGTGCGTTGGC GGTTCCACCACCACCGTACATGAACAGCTCCTTGGGG
Cre16.g663950 GGAGGCGGAGGTATGAGCGCGACGCTAGCG GGTTCCACCACCACCCTGCGCCTTGACGGCCTTC Cre16.g664000 GGAGGCGGAGGTATGTCATGTCAAGCTGTGATCA GGTTCCACCACCACCTCACTCCGCGCCTGTG
Cre16.g664050 GGAGGCGGAGGTATGGGTGAAATAGCCTCGGC GGTTCCACCACCACCGAGCTCTTGGCCTACTGGC Cre16.g664100 GGAGGCGGAGGTATGAAACCTTCTAACACCAGGC GGTTCCACCACCACCTCAACGCGCAAACGAGG
Cre16.g664150 GGAGGCGGAGGTATGGAGACTGATGGTGGACAG GGTTCCACCACCACCAATACCCCCGCCCTGGTCTA Cre16.g664200 GGAGGCGGAGGTATGGATGAGGCCTTTCATCGC GGTTCCACCACCACCCACAGGACCGCCATTGACC
Cre16.g664250 GGAGGCGGAGGTATGCAGGGGCGGGCCT GGTTCCACCACCACCGGAGACGAAGGCAAGCGAG Cre16.g664251 GGAGGCGGAGGTATGGCGACCAACAATCCG GGTTCCACCACCACCGCGCTTAGGCAACCGAG
Cre16.g664350 GGAGGCGGAGGTATGCAGGCCCTTCAGAGC GGTTCCACCACCACCTCATTGCGAGGCGGGC Cre16.g664400 GGAGGCGGAGGTATGAGCGGGCAAAGCG GGTTCCACCACCACCGGCTTCAAGGTTCTCCTGG
Cre16.g664450 GGAGGCGGAGGTATGTTGGGCAACCTGAATTTCA GGTTCCACCACCACCCTAGAACCCTAGCCCTGCA Cre16.g664500 GGAGGCGGAGGTATGGGCTTCTTTGACAAGCTCT GGTTCCACCACCACCGCTGAGGCGCTCCGCCAG
Cre16.g664550 GGAGGCGGAGGTATGCAGCGCACTGTGCAG GGTTCCACCACCACCGTTCTTGTAGCGCATGGCG Cre16.g664600 GGAGGCGGAGGTATGACGGAGGTCCTCAAGC GGTTCCACCACCACCGACGAGCGGGCGCTTGTC
Cre16.g664650 GGAGGCGGAGGTATGGCCGACGCACCTG GGTTCCACCACCACCCTTCCCCTCCTCGGGC Cre16.g664700 GGAGGCGGAGGTATGCGCCGGCTAGCACGACTAG GGTTCCACCACCACCCTGCGCGTTGTGGCTCTT
Cre16.g664750 GGAGGCGGAGGTATGGTTGCTAAGCCGAAGG GGTTCCACCACCACCCAGCACCGCAGCACCT Cre16.g664801 GGAGGCGGAGGTATGGGTTCGGGACTCGTTGT GGTTCCACCACCACCTGCGGGCGGCAGCTTG
Cre16.g664850 GGAGGCGGAGGTATGGGCTGTCTGTGCTTCG GGTTCCACCACCACCTTACGCCACCCGGCCA Cre16.g665000 GGAGGCGGAGGTATGCAGGACCCCACTCTGC GGTTCCACCACCACCTTAGGCCAGGCCGCGC
Cre16.g665050 GGAGGCGGAGGTATGGAGGTTGACAGGGAGCC GGTTCCACCACCACCCGCGACCTTGCCGCCT Cre16.g665100 GGAGGCGGAGGTATGACTGAGCACCCGGC GGTTCCACCACCACCGGGCTGCGGTTCAGCT
Cre16.g665200 GGAGGCGGAGGTATGCTGAATTCGCTCAGACTC GGTTCCACCACCACCCTCCAGCTCGAAGTTAAGGC Cre16.g665250 GGAGGCGGAGGTATGGCAGCTCTTCTTGCTCG GGTTCCACCACCACCCTCCTGTTGGCGCGCCTTC
Cre16.g665300 GGAGGCGGAGGTATGGAAACAAGCGTCAAGGG GGTTCCACCACCACCCCGCGAGGTCAAGTTGAG Cre16.g665328 GGAGGCGGAGGTATGCTGTGGACCTGGGC GGTTCCACCACCACCTCAGGCCCTACGCCGC
Cre16.g665364 GGAGGCGGAGGTATGGGTTCTTGCCTGGCAAAG GGTTCCACCACCACCCCTCGGGCCTTTTGGCGT Cre16.g665400 GGAGGCGGAGGTATGGTTAAGCTAGTGCGGTTCC GGTTCCACCACCACCTTACCGAGCGCGCCCG
Cre16.g665500 GGAGGCGGAGGTATGGTTGTGGTGCTGGC GGTTCCACCACCACCGCGGCTAGCCATCGAAC Cre16.g665600 GGAGGCGGAGGTATGCCGCCTGCGGTGC GGTTCCACCACCACCTCATGCGGACGCGCCC
Cre16.g665650 GGAGGCGGAGGTATGCAGCTAAATTTCCGCCA GGTTCCACCACCACCCGCGAGCAGCACCACC Cre16.g665700 GGAGGCGGAGGTATGGAGTTCGTCGTGCCA GGTTCCACCACCACCCAGCAACAGGCCCGGG
Cre16.g665750 GGAGGCGGAGGTATGGCTGCGGTCCAGC GGTTCCACCACCACCATGCGCGTGCCGTTGC Cre16.g665800 GGAGGCGGAGGTATGAAGAGCTTCATGCGGAGG GGTTCCACCACCACCGGCGCTGATGGAGCGGTA
Cre16.g665850 GGAGGCGGAGGTATGGGTTGCGGAGCTTCC GGTTCCACCACCACCGTCGTCCTTGTTCCCGC Cre16.g665900 GGAGGCGGAGGTATGGAGGATGAAGCTCGCACA GGTTCCACCACCACCGGCCCCAGCGATGCCG
Cre16.g665950 GGAGGCGGAGGTATGAACGCGCCGCCAAGC GGTTCCACCACCACCAAAGCATACGCTGCCGTTG Cre16.g666000 GGAGGCGGAGGTATGCAACCTGTTCCAGCG GGTTCCACCACCACCTGACATGGAGTCCATACCCA
Cre16.g666050 GGAGGCGGAGGTATGCGTCGTGTGGCCAAC GGTTCCACCACCACCCCAGTAGATCATGCCACCGATC Cre16.g666100 GGAGGCGGAGGTATGCTGAATCGCCCGAAAAC GGTTCCACCACCACCTGTGGTCTCGTACACGATCTCT
Cre16.g666150 GGAGGCGGAGGTATGCCGTCTGCAGACGCC GGTTCCACCACCACCCCGCCGCGTCGGTGACCC Cre16.g666200 GGAGGCGGAGGTATGAAGGGAGAAGGGCAGACG GGTTCCACCACCACCGCTGACCGTGCGGCCGTAG
Cre16.g666250 GGAGGCGGAGGTATGAACTCGCGATTATGGCTCG GGTTCCACCACCACCGCTGGCGGATTTGCCCTTC Cre16.g666301 GGAGGCGGAGGTATGGGCAAGGTCCACGGTTC GGTTCCACCACCACCGGCGGGGTTGGAGTTGGG
Cre16.g666302 GGAGGCGGAGGTATGCCGTTCGTGACGTTT GGTTCCACCACCACCTCAGCCTGCGCGCTTG Cre16.g666334 GGAGGCGGAGGTATGCCGCTGCCAGCCAAC GGTTCCACCACCACCCTCGAAGCTGCGGAACACC
Cre16.g666400 GGAGGCGGAGGTATGGAACTCGCAGCAAAAAATGA GGTTCCACCACCACCGAGGCCATCGGCTGGTGC Cre16.g666500 GGAGGCGGAGGTATGCAGCAGCCACAGCAA GGTTCCACCACCACCCAGCATAGTGAAATGGGCCTTA
Cre16.g666550 GGAGGCGGAGGTATGCAGCTGAACGCGAGG GGTTCCACCACCACCGGGCAGCTTGGCAGGGCT Cre16.g666576 GGAGGCGGAGGTATGGCAAACACTAAGCTGG GGTTCCACCACCACCTCAGTGCAGTTTTGGAATGAT
Cre16.g666677 GGAGGCGGAGGTATGCCCTACTTGGCAGCG GGTTCCACCACCACCCTGACACGACGGCGCT Cre16.g666700 GGAGGCGGAGGTATGGCCAACTTGGCGGT GGTTCCACCACCACCGGACCGGCCCGTCCAC
Cre16.g667050 GGAGGCGGAGGTATGGCTCCTGCGGCGG GGTTCCACCACCACCTCAGCCAGTATCAAGCCACTC Cre16.g667100 GGAGGCGGAGGTATGCTGCACTGGAAGCCC GGTTCCACCACCACCGTCATCTACAGGGCGGATGG
Cre16.g667150 GGAGGCGGAGGTATGGCCCCTGGCCCCA GGTTCCACCACCACCAGCACTGCTAGGGTCCGC Cre16.g667200 GGAGGCGGAGGTATGGCCCTGGTGCCGTAC GGTTCCACCACCACCCACCGCCTCACCAGCAGC
Cre16.g667250 GGAGGCGGAGGTATGCCGTCGAGCTCCA GGTTCCACCACCACCCTGGTAGCGCGACTTGG Cre16.g667300 GGAGGCGGAGGTATGGCTCCTGCGGCGG GGTTCCACCACCACCTCAGCCAGTATCAAGCCACTC
Cre16.g667353 GGAGGCGGAGGTATGGCAGCTCACGGCGT GGTTCCACCACCACCTCAGCCGCGCCATGCC Cre16.g667354 GGAGGCGGAGGTATGCAGTACAAGCGGTCCGT GGTTCCACCACCACCTCAGCCGCGCCATGCC
Cre16.g667413 GGAGGCGGAGGTATGATTCCTCAAAAACCAAAGCAG GGTTCCACCACCACCTCACTGCCACTGGTCAATG Cre16.g667450 GGAGGCGGAGGTATGGCCAAGCTCATTAAGAACG GGTTCCACCACCACCCAACGCGTAGCACAGCTTTG
Cre16.g667550 GGAGGCGGAGGTATGGCCATGTCGGAGTCC GGTTCCACCACCACCGTGCAGCTTCGCGAGC Cre16.g667701 GGAGGCGGAGGTATGGAGAGCATTATTGCGCG GGTTCCACCACCACCCGCATAGTGCTGCACCC
Cre16.g667729 GGAGGCGGAGGTATGGATGGCGCGCCCC GGTTCCACCACCACCCTCAGCAAGTCGTCGCATCT Cre16.g667750 GGAGGCGGAGGTATGTTCTACTTCCTGACGCTCAG GGTTCCACCACCACCTCACGCCGCCTCGCTG
Cre16.g667769 GGAGGCGGAGGTATGGACTACGTGCTCCTAGAG GGTTCCACCACCACCACCATTTAGACGACCCCCC Cre16.g667800 GGAGGCGGAGGTATGGCCGGAAGGTCGC GGTTCCACCACCACCAGGCGAAGGCGGCCAA
Cre16.g667850 GGAGGCGGAGGTATGGAGGTCCTGAAGGAGAACG GGTTCCACCACCACCGGCCTTGGCCACGCCTGTG Cre16.g667900 GGAGGCGGAGGTATGGAGCCGCCCGCAT GGTTCCACCACCACCCATGCTGTGCAGGCGG
Cre16.g667950 GGAGGCGGAGGTATGGGGCTGTCCTTCCCT GGTTCCACCACCACCCTCTGCCCGCACACGC Cre16.g668000 GGAGGCGGAGGTATGTCGACTCTGGAAGGCG GGTTCCACCACCACCCGCGCAGTGCTCCAGC
Cre16.g668050 GGAGGCGGAGGTATGCTCCAACACAGGCTACA GGTTCCACCACCACCCTACTTTATGAAGATGCGCTGGT Cre16.g668100 GGAGGCGGAGGTATGGCCAGCGCTAGCTGT GGTTCCACCACCACCCGCAGCCCCCGGCTTG
Cre16.g668125 GGAGGCGGAGGTATGGCCAACTTGGCGGTG GGTTCCACCACCACCAAGGTGGCCGACCGCG Cre16.g668150 GGAGGCGGAGGTATGCTGGCGCTCGCGA GGTTCCACCACCACCTCAGTTGTCGCTCTTCAGTCC
Cre16.g668350 GGAGGCGGAGGTATGCCTTCGTGGCCGA GGTTCCACCACCACCTCAATGCGCGTTGGCG Cre16.g668400 GGAGGCGGAGGTATGAACGCCACCGGTGA GGTTCCACCACCACCCAGCTGCCACAGCTCCA
Cre16.g668450 GGAGGCGGAGGTATGAGCCACCGGTTTAACG GGTTCCACCACCACCTCAGTTGCTCCAGCTAGTAATAC Cre16.g668451 GGAGGCGGAGGTATGCTGCTGACCTGGATGT GGTTCCACCACCACCCCACACCGGTGTGGGC
Cre16.g668481 GGAGGCGGAGGTATGCTGGGGGACCGCA GGTTCCACCACCACCGGGGGCCTGCACAGGT Cre16.g668500 GGAGGCGGAGGTATGTCTGCCGATGGTGGA GGTTCCACCACCACCCTGCTGCTGGTTGTTCCC
Cre16.g668502 GGAGGCGGAGGTATGCAATCAAGTGATGAAGATTCG GGTTCCACCACCACCTCAGCCGCGCAACGTA Cre16.g668550 GGAGGCGGAGGTATGGGCGTAGGAGGAGGG GGTTCCACCACCACCCCAGCGCAACACCGGC
Cre16.g668552 GGAGGCGGAGGTATGCCCCCACGCCACC GGTTCCACCACCACCACCCCCTGCTCCTCCC Cre16.g668600 GGAGGCGGAGGTATGATGCTTAAGGCCTACTCTGG GGTTCCACCACCACCGTCACGGAACATGCCGAGC
Cre16.g668650 GGAGGCGGAGGTATGGTGTTGCTCGCACCGT GGTTCCACCACCACCGTGCCGCCAGCCCAGC Cre16.g668700 GGAGGCGGAGGTATGGGCAGCTACCTTGTCTC GGTTCCACCACCACCCAGCAGGATGGGCTCGCAG
Cre16.g668800 GGAGGCGGAGGTATGCGGTGGCGGAGCATG GGTTCCACCACCACCCCAATCATCAGCGCCGCC Cre16.g668800 GGAGGCGGAGGTATGCGGTGGCGGAGCA GGTTCCACCACCACCCCAATCATCAGCGCCGC
Cre16.g668837 GGAGGCGGAGGTATGAGCTCCGCTGTGAAGG GGTTCCACCACCACCCCCGTGGACGAATGCC Cre16.g668850 GGAGGCGGAGGTATGGTGTGCTACGTGAATACAA GGTTCCACCACCACCCTACACGCGGCCCTCC
Cre16.g668900 GGAGGCGGAGGTATGGACCCAGGCAAACCATGG GGTTCCACCACCACCGGACGCGACGGCGTGG Cre16.g668950 GGAGGCGGAGGTATGTGTGGGAGAGCAAAGTGG GGTTCCACCACCACCGCCATACGTGCGCTGCCG
Cre16.g669050 GGAGGCGGAGGTATGAGGGTTCCCACCCG GGTTCCACCACCACCCCTGCCCAGAACACCGC Cre16.g669123 GGAGGCGGAGGTATGGTATGCAGCAGCGCC GGTTCCACCACCACCTTAGGGCCGGCGGGGG
Cre16.g669125 GGAGGCGGAGGTATGCTTCAGAATGTCCTTCGG GGTTCCACCACCACCGCCGAATGCTCCAGCC Cre16.g669126 GGAGGCGGAGGTATGCTGTGCGACGCCC GGTTCCACCACCACCCACCGTGTGTTTAGGGGTT
Cre16.g669127 GGAGGCGGAGGTATGTATGCCGATGATGGAACTG GGTTCCACCACCACCCTACTGCTGCTGGTTGTTCC Cre16.g669150 GGAGGCGGAGGTATGTGGCTGATGTATGAGTGCC GGTTCCACCACCACCGTGGATCTTGGAGAAGAACACCA
Cre16.g669193 GGAGGCGGAGGTATGTGCGTCAGGCTGGC GGTTCCACCACCACCGCCGCCTTGAGCTGTG Cre16.g669250 GGAGGCGGAGGTATGGACGGCTCAGTGGAGC GGTTCCACCACCACCGGGTGGCGAGGGGGCT
Cre16.g669300 GGAGGCGGAGGTATGAGCCAGCGGCAAGCG GGTTCCACCACCACCCACCATGGCGGCGCTATC Cre16.g669350 GGAGGCGGAGGTATGGCTGCCCGGGAGTCAG GGTTCCACCACCACCAAACAGCTGGGGCAGCAG
Cre16.g669450 GGAGGCGGAGGTATGCTTGGCCGCGTGTGTTTC GGTTCCACCACCACCGGAGCCGGGGGAGGCTGAG Cre16.g669452 GGAGGCGGAGGTATGATGCGGACAGCCTTCG GGTTCCACCACCACCTGACCCCAAGCCCACAC
Cre16.g669500 GGAGGCGGAGGTATGCAAGTGCCGGCATCT GGTTCCACCACCACCTCAACGCCCCACGCCC Cre16.g669525 GGAGGCGGAGGTATGCAGCTCGCCGGGA GGTTCCACCACCACCCGTGGATGCCATGGACAGG
Cre16.g669549 GGAGGCGGAGGTATGGCCGCCAGAAGCT GGTTCCACCACCACCCTACGCGGGCTCCAGC Cre16.g669550 GGAGGCGGAGGTATGGCCATTGAGCGCGCC GGTTCCACCACCACCGTGATGGCCCCCGGACTG
Cre16.g669600 GGAGGCGGAGGTATGGACACAGCTGCTCGGC GGTTCCACCACCACCGCTGTCCGCCACGCGG Cre16.g669650 GGAGGCGGAGGTATGGCTGTCTCGCTCCGC GGTTCCACCACCACCGGGCAGCACAGCCACGGC
Cre16.g669750 GGAGGCGGAGGTATGGAACCCACGGCGC GGTTCCACCACCACCGTACCCGTCACCATACCCA Cre16.g669800 GGAGGCGGAGGTATGCTCGACTCCTGCAGC GGTTCCACCACCACCCTGGATGGGCGGCACC
Cre16.g669850 GGAGGCGGAGGTATGAAGTTCACCGCGGC GGTTCCACCACCACCCTCCTCCTTCTCCTCCTCCT Cre16.g669900 GGAGGCGGAGGTATGGCCGACGCGAAGT GGTTCCACCACCACCCTTGAGGACCAGCGCCA
Cre16.g669950 GGAGGCGGAGGTATGATAGTACTATCACCTGTCGTGG GGTTCCACCACCACCGTACAGCCTGCCCGCGTA Cre16.g670000 GGAGGCGGAGGTATGGTGGACATTGCTTATGACC GGTTCCACCACCACCCTACTGCAGCTTCGCCAG
Cre16.g670050 GGAGGCGGAGGTATGGTCTTCAAGCTTGGTTCGA GGTTCCACCACCACCGTGCCGATAGCCGCCCCG Cre16.g670150 GGAGGCGGAGGTATGAAGCGTACTGAAGCAGAG GGTTCCACCACCACCCTGCTCATACAGCTGGATCAC
Cre16.g670151 GGAGGCGGAGGTATGACACGCAGCTGCAG GGTTCCACCACCACCGCGTCTGAGCGGTGCA Cre16.g670200 GGAGGCGGAGGTATGGTTTGCCAGGCCTGTGAAA GGTTCCACCACCACCCTGCGCACTCTGCTTGTACTT
Cre16.g670250 GGAGGCGGAGGTATGGACGCGAAGGCTCAAG GGTTCCACCACCACCAAGCGCAGCCGCCATGTC Cre16.g670261 GGAGGCGGAGGTATGGGAGTCACGGACGAACTC GGTTCCACCACCACCGCTCTGCTGGCTCCCCGC
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Cre16.g670300 GGAGGCGGAGGTATGGACGTGGACAAGCCT GGTTCCACCACCACCGTACCCGTAGCCCGAGT Cre16.g670350 GGAGGCGGAGGTATGGAGGTCGCCGAGC GGTTCCACCACCACCCTACTGCAGCCGGGCG
Cre16.g670400 GGAGGCGGAGGTATGGCGACGCTGATGGCG GGTTCCACCACCACCGTCGATGACCTTGGGGCC Cre16.g670500 GGAGGCGGAGGTATGCAATCGCTCCAAGGCG GGTTCCACCACCACCCTGCCCGAAGGCCGCC
Cre16.g670501 GGAGGCGGAGGTATGTCGTCGCCATCGACG GGTTCCACCACCACCCGGCTGTGGCGGCTGT Cre16.g670550 GGAGGCGGAGGTATGGGCGTCGTGAACCTTTTC GGTTCCACCACCACCCTGCGACTCCACTATAATGACT
Cre16.g670617 GGAGGCGGAGGTATGGACAAGAAAGACAAGAAGGC GGTTCCACCACCACCCTACTGCTTTCCGTACTTGAGTA Cre16.g670650 GGAGGCGGAGGTATGGAGTCCGCGCCGC GGTTCCACCACCACCGGCGTAATTACGCGCCGC
Cre16.g670652 GGAGGCGGAGGTATGTTCTCCAGGATAATCTATGGC GGTTCCACCACCACCTCAGGTCAGGGGTGTGTAAG Cre16.g670750 GGAGGCGGAGGTATGCTACTGCTGCGCGCT GGTTCCACCACCACCCATGGTGGGCGGGTGGCC
Cre16.g670755 GGAGGCGGAGGTATGCACCTCGTCCGCA GGTTCCACCACCACCGCTTCTGGTGTCTGTTGACT Cre16.g670756 GGAGGCGGAGGTATGCCATACAGGCTCTTATCCT GGTTCCACCACCACCTCAAGCTCCTGCCAACCT
Cre16.g670800 GGAGGCGGAGGTATGTCGTCTACAGCCGAGCTTA GGTTCCACCACCACCCTTGAACAACTTCTCAATTTCCGC Cre16.g670900 GGAGGCGGAGGTATGCAGCGCGAGGAAGTG GGTTCCACCACCACCCGCACCCCGGGCGAAGAC
Cre16.g670950 GGAGGCGGAGGTATGGCTTGCCAACTCCGC GGTTCCACCACCACCCGACTTCCAGCCCGCAGC Cre16.g670973 GGAGGCGGAGGTATGTCGCTCAAAATCCACTATTTC GGTTCCACCACCACCTTACGCGTCCGGCTTGA
Cre16.g671100 GGAGGCGGAGGTATGGAGGGCCTGGTGGC GGTTCCACCACCACCTCACATGCCGCCGCCC Cre16.g671150 GGAGGCGGAGGTATGGCGCCGAGGCAAG GGTTCCACCACCACCGTCCTCGTGCGGCCCC
Cre16.g671200 GGAGGCGGAGGTATGTTCGCCAAGGCGTC GGTTCCACCACCACCGGAACCCACCCCCATGC Cre16.g671250 GGAGGCGGAGGTATGGCGCAGCTGGAGGCA GGTTCCACCACCACCATTTTCCTGCGATGGGGACC
Cre16.g671300 GGAGGCGGAGGTATGTCAACAGCTGGCAGCC GGTTCCACCACCACCCTGTCGCCGCCGCCTC Cre16.g671329 GGAGGCGGAGGTATGGCGGCAAAGCTAGCAA GGTTCCACCACCACCCATGAAAGCAGGCTTCTTCCG
Cre16.g671350 GGAGGCGGAGGTATGGGTGCCCTCGCGG GGTTCCACCACCACCAGCCAGGTAGTACTCGGCA Cre16.g671400 GGAGGCGGAGGTATGGGTGCCCTCGCGGTG GGTTCCACCACCACCTGCCAGGTAGTACTCGGCATT
Cre16.g671500 GGAGGCGGAGGTATGGCAGACGCCCAGG GGTTCCACCACCACCCACGTGGTAGGTCAGGTCC Cre16.g671650 GGAGGCGGAGGTATGTTTGACTCGCGGCTG GGTTCCACCACCACCTAACACGAAGAACTGTGTGCT
Cre16.g671685 GGAGGCGGAGGTATGCTGCTAGGTGACGCT GGTTCCACCACCACCCTCATGTTTCTGCCAGCGC Cre16.g671713 GGAGGCGGAGGTATGTTTGACTCGCGGCTG GGTTCCACCACCACCCAGGTTCTTGGTGCTGATGTA
Cre16.g671750 GGAGGCGGAGGTATGGCCAAGGCACAAGCA GGTTCCACCACCACCCTCCTCCTCCAGGTTAATCTGG Cre16.g671800 GGAGGCGGAGGTATGTCAAGTCGTAGGTTCACAA GGTTCCACCACCACCCTACCTCGCCCCGCCT
Cre16.g671850 GGAGGCGGAGGTATGGTGTCACCAAGCAAGAGC GGTTCCACCACCACCCTACCCCCCGCTGCCG Cre16.g671900 GGAGGCGGAGGTATGCTGTTCAATCCACCTGAGT GGTTCCACCACCACCGCCTGTGCGCAGGATGAG
Cre16.g671937 GGAGGCGGAGGTATGCGCACGGTGGAGG GGTTCCACCACCACCCAGGTTCTTGGTGCTGATGTA Cre16.g671950 GGAGGCGGAGGTATGGCAGCCTACGGACTG GGTTCCACCACCACCAAAGAAGCGGTCCAGGATGC
Cre16.g672000 GGAGGCGGAGGTATGAGCGCTAGGCTCATCT GGTTCCACCACCACCGTGCTTGTGCCCGCAC Cre16.g672041 GGAGGCGGAGGTATGGCGTCTCAGGTGGCT GGTTCCACCACCACCGCTGCGGCTGTTGAAGGC
Cre16.g672049 GGAGGCGGAGGTATGGCTGGGTGTCAAAGCTG GGTTCCACCACCACCCTCAAATGGCTCGTCCACAAAA Cre16.g672050 GGAGGCGGAGGTATGAAGGCCGTAGTGGTTGG GGTTCCACCACCACCGTAGGCCTTGTCGGCTGTG
Cre16.g672100 GGAGGCGGAGGTATGATCGATTCGCAGCCGT GGTTCCACCACCACCCCGCTGCTGCAACCCC Cre16.g672150 GGAGGCGGAGGTATGGCGTCTACTATTACGCCC GGTTCCACCACCACCTTCCTCCATCTTCTCGCCG
Cre16.g672250 GGAGGCGGAGGTATGTCACGGAGTGTGTTGAGC GGTTCCACCACCACCCTGCCGTTGCACGGAGCGAG Cre16.g672273 GGAGGCGGAGGTATGCGCGCAGCAGCTCGC GGTTCCACCACCACCTGCCTCCTCTGCGTCACG
Cre16.g672300 GGAGGCGGAGGTATGCTGCGCTACGCTGCTCTC GGTTCCACCACCACCCGCGGACTGCTGCGCCTG Cre16.g672350 GGAGGCGGAGGTATGAAGAGCCCACCGGGGATT GGTTCCACCACCACCTGTCAAACCCGTTGTGTTGTTG
Cre16.g672350 GGAGGCGGAGGTATGAAGAGCCCACCGGG GGTTCCACCACCACCTGTCAAACCCGTTGTGTTGT Cre16.g672385 GGAGGCGGAGGTATGGAGCCTTCCACTTCTACCT GGTTCCACCACCACCGAGCTGCTTGAGCGCCTC
Cre16.g672397 GGAGGCGGAGGTATGGCTTCTCAAGCAGCAAGC GGTTCCACCACCACCGACGTGGGGAGGAGATGC Cre16.g672400 GGAGGCGGAGGTATGAAGATGTTGGAATTTCGCCT GGTTCCACCACCACCAGTGTCCCGACGCACAATC
Cre16.g672450 GGAGGCGGAGGTATGAGCAAACTACAATTTCGACTG GGTTCCACCACCACCTTACGAGGTGTCCGTCCC Cre16.g672453 GGAGGCGGAGGTATGCATGTGCTGGCGC GGTTCCACCACCACCCCGCACAGCTACAGTGG
Cre16.g672454 GGAGGCGGAGGTATGGCCAGGCTCCTGG GGTTCCACCACCACCTCAGCCTGCGCGCTTG Cre16.g672497 GGAGGCGGAGGTATGGCCGAACCAAAGCCTG GGTTCCACCACCACCCCAGTCCGCCAGGATGGA
Cre16.g672500 GGAGGCGGAGGTATGGACAGCTTCGCCGTG GGTTCCACCACCACCGCGCGGCTCGCATAGC Cre16.g672600 GGAGGCGGAGGTATGGACCTTCAGAACAAGCCC GGTTCCACCACCACCCACCTTGTTCAGCTTGGTCACA
Cre16.g672602 GGAGGCGGAGGTATGTCGGAGGGAGGACACC GGTTCCACCACCACCGCGGGAAAGCACGCCC Cre16.g672609 GGAGGCGGAGGTATGGGTATCGGGGTGGCG GGTTCCACCACCACCCCCAGCCGCGGCTTCG
Cre16.g672650 GGAGGCGGAGGTATGCTGGCGACTTGCATCATC GGTTCCACCACCACCCAGGCCGAAGTTCTTCTGCA Cre16.g672700 GGAGGCGGAGGTATGTCCACCTCTAACACTCCG GGTTCCACCACCACCGCACGAGACATCCACATTCT
Cre16.g672721 GGAGGCGGAGGTATGAGTTCCTCAATCTTGAAGGC GGTTCCACCACCACCCTAGTCGGAGGCCCACTC Cre16.g672750 GGAGGCGGAGGTATGTCTGAGGCAGAGGCTG GGTTCCACCACCACCTGCGTCATCGCTGCCG
Cre16.g672753 GGAGGCGGAGGTATGGAAATTGACCTAGAAAAGGAGC GGTTCCACCACCACCTGTCGGTGTAAGCTCAGCATAC Cre16.g672800 GGAGGCGGAGGTATGCGTGCCCTCATTCTCG GGTTCCACCACCACCGAGAATGATGGCGGGCGT
Cre16.g672833 GGAGGCGGAGGTATGGAGCTGGGGCCGC GGTTCCACCACCACCACCCCTCTTCTCACCTGCC Cre16.g672850 GGAGGCGGAGGTATGAAGCTTGACATCAAAGTTG GGTTCCACCACCACCTCATGACCTGTGCGCA
Cre16.g672945 GGAGGCGGAGGTATGCCGTGCGTGAACTCCG GGTTCCACCACCACCTCACACGGGGGGCGGG Cre16.g673000 GGAGGCGGAGGTATGTCGGGCTGGCCTCCC GGTTCCACCACCACCGCCCGTACCGCCTGCGCG
Cre16.g673001 GGAGGCGGAGGTATGGCCCTTCGCCAAGCT GGTTCCACCACCACCGGCCGAGGTGCTGGCG Cre16.g673050 GGAGGCGGAGGTATGCCGGACCTCGTGG GGTTCCACCACCACCCGCGCATGTGTCACATTTG
Cre16.g673100 GGAGGCGGAGGTATGTCGGCAAACGGCCT GGTTCCACCACCACCCTTCCCGGCACCGAAGC Cre16.g673109 GGAGGCGGAGGTATGGCCCTCTCTTCTGCTG GGTTCCACCACCACCCTTTGCCATAGGGTTGCTGC
Cre16.g673150 GGAGGCGGAGGTATGACGGGGGCACGCA GGTTCCACCACCACCGTCGTAGGGCTCGTGGTG Cre16.g673169 GGAGGCGGAGGTATGGCCACGGTGCCGCTG GGTTCCACCACCACCGCGCCGCTCCGCTGGAGCTG
Cre16.g673200 GGAGGCGGAGGTATGTGTGGAGCCGATCCTGAG GGTTCCACCACCACCAGGGCCACCTCGCCACAC Cre16.g673203 GGAGGCGGAGGTATGCAGGGAACGAACGGA GGTTCCACCACCACCCTCCTCCTCCTCCTCCTCC
Cre16.g673204 GGAGGCGGAGGTATGCCAATTCTGTCGGCAG GGTTCCACCACCACCCCTGCTGGTCAGAATCCAG Cre16.g673250 GGAGGCGGAGGTATGGCAAGCGAGGAAGC GGTTCCACCACCACCGGACCGGTGATTCGATGTATC
Cre16.g673281 GGAGGCGGAGGTATGTGTGTCAGGGCATCTGC GGTTCCACCACCACCGTAGAGAGGCTGCCAGGGGTTT Cre16.g673300 GGAGGCGGAGGTATGCTGTGCGCCGCAC GGTTCCACCACCACCCCTGCCAGCCTTGCTGA
Cre16.g673350 GGAGGCGGAGGTATGCTGTGCGCCGCAC GGTTCCACCACCACCCTGCTTGCGCCACACC Cre16.g673393 GGAGGCGGAGGTATGGAGCTACAAGTGCATCCC GGTTCCACCACCACCCCCAAGTTTTCCAGGGCCC
Cre16.g673465 GGAGGCGGAGGTATGACAGCACCCGCAGC GGTTCCACCACCACCTCAACCTGCGCGCCGG Cre16.g673505 GGAGGCGGAGGTATGGTCGCGCCGTGGC GGTTCCACCACCACCCGCCTTGGTGGGGTAGCC
Cre16.g673550 GGAGGCGGAGGTATGTTGGTTGAGGGGGCC GGTTCCACCACCACCTCAAGCACTGCGCGCC Cre16.g673553 GGAGGCGGAGGTATGCCCTTGCTCCGCCTATC GGTTCCACCACCACCAGCCACCCAGCCACCCGC
Cre16.g673554 GGAGGCGGAGGTATGGCCTCTCACTCTCCAC GGTTCCACCACCACCGTGTGAGTGACAGTCGACC Cre16.g673600 GGAGGCGGAGGTATGGCTTCCGGTGGGAAGA GGTTCCACCACCACCCCGCGGCGAGGCCATC
Cre16.g673617 GGAGGCGGAGGTATGGTGGACAAGCTCCGGG GGTTCCACCACCACCCGCCGCCACGCTCTCG Cre16.g673650 GGAGGCGGAGGTATGCAGATCCAGGCTCTGTTC GGTTCCACCACCACCCAGGGTGGGGGTGCGCTC
Cre16.g673700 GGAGGCGGAGGTATGGGCGGCCCTAGCG GGTTCCACCACCACCCCGCTCCGCAAAGGTGA Cre16.g673729 GGAGGCGGAGGTATGGCCTCCCTCGCGTTTA GGTTCCACCACCACCCTCCAGCTTGCCCATGATGG
Cre16.g673821 GGAGGCGGAGGTATGGGATGTTTGCTTAGCACG GGTTCCACCACCACCCAAGATATGGAGGGGGAACTCG Cre16.g673841 GGAGGCGGAGGTATGGGGCTTTACGGAGCG GGTTCCACCACCACCCTTGCAAGGGCACAACATCAG
Cre16.g673850 GGAGGCGGAGGTATGCAGGCACTTGGGCA GGTTCCACCACCACCCGACTTGGCGTAGTGCTC Cre16.g673852 GGAGGCGGAGGTATGCAGCTGTCTGCTACCA GGTTCCACCACCACCCCCCGTGTTCTGCATGC
Cre16.g673900 GGAGGCGGAGGTATGTCCACTCGCAAGCAATATG GGTTCCACCACCACCAAAGTCGTTGAATACCGCGATC Cre16.g673950 GGAGGCGGAGGTATGGCGGCCCTCTGCC GGTTCCACCACCACCAGCGTTGCAGTTGTTCCAAG
Cre16.g673953 GGAGGCGGAGGTATGGCGGGGGTAGGGG GGTTCCACCACCACCTCAGGCTGTCGCCGCG Cre16.g674000 GGAGGCGGAGGTATGAGCGCGAGCGACAAG GGTTCCACCACCACCCACCCTTAGGATCTGCGTTTTG
Cre16.g674050 GGAGGCGGAGGTATGAAAGCCATCGTTTGCGA GGTTCCACCACCACCCAGCCGAGCACGTGGC Cre16.g674065 GGAGGCGGAGGTATGGTGCCGAGCTCGCTA GGTTCCACCACCACCTACAGCGACCATCTGCGGT
Cre16.g674100 GGAGGCGGAGGTATGGTATTGGGCGGCCAG GGTTCCACCACCACCCTGGGGGGCGACCTTTGG Cre16.g674150 GGAGGCGGAGGTATGGCCAAACGCGTGC GGTTCCACCACCACCCCCCTGGTGCTGCTGC
Cre16.g674151 GGAGGCGGAGGTATGCTCACGCTCGGCA GGTTCCACCACCACCGCAGCCACACCTGGGG Cre16.g674152 GGAGGCGGAGGTATGGGCGACCAAGATGCA GGTTCCACCACCACCGTAGATCGCGCGGCCA
Cre16.g674178 GGAGGCGGAGGTATGCGGCACGTGCTGA GGTTCCACCACCACCCGCACAAGCACCACTGC Cre16.g674179 GGAGGCGGAGGTATGTGCGAGCCCGCTTCG GGTTCCACCACCACCTGCAACCACCGCCGCACTG
Cre16.g674200 GGAGGCGGAGGTATGCTGACACTTCGGGGC GGTTCCACCACCACCCTGGTCCGTGTCCAGGT Cre16.g674250 GGAGGCGGAGGTATGAGCGAACGTCCAGACC GGTTCCACCACCACCGCGGTCGTAGCTGGGG
Cre16.g674291 GGAGGCGGAGGTATGTTTGCACGGCGCTCG GGTTCCACCACCACCGGGGTCACCAGCAACCCC Cre16.g674300 GGAGGCGGAGGTATGCCCAACAAGGCCCC GGTTCCACCACCACCTTATGCGGACGCCTCGG
Cre16.g674350 GGAGGCGGAGGTATGGCACAAATCCAGCGCG GGTTCCACCACCACCCCGGCGGCTGGTGTCATA Cre16.g674400 GGAGGCGGAGGTATGGGCATTCTTAAATTTACGCTCT GGTTCCACCACCACCTTTCGGCTTCTGGTTTAGCGAG
Cre16.g674403 GGAGGCGGAGGTATGTGGGGCCTTGTCAGC GGTTCCACCACCACCCCGCCGCATCTCACTCGAG Cre16.g674450 GGAGGCGGAGGTATGTGGGTTCGGAGGAATGC GGTTCCACCACCACCCATTATGGCCAGCAATCCGC
Cre16.g674515 GGAGGCGGAGGTATGGAGGACGCCTCCGCAG GGTTCCACCACCACCGTGCCCCGGTCCGCCGTTG Cre16.g674534 GGAGGCGGAGGTATGAGAACTGCCTGCGC GGTTCCACCACCACCCACCTTCTGGCCCGCG
Cre16.g674550 GGAGGCGGAGGTATGGCATTCGCGGAGC GGTTCCACCACCACCGTAGTATCCGCCGCCGC Cre16.g674600 GGAGGCGGAGGTATGGCCCTAGTTAGCGATGACC GGTTCCACCACCACCCTACGCCGCCGCGACC
Cre16.g674627 GGAGGCGGAGGTATGGCCGACAGCTCGGCG GGTTCCACCACCACCCATTTGCGTGATGGCGCTC Cre16.g674650 GGAGGCGGAGGTATGGCCAAACAGGCAGACA GGTTCCACCACCACCGAGCTTGTCCAACGCCGCAATC
Cre16.g674700 GGAGGCGGAGGTATGTCAAAAAAGTCCCTGGGC GGTTCCACCACCACCCTAGACCCGCAGCGCC Cre16.g674739 GGAGGCGGAGGTATGGACGTTGCGGGAGC GGTTCCACCACCACCCCGCGACGTGTTTCGG
Cre16.g674750 GGAGGCGGAGGTATGGAGCCTGGCGCTCAG GGTTCCACCACCACCGCGGTAAGACGAGGCACG Cre16.g674800 GGAGGCGGAGGTATGGCCTCGCTGATGAACT GGTTCCACCACCACCCTACGCCACGCGGTGG
Cre16.g674851 GGAGGCGGAGGTATGCAAGCATCTGCGCG GGTTCCACCACCACCCGAGAAGCCAAACCTCTGG Cre16.g674852 GGAGGCGGAGGTATGTGTCGTGCCATCGC GGTTCCACCACCACCCTACTTGGGCGGCGCC
Cre16.g674890 GGAGGCGGAGGTATGATGCACCTGGACGCCAAAG GGTTCCACCACCACCCGCGCTCTCGTGCAGGAGTAG Cre16.g674938 GGAGGCGGAGGTATGGCATCTAGGTCGACGG GGTTCCACCACCACCGTCCTGGTGCTGGCGC
Cre16.g674950 GGAGGCGGAGGTATGCTGCAAGCGCGACCG GGTTCCACCACCACCCAGGCCAATCTCGTCCAAAAG Cre16.g674964 GGAGGCGGAGGTATGGCCGCTTCCGCTG GGTTCCACCACCACCCAGCTCGTCCTCCCACG
Cre16.g675000 GGAGGCGGAGGTATGCAAAGCCACGTTCGG GGTTCCACCACCACCCCGCTGCTGCTGACCG Cre16.g675050 GGAGGCGGAGGTATGCCTAAGCTATCGGACTACC GGTTCCACCACCACCTCAAGAGGTTGTGGCCGT
Cre16.g675076 GGAGGCGGAGGTATGACCACACCACAACCACC GGTTCCACCACCACCCGCAATGCCGCCAGTCGC Cre16.g675100 GGAGGCGGAGGTATGACACCTACGTGTTGTGTTT GGTTCCACCACCACCGTCGTCATCCAGCACAGCC
Cre16.g675188 GGAGGCGGAGGTATGTCGCGTTGTTCGTCG GGTTCCACCACCACCGGCCTTGACATCCGCC Cre16.g675200 GGAGGCGGAGGTATGGCAGACTTTATCCCCAAGC GGTTCCACCACCACCCCAGCAGGGTAGCCGCGG
Cre16.g675200 GGAGGCGGAGGTATGGCAGACTTTATCCCCAAG GGTTCCACCACCACCCCAGCAGGGTAGCCGC Cre16.g675246 GGAGGCGGAGGTATGACAAAGCATAAACGCCGA GGTTCCACCACCACCTGCCCCAGGACGGGAC
Cre16.g675250 GGAGGCGGAGGTATGGTGCTCTCCAGACCTGC GGTTCCACCACCACCCCGCGCTTCCGCCGTGTC Cre16.g675300 GGAGGCGGAGGTATGGCCCTGGCGCATCAAG GGTTCCACCACCACCCTTGCCCACCGCCGTGGC
Cre16.g675301 GGAGGCGGAGGTATGGCGCACTACCCCAAG GGTTCCACCACCACCATCCTCATCCTCCCCTTCCTC Cre16.g675350 GGAGGCGGAGGTATGTTGTTGCCGAGACTTGC GGTTCCACCACCACCCATGGGCGGTAGGTCCTTG
Cre16.g675400 GGAGGCGGAGGTATGGAAGTTGACGCGGC GGTTCCACCACCACCCGCATTCGCCATAACCACA Cre16.g675450 GGAGGCGGAGGTATGGCTCCTGTTTCGGTTGT GGTTCCACCACCACCCCAAGGCAGCACGGAGCC
Cre16.g675500 GGAGGCGGAGGTATGGCACTCCGCATGCAG GGTTCCACCACCACCCACCGCCTTCAGGAAGCC Cre16.g675525 GGAGGCGGAGGTATGCGCTGCCTGCAGG GGTTCCACCACCACCCGCATTTATGTGGGCACGG
Cre16.g675550 GGAGGCGGAGGTATGGCCCTTTGCATGCAGA GGTTCCACCACCACCCTTGCGCGGCAGCAGCTC Cre16.g675602 GGAGGCGGAGGTATGACGGTCCGGATGCTTCTTT GGTTCCACCACCACCGAAGTATGAGACGTGCTTGTACC
Cre16.g675630 GGAGGCGGAGGTATGTCCGACGAGGGGGC GGTTCCACCACCACCGTTTGCGGGCATGGGTC Cre16.g675637 GGAGGCGGAGGTATGGCGGACGAGGAGGCTAAG GGTTCCACCACCACCTGCGCAGCTGCAGCCGCC
Cre16.g675650 GGAGGCGGAGGTATGCTCAGAGGCCAGCGC GGTTCCACCACCACCAGACGCGCCCACGCGATC Cre16.g675700 GGAGGCGGAGGTATGTATGGCAGCCGGCC GGTTCCACCACCACCCTTCTGACCCGAATCGTCG
Cre16.g675749 GGAGGCGGAGGTATGGAGGCAGATGGCGA GGTTCCACCACCACCTCATGCGGAGACGCCG Cre16.g675750 GGAGGCGGAGGTATGCTCAAGCAGGAACACCTC GGTTCCACCACCACCCGAAATGGTGCAGCCGCAA
Cre16.g675850 GGAGGCGGAGGTATGTCGTCGTTCTCTACGCTC GGTTCCACCACCACCCAGCTTGGACCGCTGCTT Cre16.g675861 GGAGGCGGAGGTATGTCGGAAGGCGGTGC GGTTCCACCACCACCTGGGTGACGGAGACTCCG
Cre16.g675900 GGAGGCGGAGGTATGACGCGCGAGTCGCGTG GGTTCCACCACCACCCACCCGGTTCCAGAATGCC Cre16.g675958 GGAGGCGGAGGTATGCTGTATGCAAACAAAGTCGG GGTTCCACCACCACCCTCGCACTTGATGGCGCGGTAG
Cre16.g675973 GGAGGCGGAGGTATGGCTGAGGCTCAGGTC GGTTCCACCACCACCGCTGGTGCCGTTGCCC Cre16.g676050 GGAGGCGGAGGTATGGCACAGTTGGGACTGC GGTTCCACCACCACCTGCGTCTCGGAAGACGTAGTT
Cre16.g676085 GGAGGCGGAGGTATGGTGTATTTATGCGAATCGCA GGTTCCACCACCACCCACCCGACCATCCCAGTC Cre16.g676100 GGAGGCGGAGGTATGGACGGCGACGGGC GGTTCCACCACCACCCACTAGGTCGGAGGGCGG
Cre16.g676150 GGAGGCGGAGGTATGGCAGGGCAAACTCGG GGTTCCACCACCACCGCACAGCATTGCGTCCAC Cre16.g676197 GGAGGCGGAGGTATGGTCGCTCCCAGCGAC GGTTCCACCACCACCTTTGCCCTCCTCCATCTCCA
Cre16.g676200 GGAGGCGGAGGTATGGCCACCCGCGGAG GGTTCCACCACCACCACACCCAAAGCCGAAGCA Cre16.g676250 GGAGGCGGAGGTATGCTCAGCCCCATCGCAG GGTTCCACCACCACCATGGTGCCCGTTCGTCAC
Cre16.g676300 GGAGGCGGAGGTATGCAGTCGCAGTTTCGT GGTTCCACCACCACCGGAAATGACACAAGCTACGCA Cre16.g676309 GGAGGCGGAGGTATGGGCGCTCCCGACTCTC GGTTCCACCACCACCCACATCCACGGTCGCGCC
Cre16.g676314 GGAGGCGGAGGTATGGAGGCCATCGCTCCTAAG GGTTCCACCACCACCCAACCCCGCCTTCTGCAT Cre16.g676350 GGAGGCGGAGGTATGTACGTGTTGGCTCTGCAG GGTTCCACCACCACCCATGTACATGGCCTGCACCT
Cre16.g676400 GGAGGCGGAGGTATGGGGCGCGATAAATCGC GGTTCCACCACCACCCATAACGCTGTAGCGCCCT Cre16.g676400 GGAGGCGGAGGTATGGGGCGCGATAAATCG GGTTCCACCACCACCCATAACGCTGTAGCGCCC
Cre16.g676402 GGAGGCGGAGGTATGGCGACGAATGGTCCT GGTTCCACCACCACCCTTGAACGCGACCTTGTCA Cre16.g676421 GGAGGCGGAGGTATGCAAGCTCACGGCCCA GGTTCCACCACCACCCCTGTGGCCGTGGCCGTG
Cre16.g676421 GGAGGCGGAGGTATGCAAGCTCACGGCCCA GGTTCCACCACCACCCCTGTGGCCGTGGCCG Cre16.g676450 GGAGGCGGAGGTATGAAGCTGCCGAACCAAG GGTTCCACCACCACCGTCGAGGTAGAAGAGCGTCA
Cre16.g676500 GGAGGCGGAGGTATGAGCAGCGCTTGGGA GGTTCCACCACCACCTCTTGTGCCATCGCTAGCG Cre16.g676537 GGAGGCGGAGGTATGTGTAAGGGTGCCAAAGTC GGTTCCACCACCACCCCTCGTAACCGACGGTAAAC
Cre16.g676550 GGAGGCGGAGGTATGGGCATTAAGCTGAAAAGCC GGTTCCACCACCACCTTAGCGGGCCTTGTCCG Cre16.g676600 GGAGGCGGAGGTATGCTATCCCAAGCCGCC GGTTCCACCACCACCTACAGACGGCGGCAGG
Cre16.g676645 GGAGGCGGAGGTATGAGCAAATTAAACGATAAACACGA GGTTCCACCACCACCAATGGTTCGCCCGTCGTT Cre16.g676650 GGAGGCGGAGGTATGTCGATCCGCCTTCGC GGTTCCACCACCACCCAGGCCCGGCGGGAAG
Cre16.g676700 GGAGGCGGAGGTATGCAGATGCAAGGGCCATTC GGTTCCACCACCACCCAGCACCACAGCCGCTGG Cre16.g676700 GGAGGCGGAGGTATGCAGATGCAAGGGCC GGTTCCACCACCACCCAGCACCACAGCCGCT
Cre16.g676750 GGAGGCGGAGGTATGGCAGCTCCAGTGGC GGTTCCACCACCACCGAGCGGGCCCATGACG Cre16.g676800 GGAGGCGGAGGTATGGCCGCTCTGCGGCAG GGTTCCACCACCACCGTTATCGTCAGCGGCCAGC
Cre16.g676800 GGAGGCGGAGGTATGGCCGCTCTGCGGC GGTTCCACCACCACCGTTATCGTCAGCGGCCAGC Cre16.g676850 GGAGGCGGAGGTATGCAGAGCGGTTGTCGG GGTTCCACCACCACCCTCTCTCCCGCCGGTGGC
Cre16.g676869 GGAGGCGGAGGTATGCTGACGGAGCCTGA GGTTCCACCACCACCAACCCACGCATTGCTCG Cre16.g676900 GGAGGCGGAGGTATGCCGCTTGAACGAGTTAGTA GGTTCCACCACCACCTACGTGCTCGTCGCCGTC
Cre16.g677000 GGAGGCGGAGGTATGAACAAGGAGAGCAAGCGT GGTTCCACCACCACCGTTGGTCTCCATGGGCGC Cre16.g677001 GGAGGCGGAGGTATGGTTCGACTGCATCCGC GGTTCCACCACCACCCAGCTCGCAGTTCCAGGCAATT
Cre16.g677026 GGAGGCGGAGGTATGCTTCCAGCCCTTGCG GGTTCCACCACCACCTGCAATGCTCTTCACGGCCTT Cre16.g677050 GGAGGCGGAGGTATGGTGGCCCATAGTGCA GGTTCCACCACCACCCGATACGGTCGCGGAGC
Cre16.g677093 GGAGGCGGAGGTATGCCGCAAGGAGTGCA GGTTCCACCACCACCTAATAGCTCCTGGCTCCGTG Cre16.g677100 GGAGGCGGAGGTATGTCCACGCATAATGGGC GGTTCCACCACCACCGCACTTTTGGCCGGTGC
Cre16.g677150 GGAGGCGGAGGTATGACCCGGACGTTGGC GGTTCCACCACCACCAGTCGGTTGCAGTTGGC Cre16.g677200 GGAGGCGGAGGTATGAACAAAATTCCCTTGCCAAA GGTTCCACCACCACCTTAAAGCCGCTCCGCTTG
Cre16.g677250 GGAGGCGGAGGTATGATGCCGGGAGGGCGC GGTTCCACCACCACCCTTGTCCTGCTTTTCCCCCTT Cre16.g677300 GGAGGCGGAGGTATGCGCGGCATACCAATGT GGTTCCACCACCACCGTCCTTCAGTGTCATCCAATGG
Cre16.g677317 GGAGGCGGAGGTATGAAGCGCTGGGTGTACT GGTTCCACCACCACCTCACTTCGGCGCCGCT Cre16.g677350 GGAGGCGGAGGTATGCGCGACGGCGACA GGTTCCACCACCACCTCACTTGAGGTCACTGCTGTC
Cre16.g677382 GGAGGCGGAGGTATGACCGGACGCAAGTCC GGTTCCACCACCACCGACGAGGAAGGCCAGCGG Cre16.g677429 GGAGGCGGAGGTATGTCTTTCCGCTCAGCCG GGTTCCACCACCACCGGCGTGCCCCCCAAGG
Cre16.g677450 GGAGGCGGAGGTATGGCCCTTCGCTCCG GGTTCCACCACCACCGTTGGAGACGTCCACGAC Cre16.g677500 GGAGGCGGAGGTATGAGCACTGCTTATGACGTAGG GGTTCCACCACCACCCTTGGGTGGGGTGGAAGGA
Cre16.g677541 GGAGGCGGAGGTATGGGCAAGAAAGTGTATGGAG GGTTCCACCACCACCTCAACTGCAAGCGCACG Cre16.g677600 GGAGGCGGAGGTATGGGCGCTGCACGAGTTGTTT GGTTCCACCACCACCGGCCAGCTTGGCGCTGGTGAAG
Cre16.g677650 GGAGGCGGAGGTATGGGCTTTGTCCCACCTC GGTTCCACCACCACCCCAAATCGCACCGTAGCCAG Cre16.g677653 GGAGGCGGAGGTATGGAGGACAGCAGCACC GGTTCCACCACCACCTAATGGCACGGTCTGCCG
Cre16.g677700 GGAGGCGGAGGTATGGCCGCGCCATTCG GGTTCCACCACCACCGGCCAGGCGGAATGCG Cre16.g677738 GGAGGCGGAGGTATGAGCGGCCCAGGAG GGTTCCACCACCACCGATGTAGCAGGCTACCAGACC
Cre16.g677750 GGAGGCGGAGGTATGGCGCCTCGCCTGCAAC GGTTCCACCACCACCCAGCGCGAAGCCCATGAC Cre16.g677800 GGAGGCGGAGGTATGGTACCCAGCGTCGC GGTTCCACCACCACCCAGCTCGCCATTATACGCA
Cre16.g677850 GGAGGCGGAGGTATGGCTCTCTTGCAGCAGC GGTTCCACCACCACCCACGGTGATGGGCTGGC Cre16.g677877 GGAGGCGGAGGTATGTCCCAGGAGGCGTG GGTTCCACCACCACCCTTCGGCACCGCTGCC
Cre16.g677900 GGAGGCGGAGGTATGTGGATTCGCAGCGCG GGTTCCACCACCACCCGGCCCACCACCACCC Cre16.g677920 GGAGGCGGAGGTATGCGGCCACGGACGG GGTTCCACCACCACCAACCCGGTAGTCGTAAGCCA
Cre16.g677950 GGAGGCGGAGGTATGGCACCGTCCGCAATAG GGTTCCACCACCACCCAGCTTGGACTGCAGCGC Cre16.g677989 GGAGGCGGAGGTATGTCAAACCGCACGCA GGTTCCACCACCACCGCATGAGCCGACTCTGTAG
Cre16.g678000 GGAGGCGGAGGTATGGACTCTGGGGCTTTGA GGTTCCACCACCACCGGCTGCGGCCTTCTGG Cre16.g678050 GGAGGCGGAGGTATGGCCGGCCTAGGAGG GGTTCCACCACCACCCAGGCTACGAGCCGACT
Cre16.g678094 GGAGGCGGAGGTATGGCTGGCGTCAGAGAC GGTTCCACCACCACCTCAGCCACGCCCCGAC Cre16.g678100 GGAGGCGGAGGTATGCAAAACCAGCCCAGCGTTC GGTTCCACCACCACCCTTTTTCCGCAGCGTGGC
Cre16.g678101 GGAGGCGGAGGTATGTCAGAAGCAGACGATGC GGTTCCACCACCACCCAGCTCCACGTGCCCT Cre16.g678150 GGAGGCGGAGGTATGCGGAACCGTGCTG GGTTCCACCACCACCCCACTGCGGGATCTGGT
Cre16.g678200 GGAGGCGGAGGTATGGGCCCGCAACAGGAG GGTTCCACCACCACCCAGCACTGCCGTGGGCGTC Cre16.g678213 GGAGGCGGAGGTATGGCACTGCCTGTCGT GGTTCCACCACCACCTCAGCGTAGGTATCTATCCACC
Cre16.g678250 GGAGGCGGAGGTATGCTTCGTCGCGCATT GGTTCCACCACCACCCTCGGGCACCTCATGCC Cre16.g678300 GGAGGCGGAGGTATGAGCACTCCGGCCC GGTTCCACCACCACCTTCAGCTTTCGGCTTATGCG
Cre16.g678325 GGAGGCGGAGGTATGTTGCGCCACGCCA GGTTCCACCACCACCTTACCGGGCAGCCGCA Cre16.g678350 GGAGGCGGAGGTATGGGTGACACGCTGCTAG GGTTCCACCACCACCGTGGGCGCGTGAGGACGAG
Cre16.g678400 GGAGGCGGAGGTATGGCAGCCGCAAACGGC GGTTCCACCACCACCTGCGCCACCATCTCGCAG Cre16.g678437 GGAGGCGGAGGTATGTTACAACGGGGTGCC GGTTCCACCACCACCCTGCGGTGTTACTCCAGC
Cre16.g678450 GGAGGCGGAGGTATGCAAGCCGGCTTGCGC GGTTCCACCACCACCCCGGATGTCGTGATACAGGC Cre16.g678452 GGAGGCGGAGGTATGAAGCACTACGTGGACACAT GGTTCCACCACCACCGAACTCATTCTTGTTCCACGCC
Cre16.g678549 GGAGGCGGAGGTATGGTTCCAAGGTGGGCC GGTTCCACCACCACCAGCGTTGCCCAACAACG Cre16.g678550 GGAGGCGGAGGTATGATGCCAAAAAGGAGCGAAAC GGTTCCACCACCACCCTACCGCGTCCCGCCC
Cre16.g678600 GGAGGCGGAGGTATGGAGTTGCGCATGCCTAG GGTTCCACCACCACCCCAGTCCGGCCAGGGGAT Cre16.g678650 GGAGGCGGAGGTATGACGCAGAACGCCCCC GGTTCCACCACCACCCATCATGCGGCCGCCGAA
Cre16.g678661 GGAGGCGGAGGTATGCCGCAGCTCTTCCA GGTTCCACCACCACCGCACACACAGGTCTCGC Cre16.g678700 GGAGGCGGAGGTATGCTTCGTCGCGCATTTC GGTTCCACCACCACCCTCGGGCACCTCACGCCG
Cre16.g678750 GGAGGCGGAGGTATGAAAGACATCGACTGGAAAACC GGTTCCACCACCACCCTACCGCCAGCTACCCT Cre16.g678773 GGAGGCGGAGGTATGGCTGGCGATGATATAGCAA GGTTCCACCACCACCCCCCCTCCACATGTAGCCC
Cre16.g678808 GGAGGCGGAGGTATGGGCTGCAACCAGTCG GGTTCCACCACCACCGCCCTGCAGCTCCTCG Cre16.g678850 GGAGGCGGAGGTATGATGGAACGCTTGATGCA GGTTCCACCACCACCCTTGCGTTCGTACCGCC
Cre16.g678851 GGAGGCGGAGGTATGCAGTTCAAGCTTGCATG GGTTCCACCACCACCCGGCTGCACGTCAAACG Cre16.g678885 GGAGGCGGAGGTATGGACATACCCCTGCACA GGTTCCACCACCACCCCGCTCCTGCTCCTGC
Cre16.g678997 GGAGGCGGAGGTATGGTGCAGCAAATTACACCATC GGTTCCACCACCACCTTACGCCCCCAGCGCG Cre16.g679050 GGAGGCGGAGGTATGGCCCGACAGAAAAGTA GGTTCCACCACCACCCTACTTCTTCAACATCTCAAGGA
Cre16.g679051 GGAGGCGGAGGTATGGGCCTCCCCTGGC GGTTCCACCACCACCTCAGATCTTCTCCCCCTCAAAG Cre16.g679109 GGAGGCGGAGGTATGGTCTTCACGGGTATCTTCA GGTTCCACCACCACCTTATCCGCAAACGGCTGG
Cre16.g679150 GGAGGCGGAGGTATGGTTCCGCGCGCCG GGTTCCACCACCACCCTGCTTGCCCAGCGACG Cre16.g679151 GGAGGCGGAGGTATGGCCCGACAGAAAAGTA GGTTCCACCACCACCCTACTTCTTCAACATCTCAAGGA
Cre16.g679152 GGAGGCGGAGGTATGGGCGCTTCAGCAGC GGTTCCACCACCACCAACGCCCGGCAGTACG Cre16.g679164 GGAGGCGGAGGTATGGCGGCACTGCTAAATC GGTTCCACCACCACCTCAGCGGCCGACCTTG
Cre16.g679200 GGAGGCGGAGGTATGGAGTTTGTGGAGAGCATGT GGTTCCACCACCACCCGCCAGAGTGGCACGTGT Cre16.g679200 GGAGGCGGAGGTATGGAGTTTGTGGAGAGCATG GGTTCCACCACCACCCGCCAGAGTGGCACGT
Cre16.g679250 GGAGGCGGAGGTATGCTCTCCACACAACCGC GGTTCCACCACCACCGAAGAACGGCACGCCGGC Cre16.g679300 GGAGGCGGAGGTATGTGCGTAACCATCGGGA GGTTCCACCACCACCCAGGTAGCCGTCCAGCT
Cre16.g679333 GGAGGCGGAGGTATGGTGCTGCTGTCTGGGA GGTTCCACCACCACCCGGCGGCGGTAGCAGAACATTG Cre16.g679400 GGAGGCGGAGGTATGGGGAAAATGAAGAAGACC GGTTCCACCACCACCCTACTTGGGTGCGCCG
Cre16.g679445 GGAGGCGGAGGTATGGCCACCCTCCGTC GGTTCCACCACCACCCACACCGCCGGTGGTG Cre16.g679450 GGAGGCGGAGGTATGGGGAAAATGAAGAAGACCC GGTTCCACCACCACCCTACTTGGGTGCGCCG
Cre16.g679500 GGAGGCGGAGGTATGGCTTGGCGCAACTCTCTTT GGTTCCACCACCACCCTCGCCGGACTTGGGCATAG Cre16.g679550 GGAGGCGGAGGTATGCCGCCCGTCAAGGCC GGTTCCACCACCACCCCCTTCAATCTTGTGAACGACG
Cre16.g679557 GGAGGCGGAGGTATGGGCCATACACACCGTG GGTTCCACCACCACCTACGCCCGCGGCAGTG Cre16.g679600 GGAGGCGGAGGTATGGCGGAGCAGCGGC GGTTCCACCACCACCGCCCACCTCCATGCCGT
Cre16.g679650 GGAGGCGGAGGTATGTCGTCGCTTCTTTTGGG GGTTCCACCACCACCTTGGATGAAGCCTGCCGC Cre16.g679669 GGAGGCGGAGGTATGATGCTGAAGGGCCAGACC GGTTCCACCACCACCTTACGCCGCCACGGGC
Cre16.g679750 GGAGGCGGAGGTATGGCGTGCTCTGAGGCC GGTTCCACCACCACCGATGTTCCGCTTGTGGCCAA Cre16.g679781 GGAGGCGGAGGTATGCTCAAAACGGTGTCTTGC GGTTCCACCACCACCCCGGCGTGCATACGCC
Cre16.g679800 GGAGGCGGAGGTATGGCTTGCTCTGAGGCCT GGTTCCACCACCACCGTGCTGGCCCAGGGCG Cre16.g679850 GGAGGCGGAGGTATGGCACTACGGCGGG GGTTCCACCACCACCGCGGGGCCGTAACTTG
Cre16.g679876 GGAGGCGGAGGTATGGACGGTACTCCAAAAAGCG GGTTCCACCACCACCTCAGTCCTGCGGCCGC Cre16.g679893 GGAGGCGGAGGTATGCGCTCGCTGCTTGAG GGTTCCACCACCACCCTGGCGCAACACCACGTCTTG
Cre16.g679900 GGAGGCGGAGGTATGGGCGTTCCGGCATTCTATC GGTTCCACCACCACCATACCGGCCGCTGCCACG Cre16.g679900 GGAGGCGGAGGTATGGGCGTTCCGGCAT GGTTCCACCACCACCATACCGGCCGCTGCCA
Cre16.g679950 GGAGGCGGAGGTATGCCCCTATGGGTGGACAAG GGTTCCACCACCACCGGCCAGGCCGCACGAGAC Cre16.g680000 GGAGGCGGAGGTATGCTGGCCCGGGCAG GGTTCCACCACCACCCTTCAGGTCGTTCTCCAGCT
Cre16.g680005 GGAGGCGGAGGTATGTACAAGCTGGTCGCACTG GGTTCCACCACCACCCGACAGCACGCTGCGAGC Cre16.g680050 GGAGGCGGAGGTATGAAGGCCAGGAAGATATGC GGTTCCACCACCACCGCTGTCATAGTCGTCCTCCT
Cre16.g680100 GGAGGCGGAGGTATGTCCGGGCAGAGGTGC GGTTCCACCACCACCATGGTGGTACGGCACGCC Cre16.g680117 GGAGGCGGAGGTATGACGCCCAGCTACGC GGTTCCACCACCACCCAGTGTCGAAGGGAATTGCG
Cre16.g680131 GGAGGCGGAGGTATGCAGCGGCGCGAGG GGTTCCACCACCACCGTGCATCACCCTGCTGGC Cre16.g680200 GGAGGCGGAGGTATGCCACTGATACTCCAGCTG GGTTCCACCACCACCATACTCGACGGCGTTTTCCTC
Cre16.g680230 GGAGGCGGAGGTATGGATCTGGGTGATGTCGTG GGTTCCACCACCACCGGAGCTCATGATGACCTGGTTG Cre16.g680232 GGAGGCGGAGGTATGAGTTGTGGCCTTTCACGAG GGTTCCACCACCACCCAGGATGCGCGCCAGCTC
Cre16.g680250 GGAGGCGGAGGTATGGCGTCGTCCAGTCTAGC GGTTCCACCACCACCAAACCGAAGTGCCAAGAGCG Cre16.g680300 GGAGGCGGAGGTATGTCGCGTTGCAGCTCC GGTTCCACCACCACCCATGATGAAGCGGTTGAACGC
Cre16.g680342 GGAGGCGGAGGTATGCCCCCCAAGAAGGAG GGTTCCACCACCACCCGCCTTGGGTTTGAGCG Cre16.g680350 GGAGGCGGAGGTATGGTGCGCACCTCCT GGTTCCACCACCACCCACGTACTCGTACGGGACA
Cre16.g680400 GGAGGCGGAGGTATGGCCCCGACAGCGG GGTTCCACCACCACCTCAGCTCAGCAGCGCC Cre16.g680450 GGAGGCGGAGGTATGACGCGACCAGCGC GGTTCCACCACCACCCATGGCCTTGGCCTTGC
Cre16.g680454 GGAGGCGGAGGTATGGGAGCCGTTCCCG GGTTCCACCACCACCTCACTGCGCCTTGCCG Cre16.g680500 GGAGGCGGAGGTATGGCAGCTCCCGCAC GGTTCCACCACCACCGCCCTGCTGCCAAGTC
Cre16.g680550 GGAGGCGGAGGTATGGACTTCCGTGGTGACC GGTTCCACCACCACCGTTGCCCTGCAGCAGC Cre16.g680566 GGAGGCGGAGGTATGGAAGCGCACTTGACCC GGTTCCACCACCACCGTCCCAGTCGTACAAGGTGAC
Cre16.g680588 GGAGGCGGAGGTATGGAAGACATCCTCAAACTGCT GGTTCCACCACCACCTCACTTGCCGCCCGCT Cre16.g680600 GGAGGCGGAGGTATGCTTCTCAGTCCAGTATCAGC GGTTCCACCACCACCTTAGCTGCCCAGCACGC
Cre16.g680700 GGAGGCGGAGGTATGGTTCTGCACATGCTAGCAG GGTTCCACCACCACCGGCGGAGTCGATGTTCTGC Cre16.g680750 GGAGGCGGAGGTATGAGGGGACACGAGGTC GGTTCCACCACCACCCAGCGAGCCCATTCCCA
Cre16.g680790 GGAGGCGGAGGTATGACGGCGTCATTCATAACC GGTTCCACCACCACCCTATTGCTGCCGGCCC Cre16.g680800 GGAGGCGGAGGTATGTATTCCAGCATGTTAAGCAGTG GGTTCCACCACCACCCAGCATGCCCAGCAGCTC
Cre16.g680850 GGAGGCGGAGGTATGAACTTACAGGCCCTGGG GGTTCCACCACCACCGATCTTCTTGCGAGCCAGCC Cre16.g680900 GGAGGCGGAGGTATGGCCAGCGTGGACAGGTTTC GGTTCCACCACCACCCGGCTTGAAGCCCGAGGG
Cre16.g680902 GGAGGCGGAGGTATGGAGGACCGGCGACGG GGTTCCACCACCACCAATGGCATGTCGTAAGGGGC Cre16.g680944 GGAGGCGGAGGTATGGGCCGTCACAATGGC GGTTCCACCACCACCGTATCCGCCCACGCGC
Cre16.g680950 GGAGGCGGAGGTATGCTCTTTAGTCACACCGC GGTTCCACCACCACCGTGCACCTTGCCCACC Cre16.g681000 GGAGGCGGAGGTATGGAGGCTTGGCGGG GGTTCCACCACCACCGGTGGGGGTCAGGGGG
Cre16.g681050 GGAGGCGGAGGTATGTGCACGGGCAGGAC GGTTCCACCACCACCGTCGTGCGGCTGCTGC Cre16.g681051 GGAGGCGGAGGTATGTGGACCACGGGGAA GGTTCCACCACCACCCGCTACTCGCACCCCC
Cre16.g681100 GGAGGCGGAGGTATGGTGGTGATGGGCGG GGTTCCACCACCACCCGGTCTGCATACCTCTTGC Cre16.g681126 GGAGGCGGAGGTATGCCCAGCACACCTGTA GGTTCCACCACCACCCTGGTGTGGCACCTCGA
Cre16.g681200 GGAGGCGGAGGTATGCCTGTTCGGCCCT GGTTCCACCACCACCGACACGGAAGATGAGCTTGA Cre16.g681238 GGAGGCGGAGGTATGGCATCCCGCGCAG GGTTCCACCACCACCCTTGCCGATGCAGAACCT
Cre16.g681250 GGAGGCGGAGGTATGTCGCAGCTCAACGC GGTTCCACCACCACCTCACCGCTTCTCGCGC Cre16.g681251 GGAGGCGGAGGTATGTACGACTCGGCGAGG GGTTCCACCACCACCCCAGACGCCAGCAGCTGC
Cre16.g681301 GGAGGCGGAGGTATGGTCGCCGACGACG GGTTCCACCACCACCCCGTGCGAGCGGCATC Cre16.g681350 GGAGGCGGAGGTATGCCTATTCAGCCCTTCAAA GGTTCCACCACCACCCAAGTCCAGGGGGAACCA
Cre16.g681351 GGAGGCGGAGGTATGGCAACAATTGCTGCCC GGTTCCACCACCACCCTGCTGCGGAGGAGGC Cre16.g681352 GGAGGCGGAGGTATGCCTCTTCCGAGGGAGA GGTTCCACCACCACCCGCGCGCCCATGCTTC
Cre16.g681354 GGAGGCGGAGGTATGGCGTCATACGTCAACTGG GGTTCCACCACCACCAAAGATGTCGATGATGCGCTCG Cre16.g681354 GGAGGCGGAGGTATGGCGTCATACGTCAACTG GGTTCCACCACCACCAAAGATGTCGATGATGCGCT
Cre16.g681400 GGAGGCGGAGGTATGTTGGACGGCCTGGTC GGTTCCACCACCACCCTGCTGCCCCTGCGGT Cre16.g681450 GGAGGCGGAGGTATGCCGCCAAAGGCGCCG GGTTCCACCACCACCCTCGCCCGCCGCAATGCTCTG
Cre16.g681450 GGAGGCGGAGGTATGCCGCCAAAGGCGC GGTTCCACCACCACCCTCGCCCGCCGCAATG Cre16.g681500 GGAGGCGGAGGTATGACAACCCCAAAAATCAATGT GGTTCCACCACCACCGCTTCTGCTGGCGCCTGA
Cre16.g681550 GGAGGCGGAGGTATGGGCTTCATGACGGTCC GGTTCCACCACCACCCGCCTGCTTCTCCTCCT Cre16.g681578 GGAGGCGGAGGTATGGACGTGGAGCGGGGC GGTTCCACCACCACCGGCGTGCTGCAGCTGCTG
Cre16.g681600 GGAGGCGGAGGTATGGAGTTATTTGTGCGCGT GGTTCCACCACCACCTTCCTCCTTGGGGTCAAACT Cre16.g681657 GGAGGCGGAGGTATGAGCGTGAACGGGAGC GGTTCCACCACCACCTTACCCAAGCGGGGGC
Cre16.g681690 GGAGGCGGAGGTATGTTACCAGTGGAGTGCGG GGTTCCACCACCACCCATGTGGCCCACAACGCC Cre16.g681750 GGAGGCGGAGGTATGGCGCCGGCTTCAATC GGTTCCACCACCACCAGACCAGGCCCTCGACGC
Cre16.g681800 GGAGGCGGAGGTATGAACAAAGCATATGACAACGAT GGTTCCACCACCACCTCAGCCAACGGCTGCG Cre16.g681802 GGAGGCGGAGGTATGGGAGCTGCGCTTGGAT GGTTCCACCACCACCAAACGTGCCGGACAGGTCTA
Cre16.g681802 GGAGGCGGAGGTATGGGAGCTGCGCTTGG GGTTCCACCACCACCAAACGTGCCGGACAGGT Cre16.g681850 GGAGGCGGAGGTATGAGAGATCGGAGCCATGGAG GGTTCCACCACCACCGCAGTAGTAGCGGTCTCCGAA
Cre16.g681900 GGAGGCGGAGGTATGCAATCGCTGGCGC GGTTCCACCACCACCTTACATCTTCATGTTGTCGTACA Cre16.g682000 GGAGGCGGAGGTATGTCAGCCATGACTGCCG GGTTCCACCACCACCAAGTCCCTGAAACTCGGGG
Cre16.g682001 GGAGGCGGAGGTATGTCTCTGCGCACTTACAG GGTTCCACCACCACCAGTAATCAACTCCAGCGCG Cre16.g682013 GGAGGCGGAGGTATGATAGCTCCGGCTCCTG GGTTCCACCACCACCCTCCGAATCCTCGTCGCT
Cre16.g682026 GGAGGCGGAGGTATGTCAGTGCAGGATTGCG GGTTCCACCACCACCACGCAGCCTCAAACCAAA Cre16.g682050 GGAGGCGGAGGTATGGCCCATATTCGGCACATTT GGTTCCACCACCACCCTGGAAGGGCCTGCCACT
Cre16.g682052 GGAGGCGGAGGTATGTTGCCGGACGAGCA GGTTCCACCACCACCTCCAGTTAAAGTCGCACGTG Cre16.g682100 GGAGGCGGAGGTATGTCCGCAGCAGCATCC GGTTCCACCACCACCGTAGTAGCCCATGACGCTGTAG
Cre16.g682138 GGAGGCGGAGGTATGAACGGGCGTCTTACATGTC GGTTCCACCACCACCTGAGTGCGCCTCCAGAATC Cre16.g682150 GGAGGCGGAGGTATGCTATCGGAGCCACGG GGTTCCACCACCACCAACGTCGCCACCGCTG
Cre16.g682200 GGAGGCGGAGGTATGATGCTGATCGCGAGCTC GGTTCCACCACCACCTCACAGCTCGCGGCGG Cre16.g682250 GGAGGCGGAGGTATGCTTGCACCGGTTGAA GGTTCCACCACCACCGTACACAGGCAGCGCC



202 APPENDIX A. APPENDIX

Cre16.g682251 GGAGGCGGAGGTATGTCGTCCGCTCGGGAA GGTTCCACCACCACCCTCCACTGGCACCAGCGC Cre16.g682251 GGAGGCGGAGGTATGTCGTCCGCTCGGG GGTTCCACCACCACCCTCCACTGGCACCAGCG
Cre16.g682300 GGAGGCGGAGGTATGACGAAGAAGCGGCG GGTTCCACCACCACCATCCTTCTTCTGCTGCTGC Cre16.g682305 GGAGGCGGAGGTATGTTAAGGAGACACGGAGCT GGTTCCACCACCACCCTAACGCTGAACCCCCGC
Cre16.g682350 GGAGGCGGAGGTATGAGTGACGATAGCGAGGAGT GGTTCCACCACCACCTCACCGCCGGTTGCCG Cre16.g682363 GGAGGCGGAGGTATGCAGGCAGCGATTGTCG GGTTCCACCACCACCGTGCCCGCCTTGCACC
Cre16.g682369 GGAGGCGGAGGTATGGACAAGGCGCTGCG GGTTCCACCACCACCCGCGGACCGCAGCAAG Cre16.g682400 GGAGGCGGAGGTATGCCTGCTGCTGCCG GGTTCCACCACCACCGCAAATGACACAGCCGTCG
Cre16.g682450 GGAGGCGGAGGTATGGTCAAGCAGAAGAACCG GGTTCCACCACCACCCTGCACGGTGCAATTCAAG Cre16.g682475 GGAGGCGGAGGTATGCGTGCACCAAAGCTTAC GGTTCCACCACCACCCGGGCCCCTGTCACCG
Cre16.g682587 GGAGGCGGAGGTATGCATCCAGCGCTTATACCG GGTTCCACCACCACCCTCATTTGCCCTCCCTAACCC Cre16.g682600 GGAGGCGGAGGTATGCGGGCCGCATCGCTTGAAG GGTTCCACCACCACCCCGCACCGCCAGCACCAC
Cre16.g682650 GGAGGCGGAGGTATGTCGCTGCGGGGAA GGTTCCACCACCACCAAAGCCGTCGTCTTGCG Cre16.g682699 GGAGGCGGAGGTATGGTGCTGGGATTATTGTTCC GGTTCCACCACCACCCTACCTCCGCCCACGC
Cre16.g682700 GGAGGCGGAGGTATGAAGTCAAGCGATGATGGAG GGTTCCACCACCACCTTAGCCGCCCGTCCCT Cre16.g682725 GGAGGCGGAGGTATGCCTCTCAAGCTGCACTAC GGTTCCACCACCACCGGGGTCAGGCTTGTACGAG
Cre16.g682800 GGAGGCGGAGGTATGAGCTCTGCGGATGGG GGTTCCACCACCACCGTAGCGCCCCCCGTAG Cre16.g682850 GGAGGCGGAGGTATGAAGCACACGGGCG GGTTCCACCACCACCGTGCACCTCCAAACCCTG
Cre16.g682900 GGAGGCGGAGGTATGCAGGCGCTCAACCAG GGTTCCACCACCACCCAACCCAATCAGCTCGTCGTTC Cre16.g682923 GGAGGCGGAGGTATGGATAACGGCCCCATAGT GGTTCCACCACCACCTCACTTGTTCTTGCTGTGCT
Cre16.g682950 GGAGGCGGAGGTATGTTTCGGTCCATGAAGATCGC GGTTCCACCACCACCTCAGCCCGCATCCGGC Cre16.g683000 GGAGGCGGAGGTATGGCGCTACTCGCACG GGTTCCACCACCACCCAGCAGTGCTGCCTGC
Cre16.g683035 GGAGGCGGAGGTATGCCGCCTGCTTGCCGG GGTTCCACCACCACCGTTGAGCCGCACCCCCGC Cre16.g683050 GGAGGCGGAGGTATGCAAGGAGGTCAAGTTCTGG GGTTCCACCACCACCGCCGTAATCGGGGTCCTCAATC
Cre16.g683081 GGAGGCGGAGGTATGCGCAGTTATTTGTGCCT GGTTCCACCACCACCCTACTGCGCCGCTGCC Cre16.g683100 GGAGGCGGAGGTATGTCGCCTTCCCCGG GGTTCCACCACCACCCAGCTCGGATGTGTACATGC
Cre16.g683200 GGAGGCGGAGGTATGGCTCTCGACAACGTCC GGTTCCACCACCACCTTAATGGCCGCCCGAGC Cre16.g683250 GGAGGCGGAGGTATGGCCACCCCAAACCC GGTTCCACCACCACCTACCCGGCTGACTGCC
Cre16.g683259 GGAGGCGGAGGTATGGAGCCAAGTACTGAAACCA GGTTCCACCACCACCCGTGTTGCTGCCACTGCCATTG Cre16.g683300 GGAGGCGGAGGTATGCCGCGGCTCATTC GGTTCCACCACCACCCGCCGTCTCTTCCGCT
Cre16.g683350 GGAGGCGGAGGTATGATGGCCACGATACGCCTT GGTTCCACCACCACCCAACTTGGGCCTGACACGG Cre16.g683371 GGAGGCGGAGGTATGACTGGCGCTAAGGATGT GGTTCCACCACCACCCTACTGGGCCCCCTCCG
Cre16.g683400 GGAGGCGGAGGTATGAATCAAGTATTGGCAACATCCC GGTTCCACCACCACCTACAGTGCCTGTGGCAATGG Cre16.g683437 GGAGGCGGAGGTATGGCGCGCGAAGTGCTC GGTTCCACCACCACCGAACCAGTCATTAGGCTTGTAGC
Cre16.g683450 GGAGGCGGAGGTATGAAGCAGTTGCAGCAGTTC GGTTCCACCACCACCCATAATGGTCCCGTCCGGC Cre16.g683483 GGAGGCGGAGGTATGGCGGGTGACGGGCCTG GGTTCCACCACCACCCGCCTCGTCCTCCAGCTC
Cre16.g683500 GGAGGCGGAGGTATGGACAGCGAGGAAGGTGTC GGTTCCACCACCACCGTCCTTCCGCTTCTTGCCA Cre16.g683550 GGAGGCGGAGGTATGAAAATAGGCGTCGCGGTC GGTTCCACCACCACCAGACCACACGTCGCGGAC
Cre16.g683550 GGAGGCGGAGGTATGAAAATAGGCGTCGCGG GGTTCCACCACCACCAGACCACACGTCGCGG Cre16.g683595 GGAGGCGGAGGTATGCGAGGCCGTGATACGC GGTTCCACCACCACCTCACGCGTCGCCCTGC
Cre16.g683600 GGAGGCGGAGGTATGAAGGCCGCGCATG GGTTCCACCACCACCTGGCGCCTCGTTCAGG Cre16.g683650 GGAGGCGGAGGTATGACAGCCGGGACCGTG GGTTCCACCACCACCCGACGGCCCCCGCTCTTG
Cre16.g683700 GGAGGCGGAGGTATGACGCAAGGGTCCAACG GGTTCCACCACCACCAAGCTGTTTCTTCTTGGACGGC Cre16.g683707 GGAGGCGGAGGTATGGCTGCAGATTTGGGC GGTTCCACCACCACCAAGGAACACCTGCACGGT
Cre16.g683750 GGAGGCGGAGGTATGCGGGGCATATCACTGATT GGTTCCACCACCACCCTTGGCCTTCTTCCCGCTAC Cre16.g683793 GGAGGCGGAGGTATGGCGGGGAAGAAGCTCA GGTTCCACCACCACCCCGCCGTTGCCGCTTG
Cre16.g683800 GGAGGCGGAGGTATGAGCTTTCAAAGCGTGGC GGTTCCACCACCACCTTAGAACGTCAGGTTCGTTTTCA Cre16.g683819 GGAGGCGGAGGTATGCTGGTTGATGCACATGC GGTTCCACCACCACCGGCATCACCTTGGAAGTCG
Cre16.g683850 GGAGGCGGAGGTATGTGCATGTGTGGAGCCAG GGTTCCACCACCACCGCACTTGGGGTTGTGCGG Cre16.g683900 GGAGGCGGAGGTATGCGCTTTGCAGCTGCTATC GGTTCCACCACCACCGCACTTGGGGTTGTGCGG
Cre16.g683931 GGAGGCGGAGGTATGGAGCCTCAGGCGC GGTTCCACCACCACCCCCGCGACAGGCCTCA Cre16.g683950 GGAGGCGGAGGTATGCTGGACTATGTACTGGCAT GGTTCCACCACCACCCTTCAGCAGGCTCTTCACCA
Cre16.g684000 GGAGGCGGAGGTATGTCAGCAGACGAGTTCAC GGTTCCACCACCACCTCACTCCGCTTGCGCC Cre16.g684022 GGAGGCGGAGGTATGTGGCAGGCGGCAA GGTTCCACCACCACCCTGCCTCTCGTATCCCTCT
Cre16.g684043 GGAGGCGGAGGTATGCTTGCAGGGCGGCTG GGTTCCACCACCACCCGCGAACATGCGGGTAAAC Cre16.g684050 GGAGGCGGAGGTATGTCGAAAGGCGTGCC GGTTCCACCACCACCGCTCTCCTGCATCGTGTC
Cre16.g684065 GGAGGCGGAGGTATGCATCGGCACGGCC GGTTCCACCACCACCCTACTCGGCGCCCCCC Cre16.g684149 GGAGGCGGAGGTATGGGAGGTGCTTACACATTG GGTTCCACCACCACCGTCAGACCCGTACGCGT
Cre16.g684150 GGAGGCGGAGGTATGGCCACACACGCCG GGTTCCACCACCACCGCGCAGCAGCTGCAGC Cre16.g684155 GGAGGCGGAGGTATGAAACTGGTTGAGACGACCA GGTTCCACCACCACCCCGGGCAGTGTACATGAGC
Cre16.g684200 GGAGGCGGAGGTATGCAGCAGCACACGC GGTTCCACCACCACCCTCTTCCTTCACCGTCCTGC Cre16.g684250 GGAGGCGGAGGTATGCAAGCTGGAGCTTGTAACG GGTTCCACCACCACCGCGCGGATCGTTGGCTGC
Cre16.g684250 GGAGGCGGAGGTATGCAAGCTGGAGCTTGTAA GGTTCCACCACCACCGCGCGGATCGTTGGCT Cre16.g684267 GGAGGCGGAGGTATGGTTGTCTACGCTCTTCCC GGTTCCACCACCACCTCACCGCACGGTCGCC
Cre16.g684300 GGAGGCGGAGGTATGCAGCTTCAAGCCCG GGTTCCACCACCACCCAGGATCATGGTGCGGGA Cre16.g684350 GGAGGCGGAGGTATGGGCAACAAGATCGCTCG GGTTCCACCACCACCCTGCTGCGGCTTGGTCGC
Cre16.g684379 GGAGGCGGAGGTATGAAAGCAGAACCCGACG GGTTCCACCACCACCCGTCCTCCGCCGCTTC Cre16.g684450 GGAGGCGGAGGTATGGAGTCGCATACCGTCA GGTTCCACCACCACCTTGCGGGATGGGCTCC
Cre16.g684491 GGAGGCGGAGGTATGGCGCAGCGCATGG GGTTCCACCACCACCCACCCAGGCAGTCCCC Cre16.g684505 GGAGGCGGAGGTATGCGGCTGCTGCTGC GGTTCCACCACCACCCTACCTCCCGGCCTCCG
Cre16.g684550 GGAGGCGGAGGTATGGTGGGTGCGGAGGCC GGTTCCACCACCACCCTGCTGCGGCTTGGTCGC Cre16.g684600 GGAGGCGGAGGTATGCCCAGCGACGGGAAC GGTTCCACCACCACCCAAAATATCTTCAGCGGCTGCA
Cre16.g684603 GGAGGCGGAGGTATGTATGCGCGGACGTCT GGTTCCACCACCACCTCATTGCCAGCGCAGGC Cre16.g684650 GGAGGCGGAGGTATGGCCAGCGCCGGTG GGTTCCACCACCACCGGACGCTACCTCCGTTGC
Cre16.g684700 GGAGGCGGAGGTATGGCTGATACATACCATGGC GGTTCCACCACCACCTCAATCGTCTCCGCCCG Cre16.g684750 GGAGGCGGAGGTATGGCGGGCACGGCGGGCACAG GGTTCCACCACCACCCCACTGGCCGCCGCGCTC
Cre16.g684800 GGAGGCGGAGGTATGGCTGAGTCACAATGGACTA GGTTCCACCACCACCTCATCTCCCGCCGCCC Cre16.g684827 GGAGGCGGAGGTATGCTGAGGTATCTTCACTTGGTA GGTTCCACCACCACCTCATTGCCAGCGCAGGC
Cre16.g684850 GGAGGCGGAGGTATGCTGAGCGCAATGCAGG GGTTCCACCACCACCCCGGCGCACCAGCATGAC Cre16.g684861 GGAGGCGGAGGTATGTACACGCTGGAGCTGTA GGTTCCACCACCACCACGGGTGGCAACTAGGG
Cre16.g684900 GGAGGCGGAGGTATGTTGTTAGGAGGTTCAGACAGG GGTTCCACCACCACCTCACATGCGGCCGCCA Cre16.g684939 GGAGGCGGAGGTATGCTGAGGTATCTTCACTTGG GGTTCCACCACCACCTCACGCAGGTGCAGCG
Cre16.g684950 GGAGGCGGAGGTATGTTCTTCTCGCGCTGC GGTTCCACCACCACCCTTGTCACCTACACTGCCTTG Cre16.g685000 GGAGGCGGAGGTATGATTGCTGCTCGAATGCCT GGTTCCACCACCACCGCAAGTAGCGCCCCATGC
Cre16.g685050 GGAGGCGGAGGTATGAGCGAGGTCATGGAGATG GGTTCCACCACCACCTGCTGGCGCCTCAGGACG Cre16.g685052 GGAGGCGGAGGTATGTACGGCATAACGGCAC GGTTCCACCACCACCCCTTAACAGTCCGCCGGC
Cre16.g685100 GGAGGCGGAGGTATGTGCAGCTATTCAGGAACGA GGTTCCACCACCACCGCGAGGGGCAGCCACCTG Cre16.g685150 GGAGGCGGAGGTATGGGTGGACGTGGCTTTT GGTTCCACCACCACCTCATCCCTGGCGCGGC
Cre16.g685165 GGAGGCGGAGGTATGGTGGGTGATCCACCTGA GGTTCCACCACCACCTTAGCCGCTGGCGGCC Cre16.g685217 GGAGGCGGAGGTATGACAACGTCGGCATTTGG GGTTCCACCACCACCCCGCTTCTTGTTGCTGCT
Cre16.g685250 GGAGGCGGAGGTATGGCAGAGGGCACACAGAA GGTTCCACCACCACCTACAGATCTATACCACCGGTCG Cre16.g685277 GGAGGCGGAGGTATGGCTTGTTCAGCGTGC GGTTCCACCACCACCGATCCGGACGAGGTAGTCT
Cre16.g685300 GGAGGCGGAGGTATGTCCCGCGCCATTTGC GGTTCCACCACCACCAAGTTCAGAGCTGAGCGTGC Cre16.g685350 GGAGGCGGAGGTATGGGCGGCGAACTTGC GGTTCCACCACCACCGTTGAGCGGCACACCC
Cre16.g685389 GGAGGCGGAGGTATGCAGGGCGCCTATCA GGTTCCACCACCACCCATGACGTCCAGCTTCTTGC Cre16.g685400 GGAGGCGGAGGTATGTCCACACAAGACCTAGAGG GGTTCCACCACCACCCTACACCGCGGGCTGC
Cre16.g685451 GGAGGCGGAGGTATGTCACGCTTCTGGCCT GGTTCCACCACCACCCTGCGCCCCTGTGTGA Cre16.g685500 GGAGGCGGAGGTATGACCTGGTCGCTTGTCAAG GGTTCCACCACCACCCTCGGCCCACACCGCG
Cre16.g685550 GGAGGCGGAGGTATGCAGCTCCAGCAGAAGG GGTTCCACCACCACCGGCGGAGGGCTCGAAG Cre16.g685573 GGAGGCGGAGGTATGAGCGTTACAGAGTACATCAC GGTTCCACCACCACCGCCCATGATGCGCGTGAG
Cre16.g685600 GGAGGCGGAGGTATGAACATCACGGATAGCAGTG GGTTCCACCACCACCCTACCGGCGCTCCATCA Cre16.g685628 GGAGGCGGAGGTATGCTCCAGTCGCCTCC GGTTCCACCACCACCCTAAGCCGCCGAGCCC
Cre16.g685650 GGAGGCGGAGGTATGGCGGGGCAGTTTTG GGTTCCACCACCACCCTAGGCGTCCACCGCC Cre16.g685700 GGAGGCGGAGGTATGGGTTGCTGCACTACG GGTTCCACCACCACCTTACACCGCATTGGCGC
Cre16.g685725 GGAGGCGGAGGTATGGAAGCACCGGCAGC GGTTCCACCACCACCCCACCTCTCGCGCCAC Cre16.g685750 GGAGGCGGAGGTATGAAATGCTGCATAGAATGCG GGTTCCACCACCACCTTAGTACCCCCACCCGC
Cre16.g685800 GGAGGCGGAGGTATGCCCTACTCGCACCCA GGTTCCACCACCACCCTAACCCGCCGCCGCC Cre16.g685837 GGAGGCGGAGGTATGGTGGCCGTCTGCA GGTTCCACCACCACCCATCCCGATGTCTACCAGCA
Cre16.g685929 GGAGGCGGAGGTATGGCAACAGCACCGATG GGTTCCACCACCACCCTTCATCCGCAACCCCAA Cre16.g685949 GGAGGCGGAGGTATGTCGGACCAAGGGTCCG GGTTCCACCACCACCGGCGGACCAGGCCAGG
Cre16.g686000 GGAGGCGGAGGTATGTCAGGCTTCAGTATAAAGGC GGTTCCACCACCACCTCAGTAGTAGGCCCTGCG Cre16.g686002 GGAGGCGGAGGTATGACCGCCGCGTTCGATGATT GGTTCCACCACCACCCCTGCACGCCAGCTTGTG
Cre16.g686050 GGAGGCGGAGGTATGGATTTAGACGACGCAGAG GGTTCCACCACCACCGTGCTCGGCCAGGTTG Cre16.g686061 GGAGGCGGAGGTATGGAAACTTCTTGTCGGGC GGTTCCACCACCACCCGTCCAGAAGTTCAGGCG
Cre16.g686100 GGAGGCGGAGGTATGGACATGTTTATGCATGGAGG GGTTCCACCACCACCCGAGCGAACCCCAACGGC Cre16.g686173 GGAGGCGGAGGTATGCACCCAGAGCTGGAGC GGTTCCACCACCACCCCCCTGCTCGCCGCTG
Cre16.g686202 GGAGGCGGAGGTATGCTCGCAGCGACGC GGTTCCACCACCACCCTCCACCGGGGGGCTG Cre16.g686203 GGAGGCGGAGGTATGCCCGTGCACCCAA GGTTCCACCACCACCCCGTTGACCACAGTCATGC
Cre16.g686250 GGAGGCGGAGGTATGGCCCTTGTCCCCG GGTTCCACCACCACCTCACATCTCCATCATAGCATAGC Cre16.g686285 GGAGGCGGAGGTATGGCGAGCGCACAGC GGTTCCACCACCACCATGCTGCTGCTGCGCC
Cre16.g686286 GGAGGCGGAGGTATGCGACCACCGCCGC GGTTCCACCACCACCGTCTGTGAAGCCGTATCCGG Cre16.g686300 GGAGGCGGAGGTATGTCAGAGAAGCCGCGG GGTTCCACCACCACCCCGCCACCCGTCTGCA
Cre16.g686350 GGAGGCGGAGGTATGGCGCAAGCCATAACC GGTTCCACCACCACCCCGGTAGATGGGAGCCTT Cre16.g686398 GGAGGCGGAGGTATGGAGGGCAGCAAAGGA GGTTCCACCACCACCGTCTGTGAAGCCGTATCCG
Cre16.g686400 GGAGGCGGAGGTATGGGCTCGTCGCAGAGC GGTTCCACCACCACCCCCCCGGGAGCTGCTCAC Cre16.g686500 GGAGGCGGAGGTATGCATCGAACGCGTAGCTC GGTTCCACCACCACCCAGTAGTGTGTAGACCGGGTTG
Cre16.g686510 GGAGGCGGAGGTATGGCAGCGCTACCAAAA GGTTCCACCACCACCCCCGCCGCTGACTTCC Cre16.g686550 GGAGGCGGAGGTATGTGGGTACTGTGCAACATAC GGTTCCACCACCACCCTAGTCCGACAGCCCTGG
Cre16.g686600 GGAGGCGGAGGTATGTCCCAGATATTGGGCTCA GGTTCCACCACCACCGTCCTGCTCCTGCACCC Cre16.g686641 GGAGGCGGAGGTATGGGCCTACCGCCGC GGTTCCACCACCACCAGCCTCCAGCTCCATAGCT
Cre16.g686650 GGAGGCGGAGGTATGGAGGCTGCCCTAGGC GGTTCCACCACCACCCACATCTGCTGCCGCC Cre16.g686700 GGAGGCGGAGGTATGGAGGTGGCTTCCCGC GGTTCCACCACCACCCTCGCCCTGGACGAAGCC
Cre16.g686734 GGAGGCGGAGGTATGGGTCGGAGACAGAGC GGTTCCACCACCACCTTATTCCCGCTGGCGCC Cre16.g686750 GGAGGCGGAGGTATGACAGACCCGAAGGGGCAAG GGTTCCACCACCACCCTTGGCAATGGCGATGGTTG
Cre16.g686789 GGAGGCGGAGGTATGGCATGGACACAGTACCA GGTTCCACCACCACCGCAGCAGTGGTGCTGC Cre16.g686800 GGAGGCGGAGGTATGGCAGGCCTGGACGCC GGTTCCACCACCACCATTGGTGACGGGAATGATAGCG
Cre16.g686846 GGAGGCGGAGGTATGGACACTGTGCTGGCT GGTTCCACCACCACCCGGCAGCTCCTGCTTC Cre16.g686850 GGAGGCGGAGGTATGGCGGACGTCAAAGCC GGTTCCACCACCACCCTTCTGGACCGCGGGCGG
Cre16.g686900 GGAGGCGGAGGTATGTCCTTCGTCGGAGGCA GGTTCCACCACCACCGCCGGGGCCGACCTTG Cre16.g686958 GGAGGCGGAGGTATGGTCGACCGGCAGC GGTTCCACCACCACCCCCATTCACCAGCTCCTGC
Cre16.g687000 GGAGGCGGAGGTATGGTCTCGGCTTATGGGCT GGTTCCACCACCACCCACATCATCGCCAGACGGC Cre16.g687050 GGAGGCGGAGGTATGCTCGTCGATTCTGCG GGTTCCACCACCACCCAACAGCGACTGCTGCC
Cre16.g687060 GGAGGCGGAGGTATGCCGCTGTTCCGCC GGTTCCACCACCACCCCAACGCAGGCAAGCA Cre16.g687070 GGAGGCGGAGGTATGACTAATGAGGTCTATGTTCCA GGTTCCACCACCACCTTAGCCGCTGAGCACC
Cre16.g687100 GGAGGCGGAGGTATGACAAGGATAGCTCCAGAAGT GGTTCCACCACCACCCTACCCAAGGACTGCGGG Cre16.g687117 GGAGGCGGAGGTATGTTTCGCGGGCTCG GGTTCCACCACCACCGGCCGAGCTCCAAAGGG
Cre16.g687150 GGAGGCGGAGGTATGGAGCCAATTGGTCCGC GGTTCCACCACCACCAAGCCCCCGTGGCCCA Cre16.g687182 GGAGGCGGAGGTATGTCGGCCTACGACCTAG GGTTCCACCACCACCGGCCGGAATGGCGTAGA
Cre16.g687200 GGAGGCGGAGGTATGCAGGTCGCAAGGT GGTTCCACCACCACCCTACTTGTACTTGTCCATGATCTT Cre16.g687294 GGAGGCGGAGGTATGCTTGCCTCTCGCTCTG GGTTCCACCACCACCCACCGCAGCAATCTCGTCC
Cre16.g687300 GGAGGCGGAGGTATGGCTCTCCGCGCAC GGTTCCACCACCACCGGGGCACATCAGCGAC Cre16.g687350 GGAGGCGGAGGTATGTCGTCTAACACGGACGTG GGTTCCACCACCACCCACCTTACGCCAGTCGAAGG
Cre16.g687400 GGAGGCGGAGGTATGCAGGCCTACGAGCT GGTTCCACCACCACCAGCCACGTCCTCCTGG Cre16.g687406 GGAGGCGGAGGTATGGCAGCAGCCGCGT GGTTCCACCACCACCGGGATAATCGCCCCTGGGC
Cre16.g687450 GGAGGCGGAGGTATGCTCGTGCCGCTGGGG GGTTCCACCACCACCCGCGCGCACGCGTGCCTG Cre16.g687500 GGAGGCGGAGGTATGGGCGACTTCCAACGC GGTTCCACCACCACCCGCGATGCCGCACTTGCG
Cre16.g687518 GGAGGCGGAGGTATGTTGCAGCGCCGCC GGTTCCACCACCACCTCACACATACAGCTGGATGAGC Cre16.g687550 GGAGGCGGAGGTATGCAGAAATCCAGCTTTAGGG GGTTCCACCACCACCCTGCTCCAGCACGGCCAG
Cre16.g687602 GGAGGCGGAGGTATGCGGCAAGCGCTGA GGTTCCACCACCACCCTTGTCATGCCGCTTTTTGT Cre16.g687630 GGAGGCGGAGGTATGATTTCGGCTATCTGCCAGT GGTTCCACCACCACCATAGTTGATGCCGCCCACTAG
Cre16.g687650 GGAGGCGGAGGTATGGGGGGCGCCCAAGAC GGTTCCACCACCACCCCTGGTGGCGCCGTAAGA Cre16.g687652 GGAGGCGGAGGTATGACTGAATTGCCCGCGG GGTTCCACCACCACCCAGCGCTTCCTTATGATGATTCT
Cre16.g687700 GGAGGCGGAGGTATGGAGGAATATGGAGGGGCG GGTTCCACCACCACCTGCTGCGGAGGGGAAGCG Cre16.g687742 GGAGGCGGAGGTATGGCTGCTAGGCGCTT GGTTCCACCACCACCTCGCGCGTGCAACTGC
Cre16.g687750 GGAGGCGGAGGTATGTATCACGCTTACCCGCG GGTTCCACCACCACCGATGGCCCAGCCCTTGGC Cre16.g687800 GGAGGCGGAGGTATGCCGGGCGCGTTTATC GGTTCCACCACCACCCCCGTATCGCCGAATCATGC
Cre16.g687800 GGAGGCGGAGGTATGCCGGGCGCGTTTA GGTTCCACCACCACCCCCGTATCGCCGAATCATG Cre16.g687850 GGAGGCGGAGGTATGGCCAGCACAGATAATGCG GGTTCCACCACCACCCCGCCAGGCTCCAAAGCC
Cre16.g687854 GGAGGCGGAGGTATGAATATACGAGGAAGGAACTGGA GGTTCCACCACCACCGTGCGAAGACAGCGCCCG Cre16.g687900 GGAGGCGGAGGTATGGCCCTGTCGATGATTG GGTTCCACCACCACCGGCGATGGGGATCGACA
Cre16.g687901 GGAGGCGGAGGTATGACATACCTCGACCCACT GGTTCCACCACCACCTGGGAATCCATTTTTGCGTCT Cre16.g687950 GGAGGCGGAGGTATGATTCCTGCCTTATTTACGGT GGTTCCACCACCACCCTGCTTAACCTTCTTGACCGC
Cre16.g687966 GGAGGCGGAGGTATGGGCTGCGGCTCTAGTATA GGTTCCACCACCACCCTTGCCCGCCGTGAGCTC Cre16.g687966 GGAGGCGGAGGTATGGGCTGCGGCTCTAG GGTTCCACCACCACCCTTGCCCGCCGTGAGC
Cre16.g688000 GGAGGCGGAGGTATGGCAAGCTTGCCATTTGC GGTTCCACCACCACCCATTAGCCCCCAAGCACCC Cre16.g688050 GGAGGCGGAGGTATGTCCGCGTGGGCAGAC GGTTCCACCACCACCCCAGCGCTCCTTGCGAGG
Cre16.g688078 GGAGGCGGAGGTATGTCCGCCAGTGATGGC GGTTCCACCACCACCTCACGCGGGCCCATCC Cre16.g688100 GGAGGCGGAGGTATGCTGGCGCTGCACA GGTTCCACCACCACCGGTTGCTTTCATCGCCTTG
Cre16.g688190 GGAGGCGGAGGTATGAGTGCAGCTCAAATTCAGGT GGTTCCACCACCACCTCAGGCCACCACGCCG Cre16.g688200 GGAGGCGGAGGTATGAAGGCGGCGAGTCTGA GGTTCCACCACCACCCTACCGCCCCGCTGCG
Cre16.g688201 GGAGGCGGAGGTATGCGCAGCGACACCG GGTTCCACCACCACCCTACGCCGGGCCTGGC Cre16.g688202 GGAGGCGGAGGTATGCTGGCGCTGCACA GGTTCCACCACCACCGGTTGCTTTCATCGCCTTG
Cre16.g688250 GGAGGCGGAGGTATGGAATCAGGGGCGGCG GGTTCCACCACCACCCTACGCCGGGCCTGGC Cre16.g688302 GGAGGCGGAGGTATGGCTTCAGCCTCGCTCTTTC GGTTCCACCACCACCCGTACGGCGCTGCTCTGA
Cre16.g688350 GGAGGCGGAGGTATGCTCGCAGCGACGCGG GGTTCCACCACCACCTGCAGCGCCGAAGTCCAG Cre16.g688414 GGAGGCGGAGGTATGAGTACCCGGGGGCT GGTTCCACCACCACCCCCGAACGTGTTGAGGG
Cre16.g688450 GGAGGCGGAGGTATGGTACTCTTACATATGAAGCGG GGTTCCACCACCACCCTACTTTGGCAGCCGTACTG Cre16.g688500 GGAGGCGGAGGTATGGACAGCTTGTCAGAGCA GGTTCCACCACCACCCACGTCGAACGTCACTACG
Cre16.g688550 GGAGGCGGAGGTATGGCCCCCAAGCTGTAT GGTTCCACCACCACCCGCGTCTGGCCGGAAC Cre16.g688600 GGAGGCGGAGGTATGGGCGGCTGTGTGT GGTTCCACCACCACCGAACAAAATCTGCGCCGAC
Cre16.g688633 GGAGGCGGAGGTATGCGCTCGGCCTTACC GGTTCCACCACCACCCTGCAGCAGGAACATCTTCT Cre16.g688650 GGAGGCGGAGGTATGGCCGCACCCACTG GGTTCCACCACCACCCTACTTGGCCCCCGGC
Cre16.g688700 GGAGGCGGAGGTATGCCGTTGCTGCAGC GGTTCCACCACCACCTCAGGCGGTACGCCCG Cre16.g688750 GGAGGCGGAGGTATGAACAATGATGACTTCCGAAGAC GGTTCCACCACCACCGATACGCAGGCGCTTCCG
Cre16.g688751 GGAGGCGGAGGTATGCTCTCAGCCATTCTCTCT GGTTCCACCACCACCCTACGGTGCCGACAGCG Cre16.g688800 GGAGGCGGAGGTATGTCTACCTACGCCGGG GGTTCCACCACCACCCTCATCGCCCTCCACCT
Cre16.g688850 GGAGGCGGAGGTATGGGAAGTGGCGCACAG GGTTCCACCACCACCCTGGCCCTTGGCCAGGCG Cre16.g688863 GGAGGCGGAGGTATGGACACACCTGGGGAA GGTTCCACCACCACCCCCAAGGCTAATCACAGCTC
Cre16.g688950 GGAGGCGGAGGTATGGCGGCTAACAGCCAGT GGTTCCACCACCACCACACATGGCGGCGGCG Cre16.g688975 GGAGGCGGAGGTATGAGCGCGGCCCAGTTG GGTTCCACCACCACCTGCCGCTTCCCGTATCTTG
Cre16.g689001 GGAGGCGGAGGTATGGCCTCGCCTGTTCT GGTTCCACCACCACCCGCAATAATGCAGCCGC Cre16.g689050 GGAGGCGGAGGTATGGCCGCGCCTCCACGTAATG GGTTCCACCACCACCCATCCGGCTGCGCGCCGC
Cre16.g689199 GGAGGCGGAGGTATGGGGAAGGGGGACGG GGTTCCACCACCACCGAGAAATGCTTGCTGGTTGTG Cre16.g689201 GGAGGCGGAGGTATGGGTGGGGCGAGGC GGTTCCACCACCACCCCAGCTGCTGCTGCTGG
Cre16.g689250 GGAGGCGGAGGTATGGAATCGACGCACGAG GGTTCCACCACCACCCTATTCATCGTCATCTTCCAGGAC Cre16.g689311 GGAGGCGGAGGTATGGCTCCCAAGCGGA GGTTCCACCACCACCCCGCACAAACTTGGAGGA
Cre16.g689376 GGAGGCGGAGGTATGGTTTGCCAGGCCTGT GGTTCCACCACCACCGCAGGAAGCGAGTCGTC Cre16.g689423 GGAGGCGGAGGTATGGTCGCTATAGGCAAGAGC GGTTCCACCACCACCTCAGGCCTGTCCCGCG
Cre16.g689450 GGAGGCGGAGGTATGCTACGAGCTTGTTTGTGG GGTTCCACCACCACCCTTGCCCTTCTGCTGCTT Cre16.g689535 GGAGGCGGAGGTATGGGATCGACGCTTGGG GGTTCCACCACCACCCCACAAGCCCGTGCCG
Cre16.g689550 GGAGGCGGAGGTATGCATGCAAGCGCCAGC GGTTCCACCACCACCCACCGCGCTGTACTTGCG Cre16.g689600 GGAGGCGGAGGTATGGACGAGGAGGGCAGC GGTTCCACCACCACCCTCAATCTCCGCGCGCGA
Cre16.g689647 GGAGGCGGAGGTATGTCGGGCCGAGGTCGC GGTTCCACCACCACCCATGAAGTACAGCACGTTGGTC Cre16.g689650 GGAGGCGGAGGTATGGTTGGCTCCCGACCC GGTTCCACCACCACCCAACGCCAGCTCCTCCAC
Cre16.g689700 GGAGGCGGAGGTATGCTGCTCCAGGGCA GGTTCCACCACCACCGTAGCCGTTCCGCTTGTC Cre16.g689733 GGAGGCGGAGGTATGCACAAGACGCCGC GGTTCCACCACCACCCCAATAATGCGACTGCGTCA
Cre16.g689759 GGAGGCGGAGGTATGTTGAGCAGCTACAGCAACT GGTTCCACCACCACCCAGCCCCGCCGACAGGAAG Cre16.g689766 GGAGGCGGAGGTATGGTGTGGGGACGTGAC GGTTCCACCACCACCTCAGCCTGCGCGCTTG
Cre16.g689800 GGAGGCGGAGGTATGCACATACATGCACGCA GGTTCCACCACCACCCGCGTGTGTTTGCATGTG Cre16.g689871 GGAGGCGGAGGTATGGCGCTCGGCTGCTTG GGTTCCACCACCACCTACCCCCGCCACCGCCGG
Cre16.g689871 GGAGGCGGAGGTATGGCGCTCGGCTGCT GGTTCCACCACCACCTACCCCCGCCACCGCC Cre16.g689983 GGAGGCGGAGGTATGTCGACTGGCATTGAGG GGTTCCACCACCACCCTTGGTTGCCTGCTCCTTG
Cre16.g690000 GGAGGCGGAGGTATGAAACAGGCATCAACGCC GGTTCCACCACCACCCGTCACCACCTTCGTCG Cre16.g690050 GGAGGCGGAGGTATGGTAGAGGGCTCCTCAGC GGTTCCACCACCACCCTCCCGCCACCTGCCG
Cre16.g690095 GGAGGCGGAGGTATGACAGGCCTGGCGC GGTTCCACCACCACCAGGAACCTCACCCGGTC Cre16.g690100 GGAGGCGGAGGTATGGAAGGCGCGGCGG GGTTCCACCACCACCGACCAGAAACCACTGGAGCAT
Cre16.g690130 GGAGGCGGAGGTATGCTTTCGGTGCGCG GGTTCCACCACCACCGTTGTTGGCGGGGTTGC Cre16.g690150 GGAGGCGGAGGTATGATGTCTAGCATACTAGAGTTCT GGTTCCACCACCACCCTCGTCTTTTAAACGCCGCG
Cre16.g690200 GGAGGCGGAGGTATGGCGCAGAGGTGGCGC GGTTCCACCACCACCGCGGCGGGCCTTGGCCCC Cre16.g690207 GGAGGCGGAGGTATGAAGGCCGCAAACAGG GGTTCCACCACCACCCTGCTCCTCCTTCTTCTCCT
Cre16.g690250 GGAGGCGGAGGTATGCCCTTATTATCCTTGCTTGC GGTTCCACCACCACCCTATGCCTCCTGCGCCG Cre16.g690300 GGAGGCGGAGGTATGCGCGTGACTATGCAC GGTTCCACCACCACCTCATGCGGCCTCAGGG
Cre16.g690319 GGAGGCGGAGGTATGGCAAAGGAGGAGGTCC GGTTCCACCACCACCGTGCTGCTGGAAGGCG Cre16.g690400 GGAGGCGGAGGTATGCAGTCAGCCCCAGCC GGTTCCACCACCACCCACGTAGCCTCCGCGGTC
Cre16.g690431 GGAGGCGGAGGTATGGCTAAGTTCGTCGAGAACG GGTTCCACCACCACCCTTGGGCATGGGCAGCAT Cre16.g690450 GGAGGCGGAGGTATGGAGGCGGAGCTGG GGTTCCACCACCACCCTACGCTGCATCCGCG
Cre16.g690500 GGAGGCGGAGGTATGGGCAAGAGCAAGAAGTCC GGTTCCACCACCACCGAATACAATCTGCGCTGACTTGA Cre16.g690506 GGAGGCGGAGGTATGGCCGGTACGGATGC GGTTCCACCACCACCAGGGGGAGGGGCGAAG
Cre16.g690507 GGAGGCGGAGGTATGGGTGCTCAGAGAAGCA GGTTCCACCACCACCCTTGCACACCGTGCGT Cre16.g690508 GGAGGCGGAGGTATGCCCACACGCGATCC GGTTCCACCACCACCTGAGGCCAGTAGCCGC
Cre16.g690509 GGAGGCGGAGGTATGGAGCCCGGCAACC GGTTCCACCACCACCAGGGGGTGTCTGGTGAGG Cre16.g690543 GGAGGCGGAGGTATGTCAATGAAAGTGCGCAGC GGTTCCACCACCACCAGCATTGCCCTGGTGCC
Cre16.g690700 GGAGGCGGAGGTATGCAACTGGGGCGGCAAT GGTTCCACCACCACCTATGAGCTTGCGCGCCTT Cre16.g690702 GGAGGCGGAGGTATGAGCACCCCCCCCC GGTTCCACCACCACCCTGCATGTGCATAGCGCA
Cre16.g690750 GGAGGCGGAGGTATGAGCAGGGAGGTGGTGG GGTTCCACCACCACCATCCTCATCGTCATCCTGGTAAG Cre16.g690767 GGAGGCGGAGGTATGGCTGCGTTGTTAAACGT GGTTCCACCACCACCCTGCTTCCAGCCGTACG
Cre16.g690800 GGAGGCGGAGGTATGCAGTCTCTTCGGACCC GGTTCCACCACCACCCTCAGGCTGCTTCCACG Cre16.g690900 GGAGGCGGAGGTATGTATGGAGGTGGCGGTG GGTTCCACCACCACCACCGCTAGGAGCCGCC
Cre16.g690902 GGAGGCGGAGGTATGGCGTACATGGCGTCG GGTTCCACCACCACCCTAGTCGCCGCCGCCA Cre16.g690950 GGAGGCGGAGGTATGCCGGCGCCACACA GGTTCCACCACCACCCAGGTGGCGCAGATGCC
Cre16.g690991 GGAGGCGGAGGTATGGGCTGCGGGGCTA GGTTCCACCACCACCCGACACCTCCCGGCCG Cre16.g691000 GGAGGCGGAGGTATGCAGAGTCTTCGTTCGAC GGTTCCACCACCACCGTTGTTGACGCGCGACA
Cre16.g691100 GGAGGCGGAGGTATGACCGGGGGCCACG GGTTCCACCACCACCCAGCTTGTTCTCGTCTTCGAA Cre16.g691103 GGAGGCGGAGGTATGGCAGCGGAGCAGC GGTTCCACCACCACCCATCTTGTTGAGCCGCCG
Cre16.g691150 GGAGGCGGAGGTATGCTCACCGTACACTACGC GGTTCCACCACCACCCCATAACAGTCCCAGTGGC Cre16.g691202 GGAGGCGGAGGTATGCAGGACGCCGTCG GGTTCCACCACCACCTGGGTTACGTGTTGTCGC
Cre16.g691204 GGAGGCGGAGGTATGGCTGGGGGTGTTATGC GGTTCCACCACCACCGTGCCGGACAGCTCGT Cre16.g691215 GGAGGCGGAGGTATGGCGTCGGGGTTCGGA GGTTCCACCACCACCTGAATTCAGCGACGCGGT
Cre16.g691327 GGAGGCGGAGGTATGACGCAAGTACAAGCACAAG GGTTCCACCACCACCGAGTGCCGAGCCGTTGGG Cre16.g691350 GGAGGCGGAGGTATGAGCACGCGCAAGGCTC GGTTCCACCACCACCCCCTGACGACGACGTGTAC
Cre16.g691351 GGAGGCGGAGGTATGTTCAGCCCGCAAACC GGTTCCACCACCACCAGCGATGCAGCACGATG Cre16.g691352 GGAGGCGGAGGTATGCGGAGTCTTGCAGCT GGTTCCACCACCACCGCCAAGGTGGCGCAGC
Cre16.g691353 GGAGGCGGAGGTATGAGCAAGAAGCGCTACAA GGTTCCACCACCACCGTCCGTATCCGCATCCTGC Cre16.g691450 GGAGGCGGAGGTATGAGCGACTCTGAACGC GGTTCCACCACCACCTGCGGTGGACTCGACC
Cre16.g691500 GGAGGCGGAGGTATGGCAACAGCGTTGGATG GGTTCCACCACCACCCTACATGGGCGGCGCG Cre16.g691550 GGAGGCGGAGGTATGGCGACCGTTTTCACGG GGTTCCACCACCACCTGCCTGCTTGATGCCGATC
Cre16.g691552 GGAGGCGGAGGTATGGCTGCTTCGGCGCTTCTTG GGTTCCACCACCACCCCAGCGGCTGAGGTCGCG Cre16.g691600 GGAGGCGGAGGTATGTCGGACCCGTCAAG GGTTCCACCACCACCCTATAAAATTTCTGTGCCCTCTGT
Cre16.g691664 GGAGGCGGAGGTATGGCTGCTTGTGGACCT GGTTCCACCACCACCCCGCACTCCCAGCTGA Cre16.g691750 GGAGGCGGAGGTATGCCGCCTCGCACGCCCATC GGTTCCACCACCACCGTGGCCGCCGCCGCACATG
Cre16.g691753 GGAGGCGGAGGTATGGGACTCGGCGCGC GGTTCCACCACCACCGTGACCTTGCTTGGGTGCT Cre16.g691754 GGAGGCGGAGGTATGCAGCGCACCCAGC GGTTCCACCACCACCACGCATGGACCCGTCG
Cre16.g691755 GGAGGCGGAGGTATGGCACCGCCGGGAA GGTTCCACCACCACCTGCGTCCACGACCTTGAC Cre16.g691756 GGAGGCGGAGGTATGCAGAGTTGGTTGAACG GGTTCCACCACCACCTTAGTCATGTGAAGGCAAGTTAA
Cre16.g691776 GGAGGCGGAGGTATGAAGAAGCGGCCGCTG GGTTCCACCACCACCCTCAAACAAGCCAACCTCCCA Cre16.g691800 GGAGGCGGAGGTATGCAGCTGCTAAACCGTCAG GGTTCCACCACCACCGTAGTAGTTGGCGACCTTGCG
Cre16.g691850 GGAGGCGGAGGTATGGCCAGGGCGCAGA GGTTCCACCACCACCCTCGGGCTTTGCGTCCT Cre16.g691888 GGAGGCGGAGGTATGGAACACCTGAAGCATGG GGTTCCACCACCACCCGATACAGGCAGCGCAC
Cre16.g691900 GGAGGCGGAGGTATGCCCTCGGCCGACGCC GGTTCCACCACCACCCGCCACCACCTCAGCAGC Cre16.g692000 GGAGGCGGAGGTATGAGGGAGCTCTATAGAGCC GGTTCCACCACCACCCTACGCGTGCATCCGG
Cre16.g692003 GGAGGCGGAGGTATGACGCGCGCCGCAG GGTTCCACCACCACCAGCCTCCAGCTCCATAGCTTG Cre16.g692050 GGAGGCGGAGGTATGCCTCTGCCTCAACCAG GGTTCCACCACCACCAGCAATGAACATGACGAACAGC
Cre16.g692100 GGAGGCGGAGGTATGACAACCGTCACAACCAC GGTTCCACCACCACCCTACTTAGCCTTATTGCCAGTCA Cre16.g692116 GGAGGCGGAGGTATGCCCCGCACGAAGGAG GGTTCCACCACCACCGAGGTCACCGGATGCCGC
Cre16.g692150 GGAGGCGGAGGTATGGAGGCAAACCGCCTTA GGTTCCACCACCACCGAAGAACCCGCGCGCG Cre16.g692200 GGAGGCGGAGGTATGGCCAGGCGCGTAG GGTTCCACCACCACCCATCTGCTGGTGGTGGC
Cre16.g692300 GGAGGCGGAGGTATGGCGTCCTTTCCCCGC GGTTCCACCACCACCCTTGCCGCCCTGCACCTC Cre16.g692340 GGAGGCGGAGGTATGCGGCTATTTTGCTTGTG GGTTCCACCACCACCGCAGGCTTGCCCAACC
Cre16.g692400 GGAGGCGGAGGTATGGCTGCTGGGGAGGTC GGTTCCACCACCACCCGCCTTCGCCGCCTCC Cre16.g692450 GGAGGCGGAGGTATGCGGACTGGACCCAAC GGTTCCACCACCACCCGCCGCTGGCACGAAC
Cre16.g692452 GGAGGCGGAGGTATGAACTACCCGGCCGG GGTTCCACCACCACCTTAGCAGCAGCCGCTGC Cre16.g692500 GGAGGCGGAGGTATGCAGAGCTCTGGCGATG GGTTCCACCACCACCCCGCTGCAGCTGCTGC
Cre16.g692550 GGAGGCGGAGGTATGGCAGCAACAGCTGCT GGTTCCACCACCACCCTACTGCGCCCCCGCC Cre16.g692585 GGAGGCGGAGGTATGCCACCCAAGTTTAACGA GGTTCCACCACCACCTGCGGGCCGCATGATG
Cre16.g692600 GGAGGCGGAGGTATGAGCGTCACTGAGTTTGTC GGTTCCACCACCACCGTACAGGTCCACGCGC Cre16.g692650 GGAGGCGGAGGTATGGACCTGCTATCTAAGGGAA GGTTCCACCACCACCTCACCGCCTCACGGTC
Cre16.g692750 GGAGGCGGAGGTATGCCCGAGGACCGCG GGTTCCACCACCACCCTGCTCCCCACCCGCC Cre16.g692751 GGAGGCGGAGGTATGGCCAAGCTCACACTCATC GGTTCCACCACCACCGGCCTCGGTAGTGACCTCCTT
Cre16.g692800 GGAGGCGGAGGTATGGCCACCTCGCTGCTC GGTTCCACCACCACCCACGGGGTCGTGCGCCAC Cre16.g692900 GGAGGCGGAGGTATGGCTGAGCCCAACAAC GGTTCCACCACCACCCTCCTCGCTCTCCTCGTC
Cre16.g692901 GGAGGCGGAGGTATGCAGCTCCACGCCAGC GGTTCCACCACCACCCTAGGCCACGGGCGCG Cre16.g693200 GGAGGCGGAGGTATGTTGCTGGCGACAGCG GGTTCCACCACCACCCTATTGCCGCCGCCGC
Cre16.g693202 GGAGGCGGAGGTATGCTTCTGCACGCGCCG GGTTCCACCACCACCCGCGGTGCCGACAGGAGC Cre16.g693203 GGAGGCGGAGGTATGACCGGCACCGACTGC GGTTCCACCACCACCGGGCCTGCCGCGGTAC
Cre16.g693204 GGAGGCGGAGGTATGAAGGCCGCCTCCG GGTTCCACCACCACCGCCGCACTTCTGCAGG Cre16.g693250 GGAGGCGGAGGTATGCTGCAGGCGCCGG GGTTCCACCACCACCCTCCTCGCTCTCCTCGCTC
Cre16.g693300 GGAGGCGGAGGTATGCAAACATGTCCGCGC GGTTCCACCACCACCGGCCTCCGTGGCTGAGTC Cre16.g693400 GGAGGCGGAGGTATGCTCGGGGCAGCTC GGTTCCACCACCACCCCCGCCAAACACCACG
Cre16.g693450 GGAGGCGGAGGTATGGCGCGGAAAGGTGT GGTTCCACCACCACCGCTGTCCATAGGCGGGG Cre16.g693500 GGAGGCGGAGGTATGGCGAGGGCAAGCG GGTTCCACCACCACCCTGGGCCTGGGGAGGC
Cre16.g693600 GGAGGCGGAGGTATGCGCGCCTCTCTCC GGTTCCACCACCACCTTACTGGGGAGGCGGGG Cre16.g693601 GGAGGCGGAGGTATGCGGTTGCATTTCGCGG GGTTCCACCACCACCCTGCGTGCCAGGGGGC
Cre16.g693650 GGAGGCGGAGGTATGGCCATGATGAATGGCCCC GGTTCCACCACCACCCCGTCCCTGCGCGCTG Cre16.g693700 GGAGGCGGAGGTATGGCGTCGAAGCGCATTC GGTTCCACCACCACCGCCCATGGCATACTTGCG
Cre16.g693750 GGAGGCGGAGGTATGGCGCGCGTGCACGGTTC GGTTCCACCACCACCCTCATCCATGCCCGCCGC Cre16.g693800 GGAGGCGGAGGTATGGCCAGCGCTGCAG GGTTCCACCACCACCTGCCCTCTTGGGTTTGAGG
Cre16.g693819 GGAGGCGGAGGTATGGCTGTCGTGTCGCT GGTTCCACCACCACCCTGCTTGCCGGTAGACAC Cre16.g693850 GGAGGCGGAGGTATGGCCGACTTCGGCA GGTTCCACCACCACCAGGCTGGCTGACCCGG
Cre16.g693900 GGAGGCGGAGGTATGGCTGCCTCTTTTTCCC GGTTCCACCACCACCCTAGTAGCTAGAAATCATCAGCGC Cre16.g693950 GGAGGCGGAGGTATGGCTGGAGCTCGCTA GGTTCCACCACCACCCGTGACGGTCACCCACA
Cre16.g694000 GGAGGCGGAGGTATGGCCCAGTCTACTCCG GGTTCCACCACCACCTGTCGCTAGTGAAGCACGT Cre16.g694200 GGAGGCGGAGGTATGGAACGCGTCTCGAGTG GGTTCCACCACCACCCTGGCAGGCGGGGTCC
Cre16.g694201 GGAGGCGGAGGTATGTCGAATAGGGGCGCC GGTTCCACCACCACCACGGCGACCGACCTTC Cre16.g694202 GGAGGCGGAGGTATGGCGGCGTCGCAGCTTTG GGTTCCACCACCACCCGCCTCCTCCTCCTTGGCTTC
Cre16.g694203 GGAGGCGGAGGTATGGCTAGCATCTGCTCAAGC GGTTCCACCACCACCCTACGCACGCTGCGCC Cre16.g694204 GGAGGCGGAGGTATGGCGAGCGATGAAGAGGATA GGTTCCACCACCACCGTCGTCCTCGTCGTCCGA
Cre16.g694205 GGAGGCGGAGGTATGGCAGTGTGCCCCG GGTTCCACCACCACCCATCTTATGGCGCACGAGG Cre16.g694206 GGAGGCGGAGGTATGAACGCTGGCGCCTA GGTTCCACCACCACCAGACACGACAATCTTGCCC
Cre16.g694207 GGAGGCGGAGGTATGGCGGGACCCATCG GGTTCCACCACCACCAAGCGCCTCCCCACCC Cre16.g694208 GGAGGCGGAGGTATGGAGGCCGACGCAA GGTTCCACCACCACCCTCGTCGTCATCCTCCCC
Cre16.g694250 GGAGGCGGAGGTATGCCGGACGCCTCTG GGTTCCACCACCACCCTATCGGGCGTTGGCG Cre16.g694300 GGAGGCGGAGGTATGTCCTCGCAGCAACG GGTTCCACCACCACCCACGTCCACGCTCATGC
Cre16.g694400 GGAGGCGGAGGTATGGTCATCCACGCCAGC GGTTCCACCACCACCGTCGTCCAGCAGCCTGCT Cre16.g694402 GGAGGCGGAGGTATGAAGCCTTCACCGTCATTG GGTTCCACCACCACCCGTGTACTTGTACACGTGCA
Cre16.g694403 GGAGGCGGAGGTATGCTTTGCACGAGGGC GGTTCCACCACCACCCCACCATCCGGCAGTCG Cre16.g694450 GGAGGCGGAGGTATGCAGTCGACACTTCCACG GGTTCCACCACCACCTCACGACCGACGCCGC
Cre16.g694500 GGAGGCGGAGGTATGGCGGCGATGTGGTCG GGTTCCACCACCACCAGCACCCGCGTTGGGC Cre16.g694550 GGAGGCGGAGGTATGCCTCACACATGGCTCCAAT GGTTCCACCACCACCAACAGAGGCCGTCCCGCT
Cre16.g694700 GGAGGCGGAGGTATGTCGCGCGTGTTCTCC GGTTCCACCACCACCAAAGCCCGCCACCGCC Cre16.g694703 GGAGGCGGAGGTATGGCGCAAAAGCTTTCAAA GGTTCCACCACCACCTTGCGGCGTGTCCTTCC
Cre16.g694704 GGAGGCGGAGGTATGCAGCTTCCACACACC GGTTCCACCACCACCGTCGAGCACCACCTCCG Cre16.g694750 GGAGGCGGAGGTATGAGGGGCATGCACCA GGTTCCACCACCACCCGGCTCCCATTCCAGCT
Cre16.g694800 GGAGGCGGAGGTATGGCGAGTCAGCAGCCC GGTTCCACCACCACCGTACTCTATCTTGTGCAGCTGC Cre16.g694809 GGAGGCGGAGGTATGAGGAGAGATCGGGCAGC GGTTCCACCACCACCTCAGCGGCAGCCAGCA
Cre16.g694850 GGAGGCGGAGGTATGCAGTCCCTACAACGCG GGTTCCACCACCACCGGTGGTGTACTCGGCGTTGATC Cre16.g694900 GGAGGCGGAGGTATGGCGCAAGAGCAGGC GGTTCCACCACCACCGCGACCCCAGCCAGTG
Cre16.g694942 GGAGGCGGAGGTATGAAGGTTTTCTTTTTGCATGGA GGTTCCACCACCACCCTAGCGACCCCAGCCA Cre16.g694950 GGAGGCGGAGGTATGGCAGACCCGATAAATCG GGTTCCACCACCACCCGACACCTTGGGGCGG
Cre16.g695050 GGAGGCGGAGGTATGGCACCGCAGCCGGAG GGTTCCACCACCACCCAGCTTGGCTGCGGCGGG Cre16.g695100 GGAGGCGGAGGTATGGCGTCCGAGCCTAT GGTTCCACCACCACCCTACTTGGCGCGGCTG
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Cre16.g695200 GGAGGCGGAGGTATGTGCACTGCGCAGAC GGTTCCACCACCACCCTCACCGATACCCCACAGC Cre16.g695202 GGAGGCGGAGGTATGGACGCGTCCTCGC GGTTCCACCACCACCCGTCGCGGCATAGCGC
Cre16.g695218 GGAGGCGGAGGTATGAGCGGGGAGAGGATGC GGTTCCACCACCACCATAAAATTTGGGTGTGTCGCTGG Cre16.g695250 GGAGGCGGAGGTATGAGCGCCTACGCGG GGTTCCACCACCACCCTATGCCGGCCCTGCT
Cre16.g695350 GGAGGCGGAGGTATGGCAGTGCAACAACAAACG GGTTCCACCACCACCTGCAGCGGGTCCTCGG Cre16.g695450 GGAGGCGGAGGTATGGCTGACAAACGGGACC GGTTCCACCACCACCGTTCTCCGGCACCGCG
Cre16.g695500 GGAGGCGGAGGTATGGAGCAAGTTTACTGGGTC GGTTCCACCACCACCGGCCTTCTCGGCGGTG Cre16.g695550 GGAGGCGGAGGTATGGAGAACGAGTTTGGAGC GGTTCCACCACCACCATAAATGGCCTTGCCGCC
Cre16.g695600 GGAGGCGGAGGTATGTCAAGATGTTCGTTGGCG GGTTCCACCACCACCGTCGTCGCCGTCATCTCC Cre16.g695650 GGAGGCGGAGGTATGACGCGGGTGTCGGTC GGTTCCACCACCACCCTGGGGCGTGTAGAATGAGG
Cre16.g695700 GGAGGCGGAGGTATGGGTCATGAGAAGTACCCT GGTTCCACCACCACCCTTGGCGGGGCTGACC Cre16.g695800 GGAGGCGGAGGTATGCACGTCGCTTCCAC GGTTCCACCACCACCGCTGCGCTTCCCCTGG
Cre16.g695850 GGAGGCGGAGGTATGTCGCGCGTTTCGTGT GGTTCCACCACCACCTCACTGCCGTGCCGCG Cre16.g695851 GGAGGCGGAGGTATGGAAGGGGGCCCCGCT GGTTCCACCACCACCCACCACCTGTTCCCCCAAC
Cre16.g695900 GGAGGCGGAGGTATGCAGTCGCGCTATGAG GGTTCCACCACCACCGGTAATGCCCCTGCGC Cre16.g695950 GGAGGCGGAGGTATGTGCGCGGCACCCCGC GGTTCCACCACCACCGTGCTGTCCGCTGCCGCTG
Cre16.g696000 GGAGGCGGAGGTATGGAGCTTGCTTTCACCG GGTTCCACCACCACCCTTGCCCTTGACGACCTG Cre17.g692564 GGAGGCGGAGGTATGAGGCAGCGGGGTC GGTTCCACCACCACCGGGGTAGCTGCTGTGCG
Cre17.g692676 GGAGGCGGAGGTATGGAGGGGTTTCAACCCC GGTTCCACCACCACCTCAGCCTGCGCGCTTG Cre17.g696200 GGAGGCGGAGGTATGGCAGGGGCGTTGT GGTTCCACCACCACCGTCTTCCTTGTCGTCTCCAG
Cre17.g696250 GGAGGCGGAGGTATGGCCCGCAGCGAGG GGTTCCACCACCACCAGACGACAGCCAGCTGTATG Cre17.g696300 GGAGGCGGAGGTATGGACGCTTCAGCACCT GGTTCCACCACCACCGTCCTCGTCCCATGTGGG
Cre17.g696350 GGAGGCGGAGGTATGGCCGAAGACTTGGTCG GGTTCCACCACCACCTCACTTCTTCTTCTTGCTCTCC Cre17.g696400 GGAGGCGGAGGTATGGCCGCTTCCTGCCTTC GGTTCCACCACCACCGCAGCCACCCGGCTCAAT
Cre17.g696450 GGAGGCGGAGGTATGGCGTCTTGTGCGCACAATG GGTTCCACCACCACCAAACCCGCTCAGCCGCAA Cre17.g696500 GGAGGCGGAGGTATGCTCCTACGAGTAACCGC GGTTCCACCACCACCCCGCGACTCGGGTGTCGT
Cre17.g696550 GGAGGCGGAGGTATGGCCGCTCCACTCCT GGTTCCACCACCACCTCTCCGCCTGCGTGGC Cre17.g696600 GGAGGCGGAGGTATGTCGGGACAGCAGGGC GGTTCCACCACCACCAATCCTAGACGTAGACGCCACA
Cre17.g696626 GGAGGCGGAGGTATGTACCCGAGCTGTCCA GGTTCCACCACCACCTTGGTTCCTTGAAGGTAGCTC Cre17.g696700 GGAGGCGGAGGTATGGCGCGACACTGTATACTG GGTTCCACCACCACCTACGCTGGGGAAGCTGGT
Cre17.g696800 GGAGGCGGAGGTATGCGCCCACGACTGA GGTTCCACCACCACCTCGCACAACAATGGCCG Cre17.g696850 GGAGGCGGAGGTATGGCAGAACAAGTTGCGGA GGTTCCACCACCACCCGCAGCGTGCGGCTTC
Cre17.g696900 GGAGGCGGAGGTATGCAGCGCGACGGTGGG GGTTCCACCACCACCGAGCGCCGCCGCTGCGTG Cre17.g697000 GGAGGCGGAGGTATGGAGGAGCAAACATACAGTCT GGTTCCACCACCACCCTCGGACTCGACCACACG
Cre17.g697050 GGAGGCGGAGGTATGCTTCAAATGCGTTTGCAGC GGTTCCACCACCACCCTGCACCTCCGCCTCCAG Cre17.g697200 GGAGGCGGAGGTATGACGACTGCGGCGACG GGTTCCACCACCACCCAAGTCACGCTGCACCCC
Cre17.g697250 GGAGGCGGAGGTATGGCATATGTATATAGCTGGGC GGTTCCACCACCACCTCACCGCCAGTGCCAG Cre17.g697334 GGAGGCGGAGGTATGGCATTGCTAGGTGGCAAG GGTTCCACCACCACCCGAGTACATGTAGTCCTGGCC
Cre17.g697350 GGAGGCGGAGGTATGGCTGCCAAGACGTCAC GGTTCCACCACCACCCGACTCTGCCCCGGCC Cre17.g697406 GGAGGCGGAGGTATGTGCGCTGCGACATC GGTTCCACCACCACCCTACTGCTGGGCCGGC
Cre17.g697500 GGAGGCGGAGGTATGGGTCTATTTTCATGCTTCGC GGTTCCACCACCACCTCAGTTCTTGCCGGGCG Cre17.g697550 GGAGGCGGAGGTATGCAGAGTTTGAACGTACCT GGTTCCACCACCACCGCAGCTCGACGTCGTTG
Cre17.g697600 GGAGGCGGAGGTATGACGGTAAACCCTGAAATTACT GGTTCCACCACCACCCTACTGCACGACACACCTC Cre17.g697624 GGAGGCGGAGGTATGGTCGGCGTGTTTGGTC GGTTCCACCACCACCTGCCGGCATTCTCGGCTC
Cre17.g697650 GGAGGCGGAGGTATGGTTTCGGCCTCCCA GGTTCCACCACCACCTCACTTGGCAGCGGGC Cre17.g697701 GGAGGCGGAGGTATGACGCTGGCGTGTAGG GGTTCCACCACCACCATGCACCACATGCACAACC
Cre17.g697750 GGAGGCGGAGGTATGACGCGCGAGCTGACCAAAG GGTTCCACCACCACCGAAGTCCGCGACTGCGCGAG Cre17.g697800 GGAGGCGGAGGTATGGACCGAAATGGCGACAA GGTTCCACCACCACCACAGTACCGGAACTTGGCG
Cre17.g697850 GGAGGCGGAGGTATGATGATTGATGAGTCTACTGAC GGTTCCACCACCACCTTAGCACGAGACATCCACA Cre17.g697900 GGAGGCGGAGGTATGCGTTTGTCTGCAAGGGC GGTTCCACCACCACCCTGCTCCGCCTGCGGC
Cre17.g697934 GGAGGCGGAGGTATGGCGGATTCTGGTGCC GGTTCCACCACCACCTCACGGCCGTGCCACC Cre17.g697950 GGAGGCGGAGGTATGGCTTGCGTTGGCCT GGTTCCACCACCACCTCATGCCGCCGCAGCA
Cre17.g698000 GGAGGCGGAGGTATGTTGTCCAGCGTGCGC GGTTCCACCACCACCCTTCTTGGGCAGGGGCAC Cre17.g698100 GGAGGCGGAGGTATGGCGCCAGTGGTGCTC GGTTCCACCACCACCAATGCGTGTGCCGCCGCTG
Cre17.g698150 GGAGGCGGAGGTATGACGCCGACGTCGA GGTTCCACCACCACCTGGCACAGGAGTCCCCG Cre17.g698200 GGAGGCGGAGGTATGCGAGAAAATGGACTTATAACG GGTTCCACCACCACCTCACACATCAATGATGTCGTCC
Cre17.g698233 GGAGGCGGAGGTATGGCGGCTCAGTGCTA GGTTCCACCACCACCTCAGTGCATGCCGCCG Cre17.g698266 GGAGGCGGAGGTATGGACGACAGCGTGAAGTA GGTTCCACCACCACCCGCAAACAGCTGCCTCA
Cre17.g698299 GGAGGCGGAGGTATGGATAGCGATCAAAACGCG GGTTCCACCACCACCCTAACCGCGCCCCTCC Cre17.g698332 GGAGGCGGAGGTATGGAGGGGAGTTGCGT GGTTCCACCACCACCTGTCAGCGGCAGCAGC
Cre17.g698365 GGAGGCGGAGGTATGGCCGACCCGATGGAC GGTTCCACCACCACCTCTCCGCCACCACGTCAA Cre17.g698400 GGAGGCGGAGGTATGCCCACGAACACGAAG GGTTCCACCACCACCATCGGCCTCCTCCGAGG
Cre17.g698450 GGAGGCGGAGGTATGTCGACTCCTGCGACCA GGTTCCACCACCACCCCGGCGTCCTGCGGTC Cre17.g698500 GGAGGCGGAGGTATGTCCCAGAGGAGCTCTAG GGTTCCACCACCACCGTCCCAGACTTCGTCCTTGA
Cre17.g698516 GGAGGCGGAGGTATGCTCGTGCCACGACG GGTTCCACCACCACCCTGCTTGGAGCTGGAAACG Cre17.g698532 GGAGGCGGAGGTATGTGTCCAATCCAAAAGCAGC GGTTCCACCACCACCCTATAGCTGGGGAGCCCG
Cre17.g698600 GGAGGCGGAGGTATGGTAATATGCACGACGTCGT GGTTCCACCACCACCCTGCTCTTGCCCACCCAG Cre17.g698650 GGAGGCGGAGGTATGGATGTAGAGGCTTCAGCAGA GGTTCCACCACCACCCTAGCCTGCCGCCGCC
Cre17.g698683 GGAGGCGGAGGTATGCTCGCTGCGAGGG GGTTCCACCACCACCCCCCTGCCTCGGTGCC Cre17.g698750 GGAGGCGGAGGTATGCGCGTTGCCAGCTC GGTTCCACCACCACCCCGCCTCCTGCGTGCG
Cre17.g698800 GGAGGCGGAGGTATGACCGGGCAGGCAG GGTTCCACCACCACCCTGCCTAGCAACCGCC Cre17.g698850 GGAGGCGGAGGTATGATGATACAAGGACACGTCC GGTTCCACCACCACCTCAGTGCTTCCGGGCC
Cre17.g698900 GGAGGCGGAGGTATGGCCGCGGATGGGC GGTTCCACCACCACCCCTCATCGCCCGGACATAGC Cre17.g699000 GGAGGCGGAGGTATGGCCTTCGCGAGCAGC GGTTCCACCACCACCCTTGGGCGCTGCTGCCGC
Cre17.g699050 GGAGGCGGAGGTATGCCCCACGCAGACG GGTTCCACCACCACCGATCCAGCCCCCGCCC Cre17.g699100 GGAGGCGGAGGTATGGACGCCCGCCACAGA GGTTCCACCACCACCGTACGCAAACACGTCCAGAG
Cre17.g699200 GGAGGCGGAGGTATGCGGCTGTTCGTCAAG GGTTCCACCACCACCCTTGGCAGTAGCAGCAGC Cre17.g699250 GGAGGCGGAGGTATGTATGCTAGGCGCGGC GGTTCCACCACCACCGCAGCACTTCCCGCCG
Cre17.g699350 GGAGGCGGAGGTATGGCGGGCAATCCGGTC GGTTCCACCACCACCCACACTTGGGCCGCTGGGTAC Cre17.g699400 GGAGGCGGAGGTATGGCCAGCGAGGATGCG GGTTCCACCACCACCAGGCCGGTATCGTATCCGC
Cre17.g699450 GGAGGCGGAGGTATGGAGCATACCGATAGCAGG GGTTCCACCACCACCCACTCCAAGCCTCGCCA Cre17.g699500 GGAGGCGGAGGTATGCTTGGGGCGCCTCGCAAC GGTTCCACCACCACCGGCGTTGCCCGGCTTGGC
Cre17.g699600 GGAGGCGGAGGTATGATGGACGCACAGCACCTA GGTTCCACCACCACCTGCCGCCTGCATGGCG Cre17.g699650 GGAGGCGGAGGTATGGAAGACCTAACTGTTCCAAG GGTTCCACCACCACCCTAGCTCCCAAAGCGCTG
Cre17.g699700 GGAGGCGGAGGTATGGAGCCCTCCGACAC GGTTCCACCACCACCATGAGCAACAGGGCCGC Cre17.g699750 GGAGGCGGAGGTATGGCGTCGCCCAGCC GGTTCCACCACCACCTCAACCCGTCAGGGCCG
Cre17.g699776 GGAGGCGGAGGTATGGACGAGAACGAATTTGACG GGTTCCACCACCACCCTAGGACCGGGGGGAATC Cre17.g699800 GGAGGCGGAGGTATGTGCAAGCCGGCGA GGTTCCACCACCACCCTCGTTCAGGTGCCGGC
Cre17.g699850 GGAGGCGGAGGTATGGCCGTGCGCATCGTG GGTTCCACCACCACCGATCTTGAGGGCGGGCCAG Cre17.g699900 GGAGGCGGAGGTATGGCTGCGATGCGGAGG GGTTCCACCACCACCGTCCAGGTCGTTGGTGTTCTTC
Cre17.g699926 GGAGGCGGAGGTATGCTGCGCCGACGCG GGTTCCACCACCACCTGTGCGTATGAACGGTGACGC Cre17.g699950 GGAGGCGGAGGTATGGCCAGCGGCGAGG GGTTCCACCACCACCGCGACCGAACCACTCCAT
Cre17.g700000 GGAGGCGGAGGTATGGCTAGCTTCGCCGC GGTTCCACCACCACCGTTCCACTCAGCCGCC Cre17.g700100 GGAGGCGGAGGTATGCCTACCCTCAATATTATCACG GGTTCCACCACCACCTTAAGCAAAGGTGGAGCCG
Cre17.g700133 GGAGGCGGAGGTATGACGCAGCAGAGCGTG GGTTCCACCACCACCCATGATGCGAGACACACTGGC Cre17.g700200 GGAGGCGGAGGTATGTCTGCTCTGCTGCCG GGTTCCACCACCACCGTCAGCATTGCCGGCTC
Cre17.g700250 GGAGGCGGAGGTATGGTGCCAGAGGTACCC GGTTCCACCACCACCCTCATCATCCTCCCCATCCG Cre17.g700300 GGAGGCGGAGGTATGACGCGCGCGGACGGC GGTTCCACCACCACCAGCCGCCGCCACGCCGCC
Cre17.g700425 GGAGGCGGAGGTATGGCTATCACGCCCGC GGTTCCACCACCACCCGACAGCTGTCGCGCC Cre17.g700450 GGAGGCGGAGGTATGTCCAACCTAAACGGCG GGTTCCACCACCACCGATGTAGGCGACGGGCC
Cre17.g700500 GGAGGCGGAGGTATGCTGGACGGGACTCAA GGTTCCACCACCACCCACGGTGAACAGTGGCTC Cre17.g700550 GGAGGCGGAGGTATGGTTTGTTGTCCAGGCTG GGTTCCACCACCACCGTGCGTTCGCATCCGC
Cre17.g700600 GGAGGCGGAGGTATGGCTAGGACACGGTCTT GGTTCCACCACCACCGTGCGTTCGCATCCGC Cre17.g700650 GGAGGCGGAGGTATGCTCCCACCGCCTC GGTTCCACCACCACCGATGAAGTGCACAGGGCG
Cre17.g700750 GGAGGCGGAGGTATGTCGCCTGTCGCCG GGTTCCACCACCACCCAGGAAAGCGACGGGGC Cre17.g700800 GGAGGCGGAGGTATGCAACGCCCTCAAAGC GGTTCCACCACCACCCGTGATAAAGATGCGCTCGC
Cre17.g700850 GGAGGCGGAGGTATGCCCAGCCGGGAGAC GGTTCCACCACCACCTCAACCAGGCGCGCCC Cre17.g700900 GGAGGCGGAGGTATGCCCAACGCTGACG GGTTCCACCACCACCGCGCCACAACCCACTAC
Cre17.g700950 GGAGGCGGAGGTATGCTGTGCGCGCGCTCC GGTTCCACCACCACCCTGGTGCTTGCCGTACTCG Cre17.g701000 GGAGGCGGAGGTATGGCTCAACACGCAACA GGTTCCACCACCACCGTGCTGCGACTGAGCC
Cre17.g701050 GGAGGCGGAGGTATGGTGTGGTTTCACTGCG GGTTCCACCACCACCTTATTTCTTCTTGGTCTTCTTCGC Cre17.g701100 GGAGGCGGAGGTATGGCAGGTGCAGAACAGC GGTTCCACCACCACCTCACGACACCGCCGCC
Cre17.g701200 GGAGGCGGAGGTATGCCGTTCAAGCGCTAC GGTTCCACCACCACCCTTCTTCTTGGGGGCGGC Cre17.g701250 GGAGGCGGAGGTATGGCGAACATTGACCCCTATC GGTTCCACCACCACCCGCCCCCAGCTGGATCGTC
Cre17.g701250 GGAGGCGGAGGTATGGCGAACATTGACCCC GGTTCCACCACCACCCGCCCCCAGCTGGATC Cre17.g701300 GGAGGCGGAGGTATGGGCTTGGTGGTAATCTCC GGTTCCACCACCACCGCTGTTCGCACTCCCTG
Cre17.g701350 GGAGGCGGAGGTATGTCTGAACCAGCGTCGG GGTTCCACCACCACCGAACGCCTCCGCTATCCG Cre17.g701400 GGAGGCGGAGGTATGGCTCTCTTGAGCACTATTC GGTTCCACCACCACCTCAGACGTCACCTCTTCCA
Cre17.g701450 GGAGGCGGAGGTATGGACAGCGCCAACAC GGTTCCACCACCACCGAACTCGCCACCATCAAAATC Cre17.g701500 GGAGGCGGAGGTATGTTTGGAGGGTTCCCGTTC GGTTCCACCACCACCCTGCTGCGCGCACTGCAC
Cre17.g701551 GGAGGCGGAGGTATGGTGGCGGCACAGG GGTTCCACCACCACCTCCTGACACTGCCTCAATGA Cre17.g701650 GGAGGCGGAGGTATGGTGAAGTTCCTGAAGCC GGTTCCACCACCACCGAAGCGGAGCTTGCTGAA
Cre17.g701700 GGAGGCGGAGGTATGGCTCTGGGCCAGCA GGTTCCACCACCACCCAGGGCCACCTCGCGG Cre17.g701751 GGAGGCGGAGGTATGGAAACGTTCGGCCGC GGTTCCACCACCACCTTTTTTGACGGCGCGCGC
Cre17.g701800 GGAGGCGGAGGTATGGGCAACTGGCACACA GGTTCCACCACCACCCTCGCCGTAGTACAGCGG Cre17.g701809 GGAGGCGGAGGTATGGCCACCATCAAATTCTACC GGTTCCACCACCACCTTAGCGTTCGCCCGTCT
Cre17.g701850 GGAGGCGGAGGTATGGGTGGCACTCCAAAGAGAA GGTTCCACCACCACCCTTTCCACAACAGTCAGGTGGC Cre17.g701884 GGAGGCGGAGGTATGGAGCCGTCTAGCTCG GGTTCCACCACCACCGCACTTCCCACCACTGC
Cre17.g701917 GGAGGCGGAGGTATGGTCGCCCGTGTCT GGTTCCACCACCACCCTTTCCACAACAGTCAGGTGG Cre17.g701950 GGAGGCGGAGGTATGGAGCCGTCTAGCTCG GGTTCCACCACCACCGCACTTCCCACCACTGC
Cre17.g702002 GGAGGCGGAGGTATGGTCGCCCGTGTCTGC GGTTCCACCACCACCCTTGCCCCTGGCGGCC Cre17.g702052 GGAGGCGGAGGTATGGGTGTAGGTTTTGGAAGAG GGTTCCACCACCACCTCAGCCATTCGCACCCC
Cre17.g702102 GGAGGCGGAGGTATGCTGAAAGCCAGCCG GGTTCCACCACCACCCGGAACGAGATGGGGTATGC Cre17.g702150 GGAGGCGGAGGTATGCAGACGAGTGTGTCAAC GGTTCCACCACCACCTTACGCGTGGTCGCGG
Cre17.g702200 GGAGGCGGAGGTATGTTGCGCTCCGCTTGC GGTTCCACCACCACCCAGCTCCAGGCGCTTAATGAG Cre17.g702250 GGAGGCGGAGGTATGGATTCCGCCCGGAC GGTTCCACCACCACCACCCCTCTTGGCCGCA
Cre17.g702300 GGAGGCGGAGGTATGCGGAGGACCCTGTT GGTTCCACCACCACCGATGATCTGGAGGCCGGG Cre17.g702400 GGAGGCGGAGGTATGGAAGTTGAGCGCGACG GGTTCCACCACCACCTTAGGCCAGCGCCCCG
Cre17.g702451 GGAGGCGGAGGTATGGCGACGCCTCCCAGT GGTTCCACCACCACCTGCTGGGTCCGCTGGCATGAAA Cre17.g702500 GGAGGCGGAGGTATGTCGCTGCTCCTAGGAAAC GGTTCCACCACCACCGATGGTCGGGGGCTCGCAG
Cre17.g702550 GGAGGCGGAGGTATGGGCAAGCGCAAGG GGTTCCACCACCACCCTTGTTGGCCTCCTCGC Cre17.g702600 GGAGGCGGAGGTATGGAGGGTCTGGCCAAAGT GGTTCCACCACCACCGGGCGCGGCGGTGTAG
Cre17.g702650 GGAGGCGGAGGTATGTTGCGCCAGCTTTGC GGTTCCACCACCACCCGCCCGCTTGGCCTGA Cre17.g702750 GGAGGCGGAGGTATGTTCGGCAAGCGACTGG GGTTCCACCACCACCCAGCGCTGCCCCCGAC
Cre17.g702800 GGAGGCGGAGGTATGGCGCAGCGAGCTAGC GGTTCCACCACCACCCTCGCACTGCCACGCCCG Cre17.g702850 GGAGGCGGAGGTATGCCAGAAGCGGGGG GGTTCCACCACCACCAACGCCGCTAGCTGACG
Cre17.g702900 GGAGGCGGAGGTATGGCCCAGACTCATCATACT GGTTCCACCACCACCCAGGAAAGCGACGGGGC Cre17.g702950 GGAGGCGGAGGTATGGCTCACGCTCATCATAC GGTTCCACCACCACCGATGTAGGCGACGGGGC
Cre17.g702976 GGAGGCGGAGGTATGCCTCCAATGCGTGG GGTTCCACCACCACCGCTAATGCCACGCCCG Cre17.g703000 GGAGGCGGAGGTATGAAGCTTCAGCAACACCT GGTTCCACCACCACCGCTCGAAGGAGGATCGCG
Cre17.g703050 GGAGGCGGAGGTATGAGACCTGCGCTGTCA GGTTCCACCACCACCCGGCCGGCCAAACTCA Cre17.g703075 GGAGGCGGAGGTATGCCGACGCGGCGAA GGTTCCACCACCACCAAACTGTCCGTGCGTGCG
Cre17.g703101 GGAGGCGGAGGTATGCCGCCCACCGAGC GGTTCCACCACCACCCTGGCGGAGGCGGTGC Cre17.g703126 GGAGGCGGAGGTATGGGGCCTGGCTGGG GGTTCCACCACCACCTGCCATCATGGCCTCCTG
Cre17.g703176 GGAGGCGGAGGTATGTGGCATCATACCCCGC GGTTCCACCACCACCGATGTTGTAGCTGAGGTCCCC Cre17.g703200 GGAGGCGGAGGTATGCACTTCTTCAGCCACGC GGTTCCACCACCACCGTGAGCGGCGATGATGCC
Cre17.g703250 GGAGGCGGAGGTATGGCCGACCGAAACGA GGTTCCACCACCACCCTACGCCGCAGCATGG Cre17.g703300 GGAGGCGGAGGTATGTCAGTGGCATCTGCGATG GGTTCCACCACCACCACCTGCCTTCCCCACCTT
Cre17.g703350 GGAGGCGGAGGTATGGCCGACTTCGGCA GGTTCCACCACCACCAGGCTGGCTGACCCAG Cre17.g703400 GGAGGCGGAGGTATGAATGCGGTCGCATGC GGTTCCACCACCACCCTGCTTTGACTGCTTGAAGGC
Cre17.g703473 GGAGGCGGAGGTATGTTCGGAACGGACCCG GGTTCCACCACCACCCACATCCAGCAGCCCG Cre17.g703495 GGAGGCGGAGGTATGTACGCTGTGGCCACC GGTTCCACCACCACCCGTCCCCACACCGTCC
Cre17.g703550 GGAGGCGGAGGTATGACAAAATCAAATGAAGGGGAC GGTTCCACCACCACCTCACTCATACCGTGCCTGC Cre17.g703600 GGAGGCGGAGGTATGATAGCGGACTACATGCGC GGTTCCACCACCACCAAAGACGCTGCCTGCCGAGAAC
Cre17.g703650 GGAGGCGGAGGTATGACAGCGCTATCACGC GGTTCCACCACCACCGCACCTACCCAGACGCC Cre17.g703700 GGAGGCGGAGGTATGCTTCCAGCGCTGAC GGTTCCACCACCACCGGCGATGGAGGCCACG
Cre17.g703800 GGAGGCGGAGGTATGTCCAACGCGACGTGTAC GGTTCCACCACCACCTGCCCGGTTGGGCTGCAC Cre17.g703850 GGAGGCGGAGGTATGGCTCAGAAGAGCACCCTTA GGTTCCACCACCACCCACCTTGATGGCGCGCTG
Cre17.g703932 GGAGGCGGAGGTATGCCTCCCAACGAGCT GGTTCCACCACCACCAGCCTCCAGCTCCATAGC Cre17.g703950 GGAGGCGGAGGTATGGCCTTGATGCTGGTCC GGTTCCACCACCACCCCCCTGCTTGTTGTCCTTG
Cre17.g703976 GGAGGCGGAGGTATGTGCTCGGACCGCC GGTTCCACCACCACCAGGCTGGCCAGCTCTC Cre17.g704000 GGAGGCGGAGGTATGGATCAGTCGCAGGTGC GGTTCCACCACCACCCAGGCGGAACGCGGTC
Cre17.g704050 GGAGGCGGAGGTATGCTGGCAACATCTGCC GGTTCCACCACCACCGCTCGGTTCATACTGCCC Cre17.g704100 GGAGGCGGAGGTATGCATTTGGAGAGCTTCCTC GGTTCCACCACCACCCAAAAGCTGTTTCCGCCAC
Cre17.g704150 GGAGGCGGAGGTATGGCATACCGAGGAGCATC GGTTCCACCACCACCCGAATAAGCCTGCTCACCACAT Cre17.g704200 GGAGGCGGAGGTATGGGTGACGCAGGGG GGTTCCACCACCACCCTAGCTGGCGGCCAGG
Cre17.g704251 GGAGGCGGAGGTATGACGGAAGCGGAAGCG GGTTCCACCACCACCGGACGTTTTCAGCTTGATGTC Cre17.g704350 GGAGGCGGAGGTATGGGGACGAAGCCACATC GGTTCCACCACCACCCACGCCGTTGGCTGCCAT
Cre17.g704400 GGAGGCGGAGGTATGCCACCGCGTGCCAGG GGTTCCACCACCACCCGGATTCAAAGGTGCCGGT Cre17.g704450 GGAGGCGGAGGTATGAGCCCTAATGCTCAGCC GGTTCCACCACCACCAACCCTTAAGAAACCAAAGTGCA
Cre17.g704500 GGAGGCGGAGGTATGAGCAGAGGCGTCGC GGTTCCACCACCACCAGGCCCAAAATCTTCACCAG Cre17.g704550 GGAGGCGGAGGTATGTACCAGCCCGGCCCG GGTTCCACCACCACCCGGCCTCACTCCCAGGTAGAAG
Cre17.g704600 GGAGGCGGAGGTATGGCAGCTCGCGTACCT GGTTCCACCACCACCAAACTGCTTGATGGCGAGCAG Cre17.g704650 GGAGGCGGAGGTATGCCGCGGATCGAGG GGTTCCACCACCACCCTGCGCAGAGTCCTGACG
Cre17.g704700 GGAGGCGGAGGTATGGGGTTGCAGAGGAGCTT GGTTCCACCACCACCCGGATGCAACGGTGCGGG Cre17.g704750 GGAGGCGGAGGTATGCCACCTCGAAGGCA GGTTCCACCACCACCAGCGCCACAGTACCGG
Cre17.g704802 GGAGGCGGAGGTATGTATGTGGCTGCTGTGTG GGTTCCACCACCACCACTGTGGAGCCATTTGTAGC Cre17.g704850 GGAGGCGGAGGTATGGCTGACGTTGAGGCC GGTTCCACCACCACCCAGGCCCTCCTTCTCCAC
Cre17.g704901 GGAGGCGGAGGTATGCTTGCAGCCTTGTCC GGTTCCACCACCACCCGCCTCACTCATTGATCGC Cre17.g705000 GGAGGCGGAGGTATGGCGAAGGTTGGAACTCTG GGTTCCACCACCACCCAACCCGCGCATCATTGC
Cre17.g705050 GGAGGCGGAGGTATGCCAACGCGGCACCCG GGTTCCACCACCACCCATGTTGCCGGGGCGGTC Cre17.g705100 GGAGGCGGAGGTATGCACAGCATTAAGTCGTCT GGTTCCACCACCACCCTGCCGCCGGAACTTATC
Cre17.g705150 GGAGGCGGAGGTATGCACGACGACATCGGCAAG GGTTCCACCACCACCCACAAACACATGCCCCTTACAC Cre17.g705200 GGAGGCGGAGGTATGAGGGCCCGGAAAACG GGTTCCACCACCACCGGCCTCGTCATCGCCTCC
Cre17.g705250 GGAGGCGGAGGTATGCGCTTGGAGCCAGCT GGTTCCACCACCACCCTAGTGGCCGGCGCGC Cre17.g705300 GGAGGCGGAGGTATGGCACGCTCAGCAGT GGTTCCACCACCACCACCCCGGCTGGGCTTA
Cre17.g705350 GGAGGCGGAGGTATGGGGGCCTGCTGTT GGTTCCACCACCACCAGCGTTGTAGATGTCCGC Cre17.g705400 GGAGGCGGAGGTATGAGTCGAGGAGGCAGCG GGTTCCACCACCACCATCGCGCTCGCTGATGATG
Cre17.g705450 GGAGGCGGAGGTATGGACGCTGATGACCCG GGTTCCACCACCACCCGCCGCCACACCCTCA Cre17.g705500 GGAGGCGGAGGTATGGGGACCAGCAAGCC GGTTCCACCACCACCTACGCCCGTGACGTCG
Cre17.g705550 GGAGGCGGAGGTATGGAGGACTGTGCTGAGGC GGTTCCACCACCACCCGCCAGCGGCGTAAGCAC Cre17.g705600 GGAGGCGGAGGTATGTTCGCTTACTGCCGG GGTTCCACCACCACCCTAAGACGGCGCCGCA
Cre17.g705700 GGAGGCGGAGGTATGACCGCGCCATCGCTA GGTTCCACCACCACCCGCCGCCGGCAGTGTT Cre17.g705806 GGAGGCGGAGGTATGCTGTGTGCCGCGC GGTTCCACCACCACCAAGCTTGCGCCACACCC
Cre17.g705836 GGAGGCGGAGGTATGCGCTGTGCCACGC GGTTCCACCACCACCCCACGGCCACCACCGC Cre17.g705850 GGAGGCGGAGGTATGATGGAGCAGCATAAAGGC GGTTCCACCACCACCAGACGACGCAACGGACA
Cre17.g705900 GGAGGCGGAGGTATGGGCTGGATGAGCTGG GGTTCCACCACCACCCTTCTTGCTTGATGTGGGCG Cre17.g705950 GGAGGCGGAGGTATGGCCTATGAATGCGAGTATA GGTTCCACCACCACCGCAGCCCAGGTAGCTATCCTC
Cre17.g706000 GGAGGCGGAGGTATGGCAGCTGTTGTCGG GGTTCCACCACCACCACGCCCGTAGCTCCAA Cre17.g706050 GGAGGCGGAGGTATGCCGTGCCACGCCA GGTTCCACCACCACCCTGGCGCTCCTGCTGC
Cre17.g706150 GGAGGCGGAGGTATGAATCTCGAGGCGCGA GGTTCCACCACCACCCACGTGCAGCAGCGTG Cre17.g706200 GGAGGCGGAGGTATGGGCGTTGACTGCTTAG GGTTCCACCACCACCTCACGCCGACGACCAC
Cre17.g706250 GGAGGCGGAGGTATGGGAAGCGGTTGTTCAACG GGTTCCACCACCACCGCTCCTACAGCACGACAGC Cre17.g706350 GGAGGCGGAGGTATGCGACCTGGCGCAG GGTTCCACCACCACCCAAGGCTGGCGGTGGC
Cre17.g706400 GGAGGCGGAGGTATGTCCAACGCTAAGTTCGCTC GGTTCCACCACCACCTCACGCGAACCGCGCC Cre17.g706450 GGAGGCGGAGGTATGAACACTGTGGCTGTCATTA GGTTCCACCACCACCTCACATGTTGCCGGGCC
Cre17.g706500 GGAGGCGGAGGTATGGCTGAGGACCTGCTG GGTTCCACCACCACCCACGCATGCCGCCTTA Cre17.g706550 GGAGGCGGAGGTATGCCCTGCATCCTGTTCGT GGTTCCACCACCACCCTACGCGGGCGCCTGC
Cre17.g706600 GGAGGCGGAGGTATGGCCGAAGCCGCTG GGTTCCACCACCACCCTACTGGCCGGGCGGC Cre17.g706650 GGAGGCGGAGGTATGCGGCGAGGTCCGG GGTTCCACCACCACCTCACCCCGGTGCCGGG
Cre17.g706700 GGAGGCGGAGGTATGTCGCGAGTCACCACG GGTTCCACCACCACCCTGGTTTGTCGAGCGGC Cre17.g706800 GGAGGCGGAGGTATGACCGGTCCGGACCCC GGTTCCACCACCACCCTTGCCAGCCTCAAACTTGG
Cre17.g706850 GGAGGCGGAGGTATGGACTTAAAAATTACGCGTCTGT GGTTCCACCACCACCCGAGTTGGCGGTGGTGGA Cre17.g706900 GGAGGCGGAGGTATGGCGGAAGCTGAAACGAAG GGTTCCACCACCACCCATGCCGCCCGTGAAGTC
Cre17.g707050 GGAGGCGGAGGTATGAGCACCGGCTGGT GGTTCCACCACCACCCGACTCCATCGGCTGCC Cre17.g707137 GGAGGCGGAGGTATGCTCGACGAGTCTACGCAG GGTTCCACCACCACCCTTAAACAAGATTGCGTCCAGCT
Cre17.g707150 GGAGGCGGAGGTATGGCGGAGGTTGACGCC GGTTCCACCACCACCCAGGCACACAAACTGCCG Cre17.g707200 GGAGGCGGAGGTATGACGAGGGCCGCGAGG GGTTCCACCACCACCCATATTTCCCGGCCGGTCG
Cre17.g707200 GGAGGCGGAGGTATGACGAGGGCCGCGA GGTTCCACCACCACCCATATTTCCCGGCCGGTC Cre17.g707300 GGAGGCGGAGGTATGTCTTCAGATAACGGCTGGC GGTTCCACCACCACCTGACGCCTTGGCGTGCAC
Cre17.g707350 GGAGGCGGAGGTATGGACATCGTGGACCTAACT GGTTCCACCACCACCGTTGCCGAAGCCTGATGT Cre17.g707400 GGAGGCGGAGGTATGGGCGGGGAGACGA GGTTCCACCACCACCGCGCGTGGGATAGGCA
Cre17.g707450 GGAGGCGGAGGTATGTACGAGGCCTCGCT GGTTCCACCACCACCCCAGTGATGCGTCTGCG Cre17.g707500 GGAGGCGGAGGTATGCCGAAACTGCCGAAT GGTTCCACCACCACCCTTCTTGGGGCGAGCG
Cre17.g707600 GGAGGCGGAGGTATGATCATTCGCATCAGCCTG GGTTCCACCACCACCGTCGTCTAGCGCCGCC Cre17.g707650 GGAGGCGGAGGTATGGGCGGCTGCCTGAGC GGTTCCACCACCACCTGCCGACACCTTGATGGC
Cre17.g707750 GGAGGCGGAGGTATGCTGCGGCAGGCTT GGTTCCACCACCACCCATGTTCTTGCGCATCATGG Cre17.g707800 GGAGGCGGAGGTATGGGGCAGTGCGTCT GGTTCCACCACCACCGTGTTGCATAGGGTCGTATCC
Cre17.g707850 GGAGGCGGAGGTATGGGTTCTGACAACAGGGA GGTTCCACCACCACCGACACGCCGCTTCTTGG Cre17.g707900 GGAGGCGGAGGTATGAGGTCTGCAGCGTACCT GGTTCCACCACCACCGCCCTGCTTCGCCTTGCC
Cre17.g707950 GGAGGCGGAGGTATGCTACAAACCAAGTCTTGGG GGTTCCACCACCACCCTGCTTGTTCGGCTCCGC Cre17.g708000 GGAGGCGGAGGTATGAGCGACCATCTCAGCC GGTTCCACCACCACCATTCATGCTGGAGGCTACAC
Cre17.g708013 GGAGGCGGAGGTATGGTGACCGGCAGCA GGTTCCACCACCACCGGACGCATCAGCGCGT Cre17.g708038 GGAGGCGGAGGTATGTGGCGCTTGCGCT GGTTCCACCACCACCGCAAAGCGCAGGACACT
Cre17.g708050 GGAGGCGGAGGTATGCATGGCGAGGAGGGC GGTTCCACCACCACCATGTGCAACAGCAACGACGTT Cre17.g708076 GGAGGCGGAGGTATGACTGACCTGCCCGC GGTTCCACCACCACCCAAGCGGGCCAAGGTG
Cre17.g708100 GGAGGCGGAGGTATGGTCTCTGTCGCTGCG GGTTCCACCACCACCCTCGTCGCCGCTCTCGCC Cre17.g708150 GGAGGCGGAGGTATGGCCCGCACCAAGC GGTTCCACCACCACCTTAAGCGCGCTCGCCA
Cre17.g708200 GGAGGCGGAGGTATGTCCGGACGTGGCA GGTTCCACCACCACCGCCACCGAAGCCGTAC Cre17.g708250 GGAGGCGGAGGTATGCCACCAACTAGCGGCATC GGTTCCACCACCACCGGACTTGGCGTGCTTGGT
Cre17.g708300 GGAGGCGGAGGTATGGCCCTTCAGGAGGCC GGTTCCACCACCACCTACTATCCGCTCGAGCTCCTT Cre17.g708350 GGAGGCGGAGGTATGAAGTTTTCCCTACTTTTGCCG GGTTCCACCACCACCTTACGAGTCCTTTTTCGTGGAG
Cre17.g708400 GGAGGCGGAGGTATGGACCAAGCAGCCAGGT GGTTCCACCACCACCGCTGAGCGTCGCCGGC Cre17.g708450 GGAGGCGGAGGTATGCTCCGATATCGCGCG GGTTCCACCACCACCACCCCGCTTCTTAGGAGGT
Cre17.g708550 GGAGGCGGAGGTATGGCTGGTCGCGGCA GGTTCCACCACCACCGGCGGTCTCCTCGCCC Cre17.g708600 GGAGGCGGAGGTATGGCCCCCAAGAAGGAC GGTTCCACCACCACCGCCCGAGGTGAACTTGG
Cre17.g708650 GGAGGCGGAGGTATGTCCGGACGTGGCA GGTTCCACCACCACCGCCACCGAAGCCGTAC Cre17.g708700 GGAGGCGGAGGTATGGCCCGCACCAAGCA GGTTCCACCACCACCGGCGCGCTCTCCACGG
Cre17.g708750 GGAGGCGGAGGTATGGCTCGCTCGCTTAGT GGTTCCACCACCACCTTAGTTGGAAGTTGTGGAGTTGTA Cre17.g708800 GGAGGCGGAGGTATGCAGCACGAAATTCCTCGAG GGTTCCACCACCACCCTCCACCAGGTAAGGGCTATCC
Cre17.g708850 GGAGGCGGAGGTATGGCCGGGGTCGGGG GGTTCCACCACCACCGGCGTTTGCACGCAGCT Cre17.g708901 GGAGGCGGAGGTATGATAAGGCTGTGCTCGTTAA GGTTCCACCACCACCTTACTGCCCTGCTGGCG
Cre17.g708950 GGAGGCGGAGGTATGCGAGTCGCAGGAGG GGTTCCACCACCACCCAGCACTTGCCAGACCG Cre17.g709050 GGAGGCGGAGGTATGGCCCGCACCAAGCA GGTTCCACCACCACCGGCACGCTCGCCACGG
Cre17.g709100 GGAGGCGGAGGTATGTCCGGACGTGGCA GGTTCCACCACCACCGCCACCGAAGCCGTAC Cre17.g709150 GGAGGCGGAGGTATGGCCCCCAAGAAGGAC GGTTCCACCACCACCGCCCGAGGTGAACTTGG
Cre17.g709200 GGAGGCGGAGGTATGGCTGGTCGCGGCA GGTTCCACCACCACCGGCGGTCTCCTCGCCC Cre17.g709250 GGAGGCGGAGGTATGGAGAGCCTATCCAAACTCT GGTTCCACCACCACCCTTGGCCACCATGGCGTA
Cre17.g709300 GGAGGCGGAGGTATGGGCCGACTAAATTGCG GGTTCCACCACCACCCACGCAAAGCTTGTTCTGG Cre17.g709350 GGAGGCGGAGGTATGCCATCAGGCTTTCGGTTAG GGTTCCACCACCACCCAGGAACCGCGCCAGCTT
Cre17.g709400 GGAGGCGGAGGTATGCAAGAGAACACAGGGGGAA GGTTCCACCACCACCTTGGTGCTGCTGCTGCCG Cre17.g709450 GGAGGCGGAGGTATGGTCTGTCCTATGCGCT GGTTCCACCACCACCTTATGCAGCGCGGGCC
Cre17.g709500 GGAGGCGGAGGTATGGCCGAGGACCTCGGG GGTTCCACCACCACCTGCGTCGGCACCACCGGC Cre17.g709500 GGAGGCGGAGGTATGGCCGAGGACCTCGG GGTTCCACCACCACCTGCGTCGGCACCACCG
Cre17.g709550 GGAGGCGGAGGTATGAGTAGCTCTTATGAAGCGGG GGTTCCACCACCACCCTCCCGCCTCAACTCGAC Cre17.g709600 GGAGGCGGAGGTATGGGCGCTCAGCGTGCGTTG GGTTCCACCACCACCCCCGCGTGTGCGCTTGAG
Cre17.g709651 GGAGGCGGAGGTATGTCTGCATGTCGCGGC GGTTCCACCACCACCTCAGCAAGCGGCGGCG Cre17.g709700 GGAGGCGGAGGTATGTATAGGTTCCGAATTGCTGT GGTTCCACCACCACCTCACGGCTGTGGCTGC
Cre17.g709750 GGAGGCGGAGGTATGCGAATAGCACTCCGCG GGTTCCACCACCACCAGACTGCAGAAGCTTCTGAAAC Cre17.g709800 GGAGGCGGAGGTATGGCAACCGTCACGCTG GGTTCCACCACCACCCAGCCTGTCACCGCTGGG
Cre17.g709800 GGAGGCGGAGGTATGGCAACCGTCACGC GGTTCCACCACCACCCAGCCTGTCACCGCTG Cre17.g709850 GGAGGCGGAGGTATGCAACGCGTCTTGGTC GGTTCCACCACCACCTTATGCCGCTGCGGCT
Cre17.g709876 GGAGGCGGAGGTATGAAGCTTCCACGGCG GGTTCCACCACCACCCACGCATGAGCACTCAGAA Cre17.g709950 GGAGGCGGAGGTATGCCCGCTCCGGCCT GGTTCCACCACCACCTGACCCCTGCGGTGGC
Cre17.g710000 GGAGGCGGAGGTATGCCGCGGCTTCAAGCCATC GGTTCCACCACCACCCTGGTGTTGCATGGGCGA Cre17.g710050 GGAGGCGGAGGTATGTGGCAGTTCCAGGGT GGTTCCACCACCACCCAGACCCGCGCCACTG
Cre17.g710100 GGAGGCGGAGGTATGGCGGAAGAGACTCAGGTTC GGTTCCACCACCACCCGACACGATGTAGTCGCTCTC Cre17.g710150 GGAGGCGGAGGTATGTCCTCAGAGGCGGAGAAG GGTTCCACCACCACCCTTCTGGCCGCCGTCCCC
Cre17.g710200 GGAGGCGGAGGTATGCACGGGCGGCAACCCATG GGTTCCACCACCACCCGGCGGCACCAGCAAGTG Cre17.g710254 GGAGGCGGAGGTATGCTCCCGGCGACTG GGTTCCACCACCACCCGAGCCAGTGACGTGGA
Cre17.g710300 GGAGGCGGAGGTATGCTCCTCGCCAAGGG GGTTCCACCACCACCGTGCCTGGCGCCAGTA Cre17.g710351 GGAGGCGGAGGTATGGCGGCTGTAGCAGG GGTTCCACCACCACCGTGAACCATGCCACGCC
Cre17.g710400 GGAGGCGGAGGTATGGCTGGTCGCGGCA GGTTCCACCACCACCGGCGGTCTCCTCGCCC Cre17.g710450 GGAGGCGGAGGTATGGCCCCCAAGAAGGAC GGTTCCACCACCACCGCCCGAGGTGAACTTGG
Cre17.g710500 GGAGGCGGAGGTATGTCCGGACGTGGCA GGTTCCACCACCACCGCCACCGAAGCCGTAC Cre17.g710550 GGAGGCGGAGGTATGGCCCGCACCAAGC GGTTCCACCACCACCTTAGGCGCGCTCGCCA
Cre17.g710650 GGAGGCGGAGGTATGTCCAGTCGTCACAACGAAG GGTTCCACCACCACCGTCCCCAACGCTGCTGCAT Cre17.g710700 GGAGGCGGAGGTATGGCGTTCAAGACCAACA GGTTCCACCACCACCTCAGCGGCACCACCTG
Cre17.g710750 GGAGGCGGAGGTATGTCAATGAACCCCTTCGAG GGTTCCACCACCACCTTACCGCCGCTCCATGG Cre17.g710800 GGAGGCGGAGGTATGTTGCTGCGCAACAAGAC GGTTCCACCACCACCGGCCTCCACCAGCCGCAC
Cre17.g710850 GGAGGCGGAGGTATGGGGCAGCTGCTGACG GGTTCCACCACCACCCCGGTGCGCGTGGTGG Cre17.g710871 GGAGGCGGAGGTATGCGCCACAGGGCAG GGTTCCACCACCACCGCCGCTTTGGACCCCA
Cre17.g710879 GGAGGCGGAGGTATGCAACCACAAGCCGC GGTTCCACCACCACCACATCCCCCTGTGCGC Cre17.g710881 GGAGGCGGAGGTATGGCTCCCGAGGACAG GGTTCCACCACCACCTCCGGCACCATCCCAG
Cre17.g710881 GGAGGCGGAGGTATGGCGCAGCAGGACG GGTTCCACCACCACCAGCCGTCTTCTTGTGAGCG Cre17.g710881 GGAGGCGGAGGTATGGCGCAGCAGGACG GGTTCCACCACCACCCTAGCCTGGGGCGCCG
Cre17.g710900 GGAGGCGGAGGTATGCGCGCGGCTTTGG GGTTCCACCACCACCCTAGCACGCCGCCACC Cre17.g710950 GGAGGCGGAGGTATGGCGCAGCAGGACG GGTTCCACCACCACCAGCCGTCTTCTTGTGAGCG
Cre17.g711000 GGAGGCGGAGGTATGCCTGGCCCGAACT GGTTCCACCACCACCCTAGCACGCCGCCACC Cre17.g711050 GGAGGCGGAGGTATGCCGCTGGTAGTCATTTGC GGTTCCACCACCACCCACGTATTCGCCCGCTGC
Cre17.g711100 GGAGGCGGAGGTATGCACAGTAGGCATTCCG GGTTCCACCACCACCGGATCCACGGGGACGC Cre17.g711150 GGAGGCGGAGGTATGACGGTCACTCGGCGCAAG GGTTCCACCACCACCGCGGTGGTACCAGTACACC
Cre17.g711200 GGAGGCGGAGGTATGAAGTCTCAATTGTCGACGC GGTTCCACCACCACCCTGCTGCTGCTGCTGCTG Cre17.g711250 GGAGGCGGAGGTATGCGCAGCATTCGAATTCC GGTTCCACCACCACCCACGTAGCCTCCCGCACT
Cre17.g711300 GGAGGCGGAGGTATGCCCCAGAAGCCGA GGTTCCACCACCACCTGTCAGCGGCAGCAGC Cre17.g711350 GGAGGCGGAGGTATGGATAGCGATCAAAACGCG GGTTCCACCACCACCCTAACCGCGCCCCTCC
Cre17.g711401 GGAGGCGGAGGTATGACCTCAGCGTTCCTGC GGTTCCACCACCACCGCCCCGAGCACTGACGGC Cre17.g711450 GGAGGCGGAGGTATGACAGACCGAACACAAGACC GGTTCCACCACCACCGCTGTTGAACCAGTCGAAGAAC
Cre17.g711480 GGAGGCGGAGGTATGCGGCACGCGCTGA GGTTCCACCACCACCGACAACACCGGCAGGTCTC Cre17.g711503 GGAGGCGGAGGTATGTGGTTGAGGGTGGCG GGTTCCACCACCACCAACCCAGACTTTGTCGTGC
Cre17.g711526 GGAGGCGGAGGTATGAGCGGCGAATACGC GGTTCCACCACCACCTCAGCCTGCGCGCTTG Cre17.g711550 GGAGGCGGAGGTATGTTGGCAGCGGTGGG GGTTCCACCACCACCGTTACTTGACAGCAATGGCG
Cre17.g711600 GGAGGCGGAGGTATGCGGGGGGGCAGGA GGTTCCACCACCACCGGCGTGGTACTGGACGC Cre17.g711650 GGAGGCGGAGGTATGCCGCCGCACTGCGTTATC GGTTCCACCACCACCCATGATCTTGGCCCCGGAAAAG
Cre17.g711700 GGAGGCGGAGGTATGGCTGGTCGCGGCA GGTTCCACCACCACCGGCGGTCTCCTCGCCC Cre17.g711750 GGAGGCGGAGGTATGGCCCCCAAGAAGGAC GGTTCCACCACCACCGCCCGAGGTGAACTTGG
Cre17.g711800 GGAGGCGGAGGTATGTCCGGACGTGGCA GGTTCCACCACCACCGCCACCGAAGCCGTAC Cre17.g711850 GGAGGCGGAGGTATGGCCCGCACCAAGC GGTTCCACCACCACCTTAGGCGCGCTCGCCA
Cre17.g711900 GGAGGCGGAGGTATGAAGCAACGATACGGGC GGTTCCACCACCACCAAGCTCCTCATACACGTCGTA Cre17.g711950 GGAGGCGGAGGTATGCAGCGGCCTGCGGAAAG GGTTCCACCACCACCCACCGTCGCGCCCTCTTTCAAT
Cre17.g712000 GGAGGCGGAGGTATGGCGCGTGTGTATGTC GGTTCCACCACCACCGTCGCGTACAGGCGAGC Cre17.g712050 GGAGGCGGAGGTATGGCCGACGTGCTCG GGTTCCACCACCACCCTCCAGGATTGTCCGCGT
Cre17.g712100 GGAGGCGGAGGTATGCCCGCCACCTACAAG GGTTCCACCACCACCCAGCTTGGCCTTGATGGCC Cre17.g712150 GGAGGCGGAGGTATGGCGGCCAACAAAATACT GGTTCCACCACCACCCTGCACGGGGTGTACGC
Cre17.g712200 GGAGGCGGAGGTATGCCCACCCGCCGGGAC GGTTCCACCACCACCCGCCTCCGCAGCCTTGCC Cre17.g712250 GGAGGCGGAGGTATGGGCGTGAAGTGTGC GGTTCCACCACCACCCATTATGCTCCGCAATGACAG
Cre17.g712300 GGAGGCGGAGGTATGAGGTCTGCGCTGCTCAAG GGTTCCACCACCACCCCAGAGCCGGCCCTTGGCAATC Cre17.g712350 GGAGGCGGAGGTATGGTGCTGTGGCTGCTG GGTTCCACCACCACCCCCTGGCCGCAGCACC
Cre17.g712400 GGAGGCGGAGGTATGGCAGGCTGTCCGC GGTTCCACCACCACCGTCGTCCTTGCTCTCCGG Cre17.g712450 GGAGGCGGAGGTATGGACTGGGGCCGCA GGTTCCACCACCACCCCCCTGCCCCTCCTCT
Cre17.g712500 GGAGGCGGAGGTATGGGTCAATGCACAAGCA GGTTCCACCACCACCGATACCCGCCACACCCT Cre17.g712550 GGAGGCGGAGGTATGACGTCCCGCATGTCC GGTTCCACCACCACCCAGCATCATAGGGGCCGC
Cre17.g712600 GGAGGCGGAGGTATGACGAAGCGTTCTCGTC GGTTCCACCACCACCTCGGGACCCATACACCG Cre17.g712700 GGAGGCGGAGGTATGCGGGCTGAGCACG GGTTCCACCACCACCGCCGTTCTTGGCGTGT
Cre17.g712742 GGAGGCGGAGGTATGTGCGAGGCAGACCA GGTTCCACCACCACCGATCCGCAATGATCCCTGTG Cre17.g712771 GGAGGCGGAGGTATGGCCTTCTGGGCTGA GGTTCCACCACCACCGGTCCCGTGCTCGTGC
Cre17.g712800 GGAGGCGGAGGTATGAGACTAACTCCCGAGCTC GGTTCCACCACCACCGGCCGAATGGTCGCCG Cre17.g712850 GGAGGCGGAGGTATGACCTCGTTTGCTGGGAG GGTTCCACCACCACCCTCCTGGTGGTCGTGCTC
Cre17.g713000 GGAGGCGGAGGTATGGATGACTCGAAGCGGA GGTTCCACCACCACCCTTATCAGCCGCCTTGCC Cre17.g713025 GGAGGCGGAGGTATGCTCCAGTATCGCACAGC GGTTCCACCACCACCCAGCGAGTCATATACGCCTGC



204 APPENDIX A. APPENDIX

Cre17.g713051 GGAGGCGGAGGTATGTGGACAAGAACAAGTCGCTTA GGTTCCACCACCACCCTACCGCCGGCCACGC Cre17.g713100 GGAGGCGGAGGTATGGGGTCCACAATTGAGGA GGTTCCACCACCACCGGGCTCGGGGAAGGGG
Cre17.g713150 GGAGGCGGAGGTATGTGTCGCATCAGGACAG GGTTCCACCACCACCTGGGATGGGGATGGTCATG Cre17.g713200 GGAGGCGGAGGTATGTTCTGTGCTGGTTCGG GGTTCCACCACCACCCCACAGGCCAATGACCTTC
Cre17.g713260 GGAGGCGGAGGTATGGCGGATGCTCAATCAG GGTTCCACCACCACCGCTATCATCCTTGCCGCC Cre17.g713305 GGAGGCGGAGGTATGGGTACACCACCAACCAATG GGTTCCACCACCACCGACCCCATCGGCACGCTGTAC
Cre17.g713350 GGAGGCGGAGGTATGGCCACTCTCCTGAGGG GGTTCCACCACCACCCCACAGGCCAATGACCTTCC Cre17.g713400 GGAGGCGGAGGTATGGCTGGTCGCGGCA GGTTCCACCACCACCGGCGGTCTCCTCGCCC
Cre17.g713450 GGAGGCGGAGGTATGGCCCCCAAGAAGGAC GGTTCCACCACCACCGCCCGAGGTGAACTTGG Cre17.g713500 GGAGGCGGAGGTATGTCCGGACGTGGCA GGTTCCACCACCACCGCCACCGAAGCCGTAC
Cre17.g713550 GGAGGCGGAGGTATGGCCCGCACTAAGCAG GGTTCCACCACCACCTTAGGCGCGCTCGCCA Cre17.g713575 GGAGGCGGAGGTATGAAATACTCGCACAGGCA GGTTCCACCACCACCAAGCTCCTCATACACGTCGTA
Cre17.g713600 GGAGGCGGAGGTATGCCGACCCCCTGGCCC GGTTCCACCACCACCCAATGGCGGCAGCACCAT Cre17.g713650 GGAGGCGGAGGTATGTGGTTCTCGCCTAACGG GGTTCCACCACCACCCGCATGCCCTTCCTGCTG
Cre17.g713700 GGAGGCGGAGGTATGCTGCAAGGGCGGA GGTTCCACCACCACCGTCCGATCTGGCGATCTTG Cre17.g713726 GGAGGCGGAGGTATGTATCATTCGCCGCAAGC GGTTCCACCACCACCTTACTCCTCGCGAACAAATATGA
Cre17.g713750 GGAGGCGGAGGTATGCTCGCGTTTGTGGCT GGTTCCACCACCACCGAAGCCGCACACAATGACCTC Cre17.g713800 GGAGGCGGAGGTATGCGACATAGTTGTGGCAG GGTTCCACCACCACCTTACTCCTCGCGAACAAATATCA
Cre17.g713850 GGAGGCGGAGGTATGAGCTTTCCATGCTTAGGCT GGTTCCACCACCACCAATCTCATACTCAGGCGCCG Cre17.g713900 GGAGGCGGAGGTATGGCGTCCTCTAGCGT GGTTCCACCACCACCTTACCCGTCCACGTCGC
Cre17.g713950 GGAGGCGGAGGTATGGCCCGCACTAAGCAG GGTTCCACCACCACCTTAGGCGCGCTCGCCA Cre17.g714000 GGAGGCGGAGGTATGTCCGGACGTGGCA GGTTCCACCACCACCGCCACCGAAGCCGTAC
Cre17.g714050 GGAGGCGGAGGTATGGCCCCCAAGAAGGAC GGTTCCACCACCACCGCCCGAGGTGAACTTGG Cre17.g714100 GGAGGCGGAGGTATGGCTGGTCGCGGCA GGTTCCACCACCACCGGCGGTCTCCTCGCCC
Cre17.g714150 GGAGGCGGAGGTATGAAACCCGCTGCTTCCG GGTTCCACCACCACCCCCAATCCTGAGCACCATGC Cre17.g714150 GGAGGCGGAGGTATGAAACCCGCTGCTTCC GGTTCCACCACCACCCCCAATCCTGAGCACCATG
Cre17.g714200 GGAGGCGGAGGTATGAAACTCGCCGCTTCGG GGTTCCACCACCACCCCCAATCCTGAGCACCATGC Cre17.g714229 GGAGGCGGAGGTATGGCAGACGACGATGACG GGTTCCACCACCACCGTCCTCCTCGAGGTCCG
Cre17.g714250 GGAGGCGGAGGTATGGCTTTTATCACTGAGATTGCC GGTTCCACCACCACCCGATGCCTCCGCTGCTGG Cre17.g714300 GGAGGCGGAGGTATGGGATGTGCCTCTAGTGT GGTTCCACCACCACCTTCAAGCGGCTCCACCA
Cre17.g714350 GGAGGCGGAGGTATGGGATGCGGTGCCT GGTTCCACCACCACCTAGCTGCTCCATAGTGTGCT Cre17.g714400 GGAGGCGGAGGTATGGCGGACGTGGGCC GGTTCCACCACCACCCTTGGTGATGCTGGTGATGC
Cre17.g714450 GGAGGCGGAGGTATGAAACCCGCCACTTCGG GGTTCCACCACCACCCCCAATCCTGAGCACCATGC Cre17.g714450 GGAGGCGGAGGTATGAAACCCGCCACTTCG GGTTCCACCACCACCCCCAATCCTGAGCACCATG
Cre17.g714500 GGAGGCGGAGGTATGGCTGGTCGCGGCA GGTTCCACCACCACCGGCGGTCTCCTCGCCC Cre17.g714550 GGAGGCGGAGGTATGGCCCCCAAGAGGG GGTTCCACCACCACCGCCCGAGGTGAACTTGG
Cre17.g714600 GGAGGCGGAGGTATGTCCGGACGTGGCA GGTTCCACCACCACCGCCACCGAAGCCGTAC Cre17.g714650 GGAGGCGGAGGTATGGCCCGCACCAAGC GGTTCCACCACCACCTTAGGCGCGCTCGCCA
Cre17.g714700 GGAGGCGGAGGTATGTCCAGCAACTCGAACAA GGTTCCACCACCACCCACCGGCTGCCAATCAT Cre17.g714750 GGAGGCGGAGGTATGTTACTTACCGGTTTAATGCTG GGTTCCACCACCACCTTAACGACCCAAATCCACAGTG
Cre17.g714800 GGAGGCGGAGGTATGGAGCCTCGGACGTTAAC GGTTCCACCACCACCTTGCTGGCGGCGGAGG Cre17.g714900 GGAGGCGGAGGTATGACGGGCGCAGCATTG GGTTCCACCACCACCGTAGTCGTAGCACTCGATAAGCT
Cre17.g714950 GGAGGCGGAGGTATGGAGACTGATGACATGTGCT GGTTCCACCACCACCGCTCACAAACAACCGCCG Cre17.g715000 GGAGGCGGAGGTATGGTCGTTGTTGCTGCC GGTTCCACCACCACCTGCCGAGCTGGTGTTGG
Cre17.g715050 GGAGGCGGAGGTATGGCCACGCACCTCCCG GGTTCCACCACCACCCTCGGACGCGCCCGAGGAACAG Cre17.g715100 GGAGGCGGAGGTATGGCTGCGAAACCCCA GGTTCCACCACCACCCTGCTGGCCTGCAGCT
Cre17.g715150 GGAGGCGGAGGTATGTCTCTGCCGGTTCATTAC GGTTCCACCACCACCCATGCTCTTGAGAGGCAAAAG Cre17.g715176 GGAGGCGGAGGTATGGAGATGGACGACGGC GGTTCCACCACCACCTACCGCACCACCTGCG
Cre17.g715200 GGAGGCGGAGGTATGCCGAGCTTAATCTCAAACTG GGTTCCACCACCACCCAGCAGCAGCATCTCCTGGATC Cre17.g715250 GGAGGCGGAGGTATGTTTGCCCTTCGCGCT GGTTCCACCACCACCTGGCTTGATGATCATGATGGGC
Cre17.g715300 GGAGGCGGAGGTATGCGAACCTTCGGGCCC GGTTCCACCACCACCCTGGGGCGGGGTCTCATTCATC Cre17.g715300 GGAGGCGGAGGTATGCGAACCTTCGGGCC GGTTCCACCACCACCCTGGGGCGGGGTCTCA
Cre17.g715350 GGAGGCGGAGGTATGACTATGGCGTGTGACAATT GGTTCCACCACCACCCCCGTTCATCCGGTTCAGG Cre17.g715400 GGAGGCGGAGGTATGGCTCGACATAAGAACCGC GGTTCCACCACCACCGCTAGGGCCACGGCTGTC
Cre17.g715421 GGAGGCGGAGGTATGGAGTATGCACACAATCTGC GGTTCCACCACCACCCTATGCAGGCGGCGTTAC Cre17.g715500 GGAGGCGGAGGTATGGCTCTGCTCGCTTGC GGTTCCACCACCACCCTTCTTCACGATCTGAGCGCC
Cre17.g715550 GGAGGCGGAGGTATGAGGACCCGACAGCG GGTTCCACCACCACCCGACCCCCAAGTGCGC Cre17.g715653 GGAGGCGGAGGTATGGAGGCCCCCGGGG GGTTCCACCACCACCCGACAGCGTGGGCATGG
Cre17.g715700 GGAGGCGGAGGTATGACAGTCGCTGCAACAGC GGTTCCACCACCACCGTACGTATCCTGGATTTCGTCG Cre17.g715750 GGAGGCGGAGGTATGACGCTCGCTAATTTCGAGA GGTTCCACCACCACCTTGCGTGATCTGCTGCCA
Cre17.g715800 GGAGGCGGAGGTATGTTGCGCCTATTGCTAGTCC GGTTCCACCACCACCGGGGGCTGGAGGACTCGC Cre17.g715850 GGAGGCGGAGGTATGAGCGACAGCGAGGA GGTTCCACCACCACCCATCAAGTCGTGGTCCATGG
Cre17.g715900 GGAGGCGGAGGTATGGACACCTCTCGCAAGG GGTTCCACCACCACCCACCGCCATCTGCATCTTGAT Cre17.g715950 GGAGGCGGAGGTATGGGCCTCGACGGAG GGTTCCACCACCACCAGCAGCCTCTCCGCTC
Cre17.g716000 GGAGGCGGAGGTATGGCGCAATTTAGTCAACAGC GGTTCCACCACCACCTCAGGAGGGCGGTACCA Cre17.g716026 GGAGGCGGAGGTATGCAGCCGGGCCTGC GGTTCCACCACCACCGGAGCAGCAGCAACCCAT
Cre17.g716050 GGAGGCGGAGGTATGCATCGGCAACAAGGCC GGTTCCACCACCACCTGCGGTCGCCCGGACCAG Cre17.g716101 GGAGGCGGAGGTATGGAGCTGGTGAGCGTG GGTTCCACCACCACCCTCCACCGCCAGGATGTC
Cre17.g716150 GGAGGCGGAGGTATGATCCGGCCGGGCA GGTTCCACCACCACCGTTGCCAACTTGTGCAGGC Cre17.g716200 GGAGGCGGAGGTATGACACCACAACTCCTGGC GGTTCCACCACCACCGTTGCCAACTTGTGCAGGC
Cre17.g716251 GGAGGCGGAGGTATGGCTCAGCTGCTCGCC GGTTCCACCACCACCGTTGCCAATCTGATTTACGAAGC Cre17.g716301 GGAGGCGGAGGTATGACACCACAACTACTGGCA GGTTCCACCACCACCGTTGCCTGCCTGCCCG
Cre17.g716350 GGAGGCGGAGGTATGGTCGCGTTGGTAGTAGC GGTTCCACCACCACCTTGTTCCTCGGCATCCAGC Cre17.g716400 GGAGGCGGAGGTATGGCCGCTACCGACG GGTTCCACCACCACCGTACTCGCAGTTCTTGGGC
Cre17.g716450 GGAGGCGGAGGTATGGTTGCCAGCAGTGCC GGTTCCACCACCACCCGCCGCAGCAAAGAGCCG Cre17.g716451 GGAGGCGGAGGTATGAGCCGTTCTCGGCT GGTTCCACCACCACCGGGCATATTGATGCGTGTGTA
Cre17.g716500 GGAGGCGGAGGTATGGCGGACGGAACATTG GGTTCCACCACCACCGGCACTGCACATGCCC Cre17.g716576 GGAGGCGGAGGTATGGCGCAGAAGGCCCA GGTTCCACCACCACCCGGCGCGCTTGTCCCC
Cre17.g716600 GGAGGCGGAGGTATGATTCCCGTTAAGGAAGATCC GGTTCCACCACCACCTCACCACTGCAGGCCG Cre17.g716613 GGAGGCGGAGGTATGCTGCTGCTGCTGC GGTTCCACCACCACCCTAGGTGGCCGCTGCA
Cre17.g716650 GGAGGCGGAGGTATGTGCTCTGAAGCACCAG GGTTCCACCACCACCGTAACAGTACGACGCCGC Cre17.g716700 GGAGGCGGAGGTATGGAGCACTCTGAGGACCT GGTTCCACCACCACCCAGGTCTTGCGCCGCG
Cre17.g716750 GGAGGCGGAGGTATGGCAACTCCCCCGAG GGTTCCACCACCACCCATCAGGAACAGGCTGCG Cre17.g716800 GGAGGCGGAGGTATGTTCGCTGCTTCCACAC GGTTCCACCACCACCCACGCCCTCACCAGACA
Cre17.g716850 GGAGGCGGAGGTATGGACAGCGATGACTCTGC GGTTCCACCACCACCCCCCCACTCCCACTGCGC Cre17.g716900 GGAGGCGGAGGTATGGCAGCGTCAGCCC GGTTCCACCACCACCGCCCTGAAGGCGGGTC
Cre17.g716950 GGAGGCGGAGGTATGTATTCAGAGCTTGAGGCG GGTTCCACCACCACCGGAGTACCAGCCCTGGC Cre17.g717000 GGAGGCGGAGGTATGAATGCCCGGCGTGA GGTTCCACCACCACCCATGACCGCGCAGGGC
Cre17.g717100 GGAGGCGGAGGTATGGACGCGGTGCAGTA GGTTCCACCACCACCCTACGCGAAGCCGCCG Cre17.g717150 GGAGGCGGAGGTATGTCAGAGTCGGGGTCACAAA GGTTCCACCACCACCGCGCGCACTGTTCCCCCG
Cre17.g717250 GGAGGCGGAGGTATGAGCGGGATTGAGCCA GGTTCCACCACCACCGTCCGACCCTAGCTCCTC Cre17.g717300 GGAGGCGGAGGTATGGCGGAGGACTCAAAGA GGTTCCACCACCACCTCAGAGCGACGGCAGC
Cre17.g717350 GGAGGCGGAGGTATGTCTGACCCTGCGGCC GGTTCCACCACCACCATCGCCACGTGGCCGCTTG Cre17.g717400 GGAGGCGGAGGTATGAACCTCAATGAGCGGTC GGTTCCACCACCACCTTCCGGAACTGGCGGC
Cre17.g717500 GGAGGCGGAGGTATGTGGGACGGCTACAAGCG GGTTCCACCACCACCCTTGCCCCTGGCGGCC Cre17.g717550 GGAGGCGGAGGTATGGTCGCCCGTGTCT GGTTCCACCACCACCCTTTGTCCAGTCGGCCTG
Cre17.g717600 GGAGGCGGAGGTATGGAGCCGTCTAGCTCG GGTTCCACCACCACCGCACTTCCCACCACTGC Cre17.g717700 GGAGGCGGAGGTATGAGCAAACTGGACAAGTTCC GGTTCCACCACCACCTTACTCACAGTTCTTTGCTCGG
Cre17.g717750 GGAGGCGGAGGTATGGCAGACAAGCCCTTTGC GGTTCCACCACCACCGTCAAAGTCGCTGTCCTCGTC Cre17.g717800 GGAGGCGGAGGTATGGCGACAGCGGACTGGAATT GGTTCCACCACCACCCGACATGAACACCTGCGC
Cre17.g717800 GGAGGCGGAGGTATGGCGACAGCGGACT GGTTCCACCACCACCCGACATGAACACCTGCGC Cre17.g717850 GGAGGCGGAGGTATGACGTCTAGAATGACATCGAG GGTTCCACCACCACCCTAGGGCGCGGTGATGG
Cre17.g717900 GGAGGCGGAGGTATGCGGCTCACCGGTT GGTTCCACCACCACCAAGGCTGGACGTGTACAGA Cre17.g717919 GGAGGCGGAGGTATGCGCAGCCCAGAGGT GGTTCCACCACCACCACAGCCCACCGCCCCT
Cre17.g717950 GGAGGCGGAGGTATGCGGCTCACCGTTG GGTTCCACCACCACCCACGAGGGAAGAGGTGTAGA Cre17.g718000 GGAGGCGGAGGTATGCATTTAGCTGGGAATTTATTG GGTTCCACCACCACCTTACGCCACTGCGATGG
Cre17.g718050 GGAGGCGGAGGTATGTCAAAAGAGGACGCGGAG GGTTCCACCACCACCTGCAGCCGCTGCCACCTC Cre17.g718100 GGAGGCGGAGGTATGGCGCTGACGCTGA GGTTCCACCACCACCCATGATGGTGCAGCGCG
Cre17.g718185 GGAGGCGGAGGTATGTTTAAGGTTCACGTCATAACCG GGTTCCACCACCACCAAGCCCGCCAAGCCAGAC Cre17.g718200 GGAGGCGGAGGTATGCCACTAGGTGGCAAGC GGTTCCACCACCACCCTTGCAGAACTTGTCGCTCT
Cre17.g718250 GGAGGCGGAGGTATGAATGTATTAATAACAGGCGGA GGTTCCACCACCACCTCACCACAGGCCAGGA Cre17.g718300 GGAGGCGGAGGTATGGAAAACCCAGGACCCG GGTTCCACCACCACCCGTGCGCCGCGTGTTGTAG
Cre17.g718350 GGAGGCGGAGGTATGGCTGAGCTGTCCCTCAA GGTTCCACCACCACCCACCAGCTTGGCCAGGAAG Cre17.g718400 GGAGGCGGAGGTATGGGCCGCAGCAGCA GGTTCCACCACCACCGTCGTCATCCTCGTCGTCC
Cre17.g718450 GGAGGCGGAGGTATGAGCACCTTGCCACAC GGTTCCACCACCACCTTAACCGTGGGCCGCA Cre17.g718468 GGAGGCGGAGGTATGGTCCCACGCGGCG GGTTCCACCACCACCCTGGCAGTCGGGATCCTCA
Cre17.g718500 GGAGGCGGAGGTATGGTACTTTTTGTCGACGCAG GGTTCCACCACCACCCTGGCAGTCGGGATCCTCATTA Cre17.g718550 GGAGGCGGAGGTATGGGGCTGCGCGAGCTG GGTTCCACCACCACCACCGCTGGTACGCTCGCT
Cre17.g718600 GGAGGCGGAGGTATGGCAGCAACTAAAGCTGC GGTTCCACCACCACCTCACCCCTGGGTCCGC Cre17.g718650 GGAGGCGGAGGTATGGGCGAGGGCGGCA GGTTCCACCACCACCCTGCTTGCGCCGCTTGC
Cre17.g718700 GGAGGCGGAGGTATGTATTTTGGGCACAAAACTGC GGTTCCACCACCACCTTAGTGATAGGTTCGTCCGCC Cre17.g718750 GGAGGCGGAGGTATGGACCGCCAGGAAGCG GGTTCCACCACCACCGCGGAAATTGTTGGGGCG
Cre17.g718800 GGAGGCGGAGGTATGGGCTTGTTCGACTATCTG GGTTCCACCACCACCTTACGCCGCCGAGGGA Cre17.g718850 GGAGGCGGAGGTATGAACCCGCCGCTCTCAA GGTTCCACCACCACCCCAGAACGCATTGGGCGG
Cre17.g718900 GGAGGCGGAGGTATGTCCGGTCGCGGTC GGTTCCACCACCACCCTACGCCTTCCGGCCG Cre17.g718950 GGAGGCGGAGGTATGGTGGCGTCGCCATCT GGTTCCACCACCACCCGCGCCGAAGCCCGCTTG
Cre17.g719000 GGAGGCGGAGGTATGGCCGACCCCGCTAAC GGTTCCACCACCACCGTTGGTGTTCATGTAAGTGCTGG Cre17.g719050 GGAGGCGGAGGTATGGCTCCGGACGGAC GGTTCCACCACCACCTCCAAGTTGGCCACCGG
Cre17.g719100 GGAGGCGGAGGTATGTGCTCTAACGACGTTTGCT GGTTCCACCACCACCCTGTGCTGCCTGTTGCGC Cre17.g719150 GGAGGCGGAGGTATGGACACGGAGGAGGAG GGTTCCACCACCACCCTACTTGCGGCCCCCC
Cre17.g719200 GGAGGCGGAGGTATGTGCTCTAACGACGTTTGC GGTTCCACCACCACCCTGTGCTGCCTGCTGC Cre17.g719250 GGAGGCGGAGGTATGGCGGGCTTGATGAGCG GGTTCCACCACCACCCGCCGCGTCACTGGGC
Cre17.g719400 GGAGGCGGAGGTATGAACGGTTTAAGAGCTGGTCG GGTTCCACCACCACCTCACTGCGCGGGCCCT Cre17.g719500 GGAGGCGGAGGTATGCATTCCAGCAGCGTT GGTTCCACCACCACCCCGCAGCAACGTGAACC
Cre17.g719522 GGAGGCGGAGGTATGTGCGGAAGGCTCGG GGTTCCACCACCACCCAGGAACTGTGACAGGAAGG Cre17.g719537 GGAGGCGGAGGTATGTATGTGACTGCTGTGTGGC GGTTCCACCACCACCGCCTTCAGGGCGGCTAAC
Cre17.g719550 GGAGGCGGAGGTATGACACGCACGGAGGAG GGTTCCACCACCACCTCACGACAGCCCGGCG Cre17.g719600 GGAGGCGGAGGTATGGATAGCCTTTCCAACACC GGTTCCACCACCACCGTAGTGTCCCGCCGCC
Cre17.g719651 GGAGGCGGAGGTATGCAGCTGTTCTGGCAC GGTTCCACCACCACCGTCCTGAACCTGCAGCC Cre17.g719701 GGAGGCGGAGGTATGGTGAAGCCTCAGCCCC GGTTCCACCACCACCGGGGCTGCTGGTGGCC
Cre17.g719750 GGAGGCGGAGGTATGCTGCTTGGGATCCTGA GGTTCCACCACCACCGCCGGTTCTTAAGAACGGC Cre17.g719771 GGAGGCGGAGGTATGGGTGTTTGGTTGGGC GGTTCCACCACCACCCTGCGTGCGGTCCTGG
Cre17.g719792 GGAGGCGGAGGTATGCGTAGCAAGAAGGGAC GGTTCCACCACCACCGCCGGTTCTTAAGCACGG Cre17.g719834 GGAGGCGGAGGTATGGCGACGGATTGGGG GGTTCCACCACCACCGCCACTGCCGCACTGG
Cre17.g719855 GGAGGCGGAGGTATGATCTCACACCGTGGAGCC GGTTCCACCACCACCGTCGGCCTGCGCCAGC Cre17.g719900 GGAGGCGGAGGTATGCAGGCCCTGCAGACAG GGTTCCACCACCACCCTGCGGCCGCGTCTGGAAGAC
Cre17.g719900 GGAGGCGGAGGTATGCAGGCCCTGCAGACA GGTTCCACCACCACCCTGCGGCCGCGTCTGG Cre17.g719950 GGAGGCGGAGGTATGGCTCGGCTCGTCA GGTTCCACCACCACCAGGCGCCACAATGAAGTC
Cre17.g720000 GGAGGCGGAGGTATGGCGCACCTGGGCG GGTTCCACCACCACCGTCTGAGTGCTCACTTCCCCC Cre17.g720050 GGAGGCGGAGGTATGCAGATGCTGCAGCAGC GGTTCCACCACCACCGAGCTCCATGCGGGTAGC
Cre17.g720183 GGAGGCGGAGGTATGCCCATATCGGATTGCTGG GGTTCCACCACCACCCCACGCAATTGAGTCGATGGT Cre17.g720250 GGAGGCGGAGGTATGGTGTTCAAGTTCCCCACC GGTTCCACCACCACCGAGCCCCTTGCCGTTGTT
Cre17.g720256 GGAGGCGGAGGTATGCGCTTGCGCGCTG GGTTCCACCACCACCCATTGCCAACACGAGCGC Cre17.g720261 GGAGGCGGAGGTATGAGCGCCCAGGGCG GGTTCCACCACCACCCAGCCAGCTGTGCGGC
Cre17.g720300 GGAGGCGGAGGTATGCCACTTTACCACAGCTT GGTTCCACCACCACCCTACTGGGGAGGCGCG Cre17.g720350 GGAGGCGGAGGTATGGAGGCGTTGAGGTGC GGTTCCACCACCACCGCAGCCCAGGGGAAAGCG
Cre17.g720400 GGAGGCGGAGGTATGGAGCGTATCTCGGCGTCTT GGTTCCACCACCACCGAGCGCCATGACACCGGG Cre17.g720400 GGAGGCGGAGGTATGGAGCGTATCTCGGCG GGTTCCACCACCACCGAGCGCCATGACACCG
Cre17.g720450 GGAGGCGGAGGTATGACAGCTGGAGCCGGA GGTTCCACCACCACCGAGGCCGTTGCGGCCTGG Cre17.g720450 GGAGGCGGAGGTATGACAGCTGGAGCCGGA GGTTCCACCACCACCGAGGCCGTTGCGGCCT
Cre17.g720500 GGAGGCGGAGGTATGTCGGTGCCGGTGCCC GGTTCCACCACCACCTGGCCCAGGCGTCCCTGCCAAT Cre17.g720500 GGAGGCGGAGGTATGTCGGTGCCGGTGC GGTTCCACCACCACCTGGCCCAGGCGTCCCT
Cre17.g720528 GGAGGCGGAGGTATGCGCATAATCGGAGCCCA GGTTCCACCACCACCGAGCCCACGCCGCACC Cre17.g720550 GGAGGCGGAGGTATGGTGCACCTCAGCCT GGTTCCACCACCACCCTTTGACGGCGCAGTGC
Cre17.g720700 GGAGGCGGAGGTATGAGTCAAAGCGCGGTTCG GGTTCCACCACCACCGGCGTCGCAGCCACCG Cre17.g720750 GGAGGCGGAGGTATGGCGGAACACCGTAGC GGTTCCACCACCACCCTCGAAGAACACGTGCTGGC
Cre17.g720750 GGAGGCGGAGGTATGGCGGAACACCGTAGC GGTTCCACCACCACCCTCGAAGAACACGTGCTGG Cre17.g720800 GGAGGCGGAGGTATGCCGAAGTCGAAGCTAAAG GGTTCCACCACCACCCCGCACCAAGCCGCTC
Cre17.g720850 GGAGGCGGAGGTATGACCAACAGCAACCAGAG GGTTCCACCACCACCGAGGTCCTCGAAGCTGTCC Cre17.g720900 GGAGGCGGAGGTATGAAGACGTTTTCTAGCAGGAG GGTTCCACCACCACCTCAGCCTGATGCTGCCT
Cre17.g720950 GGAGGCGGAGGTATGATGACAGTCCAAGAGTTCA GGTTCCACCACCACCGAGGATGAAGGGGATGAGCG Cre17.g721000 GGAGGCGGAGGTATGGGCGCCTCTGTACGC GGTTCCACCACCACCGTGCCCCTCGCTGGTCTC
Cre17.g721150 GGAGGCGGAGGTATGGCTGGCTGGTTTCAAG GGTTCCACCACCACCGTGCCCCAGCACCACA Cre17.g721200 GGAGGCGGAGGTATGCTGCACTCGGCCC GGTTCCACCACCACCGACGGAGATGCCCAGGA
Cre17.g721250 GGAGGCGGAGGTATGTCGTTCAGAGAGCTTCGAT GGTTCCACCACCACCGAAGTCATTGTCATCCTCGTCG Cre17.g721300 GGAGGCGGAGGTATGAAGTTGCTTCCGGAGTCTC GGTTCCACCACCACCCTGCAGCGAGGGCTGGGTC
Cre17.g721350 GGAGGCGGAGGTATGACCATTCACAAGACCAACA GGTTCCACCACCACCTCATGCGTTGCCGCCC Cre17.g721400 GGAGGCGGAGGTATGCCATTCCTGCGAATAGG GGTTCCACCACCACCCAGGTCGCGGCTGTCG
Cre17.g721450 GGAGGCGGAGGTATGTATCTCAGGCGTCAGCA GGTTCCACCACCACCGCTCGACATGGCTGTGTAC Cre17.g721500 GGAGGCGGAGGTATGCAGACTCTTGCCGGC GGTTCCACCACCACCGGCGGACTTGCGGGTG
Cre17.g721517 GGAGGCGGAGGTATGGGCCGGCCTCCGCTG GGTTCCACCACCACCATTGTCCAGCGCCGCCAC Cre17.g721553 GGAGGCGGAGGTATGCTAACGACGCCGACC GGTTCCACCACCACCACCGCGGACGATGCGA
Cre17.g721600 GGAGGCGGAGGTATGAAGCGGGAGCGGGAG GGTTCCACCACCACCCGAAGTCTCCATGGCCCC Cre17.g721650 GGAGGCGGAGGTATGGACTCGGCATCGGGG GGTTCCACCACCACCCGCAGCCTCGTCCGCC
Cre17.g721700 GGAGGCGGAGGTATGGCCCTCACCATGCGTC GGTTCCACCACCACCGTTGCGGTACACAGGCAGG Cre17.g721750 GGAGGCGGAGGTATGGACGCAGCGTGCACC GGTTCCACCACCACCGGCCCGGGTCTCGTTGAT
Cre17.g721800 GGAGGCGGAGGTATGGGCAAGCACCGGC GGTTCCACCACCACCCTACTCTGCGCCGCCC Cre17.g721850 GGAGGCGGAGGTATGTCCCAGGCCTCGCTC GGTTCCACCACCACCCTCCTCGCACGCCGCC
Cre17.g721900 GGAGGCGGAGGTATGGGCAAAGGCGGTGATAG GGTTCCACCACCACCTCACGCCGCGTCCACG Cre17.g721950 GGAGGCGGAGGTATGAGCGTCAAAAGCGCTG GGTTCCACCACCACCCGCCACCAGGTTGCGC
Cre17.g722000 GGAGGCGGAGGTATGACGGGCAATGAGAACAGC GGTTCCACCACCACCATCCTTCTTGCTCTCCTCCTTG Cre17.g722050 GGAGGCGGAGGTATGGATACTGACCCCCGG GGTTCCACCACCACCCTTCTTGCTCAGCGTTTGAC
Cre17.g722200 GGAGGCGGAGGTATGGCAGCTAAACCAAGCG GGTTCCACCACCACCTCACGCCTCCTCGGGG Cre17.g722250 GGAGGCGGAGGTATGTCTTCGCTCCTGGGGA GGTTCCACCACCACCGCTCTCCCAGTACCCATCATC
Cre17.g722300 GGAGGCGGAGGTATGGCTGGCAAGAGCACG GGTTCCACCACCACCCATGTGCATGTTGCCGGC Cre17.g722350 GGAGGCGGAGGTATGGCTGATGGGGCGAGC GGTTCCACCACCACCTTGCCCCTCGCCGTCCTT
Cre17.g722400 GGAGGCGGAGGTATGTCGGCAAGTGCAGC GGTTCCACCACCACCGGGCATGAGGTGTCCGG Cre17.g722450 GGAGGCGGAGGTATGGGCCTGTGGCGTGGC GGTTCCACCACCACCCGCCCGCGTGCTACCGGACAG
Cre17.g722500 GGAGGCGGAGGTATGGCCGACCTCTTGAACAC GGTTCCACCACCACCCTCCTTCTTCTTCGCCTCCTTG Cre17.g722526 GGAGGCGGAGGTATGTTAACCCCTTCCCTTCGC GGTTCCACCACCACCTGCACTGGACGCAGCA
Cre17.g722550 GGAGGCGGAGGTATGCCCCTGCAGCAGC GGTTCCACCACCACCTCCTATGCCTGAAGCTGGC Cre17.g722583 GGAGGCGGAGGTATGAAGACGCGCGCAC GGTTCCACCACCACCTGGCAACAGACATCTATCCAC
Cre17.g722616 GGAGGCGGAGGTATGAAGACGCGCGCACCG GGTTCCACCACCACCTCCACGAACGGACGATGC Cre17.g722650 GGAGGCGGAGGTATGTCCGCATCCACATCCAG GGTTCCACCACCACCCGCGTTGAAGGGCGCC
Cre17.g722675 GGAGGCGGAGGTATGTCCTCAACCACATCCAGT GGTTCCACCACCACCCTACGCCTTGGAGGGCG Cre17.g722700 GGAGGCGGAGGTATGCAGGGAGCTGGGCCA GGTTCCACCACCACCGTACTGAAAGAAGTAGAGCTTGAGG
Cre17.g722750 GGAGGCGGAGGTATGGGTGCCTCGCAGG GGTTCCACCACCACCCTGCAGCAGGCCCAGA Cre17.g722800 GGAGGCGGAGGTATGGGGATGCGGAGAGCG GGTTCCACCACCACCCCCGTACCGACGCGCCAG
Cre17.g722851 GGAGGCGGAGGTATGCCAAGGGCTATGCGG GGTTCCACCACCACCTCCGCGCGACACACTG Cre17.g722900 GGAGGCGGAGGTATGCAACGAGGGCGGC GGTTCCACCACCACCTCAAACATTTGTCGGAATCTTGAG
Cre17.g722950 GGAGGCGGAGGTATGCAACAGTCGACTCGTTCG GGTTCCACCACCACCTCACCCGCCTCGCCCC Cre17.g723000 GGAGGCGGAGGTATGGACACGCCATGGAGAAG GGTTCCACCACCACCCGGTGGCCGCAGGAATGC
Cre17.g723150 GGAGGCGGAGGTATGCGGAGGCTCTGCCCTTC GGTTCCACCACCACCCGCGACGGGCTCGCCCACAG Cre17.g723200 GGAGGCGGAGGTATGGAATCGAACCCAGGAAC GGTTCCACCACCACCGATGGCCAGGCTGAACAG
Cre17.g723250 GGAGGCGGAGGTATGAAGCTGGCTTCAAGCCAG GGTTCCACCACCACCCTGTTGCCCGCCCTGCTG Cre17.g723250 GGAGGCGGAGGTATGAAGCTGGCTTCAAGCC GGTTCCACCACCACCCTGTTGCCCGCCCTGC
Cre17.g723350 GGAGGCGGAGGTATGAAGCGCAACACAAGCA GGTTCCACCACCACCCTGCTGCCGCTGCGAG Cre17.g723400 GGAGGCGGAGGTATGCACCGACAACACCTC GGTTCCACCACCACCTTACGCCTGGTGCGCG
Cre17.g723500 GGAGGCGGAGGTATGAGCTCGACAAAAGTGGAGC GGTTCCACCACCACCGCGCTTCTGGAAGTTCATGAAG Cre17.g723500 GGAGGCGGAGGTATGAGCTCGACAAAAGTGGAG GGTTCCACCACCACCGCGCTTCTGGAAGTTCATGA
Cre17.g723550 GGAGGCGGAGGTATGCGCACGCAAGTTTTGCAAG GGTTCCACCACCACCGTGCTTCCAGGCCAGGATG Cre17.g723600 GGAGGCGGAGGTATGGGAGACGTGAGCTACATC GGTTCCACCACCACCGAGCTGCAGCACGTTGGC
Cre17.g723650 GGAGGCGGAGGTATGGAGAGCTCAGCGCAG GGTTCCACCACCACCCACGACCGCGTCCTTGCTC Cre17.g723700 GGAGGCGGAGGTATGGCGACCACGAGGG GGTTCCACCACCACCCTTGTGTTTCTGCTTCTTGGG
Cre17.g723750 GGAGGCGGAGGTATGGTGAACGCTTTGGCTAT GGTTCCACCACCACCGCCGTCACATACTTCTCGG Cre17.g723800 GGAGGCGGAGGTATGGGCTTGAATATGCAGTATAA GGTTCCACCACCACCTTAATTAGTGGGCTCAGGCG
Cre17.g723850 GGAGGCGGAGGTATGGAGCTGGTACGGCG GGTTCCACCACCACCCGCCTTCCACGCGAAT Cre17.g723900 GGAGGCGGAGGTATGTATATCCAGTCTGGTGACACC GGTTCCACCACCACCCTAGACGGCTGTGTGCG
Cre17.g723950 GGAGGCGGAGGTATGTCGAGCAGCAGCGG GGTTCCACCACCACCCAAGCCCGCGTTGGTG Cre17.g724000 GGAGGCGGAGGTATGTGGACAGAACTAGATTTGTGT GGTTCCACCACCACCTCACTCCACGTCGGACC
Cre17.g724050 GGAGGCGGAGGTATGGCGCTCAAACTCACC GGTTCCACCACCACCGTCAGCCTCGGTGCTGA Cre17.g724100 GGAGGCGGAGGTATGGGACGTGCCAATACGC GGTTCCACCACCACCGCAGGCGAGGGCGTTGAC
Cre17.g724150 GGAGGCGGAGGTATGGCTCCCGACCCGGCG GGTTCCACCACCACCCGACGATGCTGACGCGGTC Cre17.g724150 GGAGGCGGAGGTATGGCTCCCGACCCGG GGTTCCACCACCACCCGACGATGCTGACGCG
Cre17.g724250 GGAGGCGGAGGTATGCCGTGGGCCCAGC GGTTCCACCACCACCGGGTTGTGATGAGACCCCTTG Cre17.g724276 GGAGGCGGAGGTATGGTTGGCTCAGTATTCACAC GGTTCCACCACCACCCTAACAGTACTTGATGGCGTGG
Cre17.g724300 GGAGGCGGAGGTATGCAGGCCCTGGCCACTC GGTTCCACCACCACCCAGAGCGCCAATGCCCTT Cre17.g724350 GGAGGCGGAGGTATGTTCCTGACACGAAGCGAG GGTTCCACCACCACCCAGGCGGCCAATGAGCGC
Cre17.g724400 GGAGGCGGAGGTATGGCTGGGACCGGCA GGTTCCACCACCACCTCAGCGCGTGCGTGTG Cre17.g724450 GGAGGCGGAGGTATGAGCTTGCTATCAGTACTTGG GGTTCCACCACCACCCTAGTACGTCCATTCCAGCAG
Cre17.g724550 GGAGGCGGAGGTATGTCTGCTCAAGGCCAAG GGTTCCACCACCACCAGAGCTGGCCTGCTTCT Cre17.g724600 GGAGGCGGAGGTATGCAGCAGCTGGCTCAG GGTTCCACCACCACCCTTCTTGTCCTGGTGCACGTAG
Cre17.g724650 GGAGGCGGAGGTATGTCCACGAACGGCCTG GGTTCCACCACCACCCGCACGCACTGACGCTGC Cre17.g724700 GGAGGCGGAGGTATGCTGCAGTCACGGCCC GGTTCCACCACCACCGTTCTTGTCCTGGTGCACGTAG
Cre17.g724750 GGAGGCGGAGGTATGGGCGCTGGATGCTC GGTTCCACCACCACCCGCCTCGCGGGGACTC Cre17.g724800 GGAGGCGGAGGTATGAGGAGCGGGAAATACGC GGTTCCACCACCACCCAAGCGCCGCTTGCTC
Cre17.g724850 GGAGGCGGAGGTATGAGAAACCCCAAGAAGGGGA GGTTCCACCACCACCCATGTTGCTCGCCTTGAACAG Cre17.g724873 GGAGGCGGAGGTATGGTGGAGGAGCTGCA GGTTCCACCACCACCAGCGCATGGCGGAGTT
Cre17.g724900 GGAGGCGGAGGTATGGCGGCTACTTGGAAGG GGTTCCACCACCACCTTCATCGGTCAAATCCACCAC Cre17.g724950 GGAGGCGGAGGTATGGCTGACTCCGCGTCG GGTTCCACCACCACCATCGGTGTGCATGGCGTC
Cre17.g724950 GGAGGCGGAGGTATGGCTGACTCCGCGT GGTTCCACCACCACCATCGGTGTGCATGGCG Cre17.g725000 GGAGGCGGAGGTATGTCGTCCACTCAAGAGCA GGTTCCACCACCACCCAACAGTGCCTCCAGGGG
Cre17.g725050 GGAGGCGGAGGTATGATTGAAGTGGTCCTGAACGA GGTTCCACCACCACCGTTGTAATAAAGCTCGAGACCCA Cre17.g725100 GGAGGCGGAGGTATGTCGCTTTCGGTTCTTATGG GGTTCCACCACCACCAAAGTCGCGGAAGGACATTTTG
Cre17.g725150 GGAGGCGGAGGTATGACGCTCAAAGCCGTTATTT GGTTCCACCACCACCCTTTTTATGCTTCTTAGCGCCC Cre17.g725200 GGAGGCGGAGGTATGTCCCTCAAGAGGGTGG GGTTCCACCACCACCCTTAGCCTTACCGGCGAAC
Cre17.g725250 GGAGGCGGAGGTATGGACTCTGTTCTGTGTCGT GGTTCCACCACCACCTGGCCGCAGCCTTTTG Cre17.g725301 GGAGGCGGAGGTATGATGGGCATGGGGCAAG GGTTCCACCACCACCCTGAATGTGAGCATCCAGCTTC
Cre17.g725350 GGAGGCGGAGGTATGCGGGGCTCGGTCG GGTTCCACCACCACCCTACAACTCGTCCTTTGCAATCTT Cre17.g725376 GGAGGCGGAGGTATGGTGGTCGTGGAGGGC GGTTCCACCACCACCCTAGGCACCGGCCGGC
Cre17.g725400 GGAGGCGGAGGTATGGGCGGAGGACACC GGTTCCACCACCACCGTGGTGGCCATGGCCA Cre17.g725450 GGAGGCGGAGGTATGGAGGGAGGCCGGG GGTTCCACCACCACCATCGCTCTCGCTGTCGC
Cre17.g725500 GGAGGCGGAGGTATGGCAACCATTGCTCGC GGTTCCACCACCACCGAGGCGGTTGAACAGCAG Cre17.g725550 GGAGGCGGAGGTATGCTGCCCAGCCAAACA GGTTCCACCACCACCCAGCTTGCCTGCTGGTGC
Cre17.g725600 GGAGGCGGAGGTATGCCGGGCTGGCTGA GGTTCCACCACCACCATCTGCATGGTTGCGCG Cre17.g725700 GGAGGCGGAGGTATGCTCTTCAGTGCATACGG GGTTCCACCACCACCGCGACTGGATTCGTTGAATG
Cre17.g725750 GGAGGCGGAGGTATGGCCGAGACCGTCCCTC GGTTCCACCACCACCCAGCCCTCCGCGCGCAAAGTC Cre17.g725800 GGAGGCGGAGGTATGGCGCTGTATATGGCCT GGTTCCACCACCACCTACGTCAGGGCGTGACA
Cre17.g725851 GGAGGCGGAGGTATGCTTTCGTGCGTGCG GGTTCCACCACCACCTTGGCATGGCGGGGGT Cre17.g725900 GGAGGCGGAGGTATGGCTGGTGTGCAGCAG GGTTCCACCACCACCGAAACCCAGGCGCATAGTCG
Cre17.g725900 GGAGGCGGAGGTATGGCTGGTGTGCAGCA GGTTCCACCACCACCGAAACCCAGGCGCATAGTC Cre17.g725950 GGAGGCGGAGGTATGAATGTTGCTCTCCAGCCG GGTTCCACCACCACCCGTCTGATTGTTCCACTCCTCA
Cre17.g726000 GGAGGCGGAGGTATGTTTAACGGCCCGGCC GGTTCCACCACCACCCACCTCGGCCGCGCAGTC Cre17.g726100 GGAGGCGGAGGTATGGCCGTGCTGCCTGCTAG GGTTCCACCACCACCGGGCTGCTCTGACGCGGC
Cre17.g726150 GGAGGCGGAGGTATGGACGCAGTGGCGCTTC GGTTCCACCACCACCCTGCTGCCGATTGAACCAC Cre17.g726200 GGAGGCGGAGGTATGGCTGCCCCGACCAATCTAT GGTTCCACCACCACCAAAGAAGCCCGAGCCAAGG
Cre17.g726250 GGAGGCGGAGGTATGTTGGATAGGAAGCCAGTCC GGTTCCACCACCACCCCGCATCTGCAGCAGCCG Cre17.g726300 GGAGGCGGAGGTATGAAGTTCCGGCTCCCA GGTTCCACCACCACCCCAGGACGCCTTTGATACG
Cre17.g726350 GGAGGCGGAGGTATGGAGGCTCCTATACGTGC GGTTCCACCACCACCAAAACCAAACAGCTTGAGCG Cre17.g726400 GGAGGCGGAGGTATGCCCCTCGCAAGATGGATTC GGTTCCACCACCACCGTCCTCCTTCTCGCGGATG
Cre17.g726450 GGAGGCGGAGGTATGCTCCGTTCTTCTCGTG GGTTCCACCACCACCCTGCGTGTAGTCGGTAACG Cre17.g726500 GGAGGCGGAGGTATGGGAAGGTCGCCGC GGTTCCACCACCACCGATCTCCTGCATGTGGAAGC
Cre17.g726550 GGAGGCGGAGGTATGCAGCAGAATGACCTAATCT GGTTCCACCACCACCCTAGTAGCAGGGCCCGC Cre17.g726650 GGAGGCGGAGGTATGGCAGGCTCACGACG GGTTCCACCACCACCCGCCAGGATCCGGCAG
Cre17.g726700 GGAGGCGGAGGTATGGACTGCCGATACCATGAAT GGTTCCACCACCACCCAGCCTGGACCGCCCCTG Cre17.g726750 GGAGGCGGAGGTATGAAGCTCCAGACTTCTCAGG GGTTCCACCACCACCGGCGGTCTTAGCAGCCAG
Cre17.g726800 GGAGGCGGAGGTATGCTGAGAGCGTCTGAGAC GGTTCCACCACCACCTCAGTCCCCGCCGACG Cre17.g726850 GGAGGCGGAGGTATGGCCGATGCTCAAGC GGTTCCACCACCACCCACACCTCCACGCGCA
Cre17.g726900 GGAGGCGGAGGTATGAGTAACTATCGCGTGCG GGTTCCACCACCACCATGCATCTCGTCATCCGAGT Cre17.g726983 GGAGGCGGAGGTATGGGTGTCCTATTTGATGGAGA GGTTCCACCACCACCTCAGGCGAAGCCCTCC
Cre17.g727100 GGAGGCGGAGGTATGTCGGAGCCGGGGG GGTTCCACCACCACCCCGCATGAGCTCCACCT Cre17.g727150 GGAGGCGGAGGTATGAAGTTCCTGCGTCGATGC GGTTCCACCACCACCCACACGTCGCGTTTCCATC
Cre17.g727201 GGAGGCGGAGGTATGTCCTGCTGCCCCGCACCTA GGTTCCACCACCACCCCTCCACGGCCTGCGCCGTTG Cre17.g727201 GGAGGCGGAGGTATGTCCTGCTGCCCCGC GGTTCCACCACCACCCCTCCACGGCCTGCGC
Cre17.g727250 GGAGGCGGAGGTATGTCACATGCCCTAGAAGCT GGTTCCACCACCACCCGCGGCATGCGTGGAT Cre17.g727300 GGAGGCGGAGGTATGGCCGCCTTGCCAATG GGTTCCACCACCACCGGCCTTGATCGTGGCGGG
Cre17.g727326 GGAGGCGGAGGTATGGAGACATGCATGATGCG GGTTCCACCACCACCGCCATAACTTGCGTCTCCT Cre17.g727350 GGAGGCGGAGGTATGAAGCTGACGCCGGAGC GGTTCCACCACCACCCTCGGCCGCATCGCCC
Cre17.g727400 GGAGGCGGAGGTATGACGTCCGACAATCCGA GGTTCCACCACCACCGCGGTACATACCCGGTTG Cre17.g727500 GGAGGCGGAGGTATGGCGAGCTACAGCCCC GGTTCCACCACCACCGACGGTGGTGGGGCCG
Cre17.g727550 GGAGGCGGAGGTATGCTAGGCAGCGCTCC GGTTCCACCACCACCAGCAACCCAGCCCCGG Cre17.g727650 GGAGGCGGAGGTATGTTGTCTGCGGACCGC GGTTCCACCACCACCCTTGCTCCCCGCGTTGCC
Cre17.g727650 GGAGGCGGAGGTATGTTGTCTGCGGACCGC GGTTCCACCACCACCCTTGCTCCCCGCGTTG Cre17.g727700 GGAGGCGGAGGTATGCTTCTGACAAAGTTTCGCC GGTTCCACCACCACCCCACTGGCCCCAGCCATC
Cre17.g727750 GGAGGCGGAGGTATGGCCAGTGGTCAAAATGC GGTTCCACCACCACCAATGCCCAGCGGGTCATC Cre17.g727801 GGAGGCGGAGGTATGGATGGGCGCAGCG GGTTCCACCACCACCCACCGCGTACTCGCGC
Cre17.g727850 GGAGGCGGAGGTATGCGCATCGTGCAAGT GGTTCCACCACCACCAGCCCACAGCACACGC Cre17.g727900 GGAGGCGGAGGTATGCCAGTGGAGCCAAAG GGTTCCACCACCACCATGCATAGGTCCAGCAGCA
Cre17.g727950 GGAGGCGGAGGTATGCCTGCCGTGTCCAGC GGTTCCACCACCACCGCCGTCGTACGTGAACGG Cre17.g727950 GGAGGCGGAGGTATGCCTGCCGTGTCCA GGTTCCACCACCACCGCCGTCGTACGTGAACG
Cre17.g728000 GGAGGCGGAGGTATGCAGCTCCACGCGTCG GGTTCCACCACCACCGCTCGGGCGTGGAGCG Cre17.g728050 GGAGGCGGAGGTATGGGGTCGAGCTGCC GGTTCCACCACCACCGGCAAACAGGTCGTTGATGT
Cre17.g728100 GGAGGCGGAGGTATGGTCACCAAATCGACCTTGG GGTTCCACCACCACCCAAGTCCTTCGGCTCCTCGTA Cre17.g728150 GGAGGCGGAGGTATGAAGCTTGTAGGCGTGGG GGTTCCACCACCACCCATGAAGCGGCAGCAGCT
Cre17.g728200 GGAGGCGGAGGTATGGGGCGAGACCTCCCG GGTTCCACCACCACCTGCCGCCGCGAGCGATCG Cre17.g728300 GGAGGCGGAGGTATGCCGTTCGCTTTACTAGTAC GGTTCCACCACCACCCATGATGGCACATGCCTTGC
Cre17.g728350 GGAGGCGGAGGTATGGCCCGCCACAGCC GGTTCCACCACCACCATGGTGGCCGATGCCCA Cre17.g728483 GGAGGCGGAGGTATGTCGCTGCTGCGCG GGTTCCACCACCACCCACGATGGTGCTGATGAGAC
Cre17.g728550 GGAGGCGGAGGTATGTGGCTTCGCTTCCTCTGC GGTTCCACCACCACCGGCCACCACAGCCGCC Cre17.g728600 GGAGGCGGAGGTATGAGCGTCCGGCGCC GGTTCCACCACCACCCTGCACGTCCAGCTCGC
Cre17.g728650 GGAGGCGGAGGTATGCCGCTGGTTCTGCGG GGTTCCACCACCACCCGTCAGCTGCCAGAAGCA Cre17.g728750 GGAGGCGGAGGTATGGAGACAAGCGGCGCC GGTTCCACCACCACCGCAGTTGTCGATGCGACCATC
Cre17.g728800 GGAGGCGGAGGTATGTTGTCTCGACTAGGTCTGG GGTTCCACCACCACCCTCCTGCAGGTTGCGCAC Cre17.g728850 GGAGGCGGAGGTATGCATGCGCTCACCC GGTTCCACCACCACCTCAATCAAAGAGCCCGGGTA
Cre17.g728900 GGAGGCGGAGGTATGCAGCCAAGCTCGGGC GGTTCCACCACCACCGTGGTTGTTGCCGTGGCG Cre17.g728976 GGAGGCGGAGGTATGGCGCGGCACCACT GGTTCCACCACCACCGTCAGCGCACGGCATCT
Cre17.g729050 GGAGGCGGAGGTATGCAGCCGCAGTGGC GGTTCCACCACCACCCGCTTCCACTGCCTCTGC Cre17.g729150 GGAGGCGGAGGTATGACCGACGCAGATGCTA GGTTCCACCACCACCCCTGCGCACATCGCGG
Cre17.g729200 GGAGGCGGAGGTATGGGGCTGCTTGGACGC GGTTCCACCACCACCCTACCGCCGCAGCGCA Cre17.g729250 GGAGGCGGAGGTATGGCTCAGAACGCTGGA GGTTCCACCACCACCCCCTAATGACCCATACTCCCG
Cre17.g729301 GGAGGCGGAGGTATGCTGCTGGGGCACA GGTTCCACCACCACCTCAGCCTGCGCGCTTG Cre17.g729393 GGAGGCGGAGGTATGTATCGTGTTAAGATCCCTTTG GGTTCCACCACCACCTCACCCCAACGACCCA
Cre17.g729400 GGAGGCGGAGGTATGGTTCGCGAGTTCGTG GGTTCCACCACCACCCTGCTCCGACTCTCGCA Cre17.g729450 GGAGGCGGAGGTATGGCGCACCAGGGTCA GGTTCCACCACCACCGTGGTGGCCGCTGCGG
Cre17.g729500 GGAGGCGGAGGTATGGCAATCTGGGGCAAG GGTTCCACCACCACCCTATCTCGCGCCCCCG Cre17.g729550 GGAGGCGGAGGTATGTCTGAACTCAACTACTCGG GGTTCCACCACCACCCTACAAGAAGCTGGCCGTG
Cre17.g729650 GGAGGCGGAGGTATGTCCGGGGCAGGCGGC GGTTCCACCACCACCATGCGCCTCGACCCGCAC Cre17.g729700 GGAGGCGGAGGTATGGCAGCTTGCAATTTCG GGTTCCACCACCACCGAACGGCGCCACGTAA
Cre17.g729750 GGAGGCGGAGGTATGCTGGACCGAATTCATGAA GGTTCCACCACCACCGGCTTCCGCCACCTCC Cre17.g729800 GGAGGCGGAGGTATGGCTCTGCAGATGAAGCAG GGTTCCACCACCACCTGCGGAGTTATCCTTGCCCTC
Cre17.g729850 GGAGGCGGAGGTATGCCACCAAAAGTAGTGGAGG GGTTCCACCACCACCCAGCTGGCACGTCAGCCC Cre17.g729900 GGAGGCGGAGGTATGAACTGCGTAAGTTCCTCG GGTTCCACCACCACCTCATTGCTGAGGCGGCG
Cre17.g729901 GGAGGCGGAGGTATGCTCGACATGACAACTGTGG GGTTCCACCACCACCCCAGCAGGGTAGCCGCGG Cre17.g729950 GGAGGCGGAGGTATGAACTGTAAATTCTCAGCGACT GGTTCCACCACCACCCATCATGTGCATTTTGAGCACT
Cre17.g730000 GGAGGCGGAGGTATGATTCACTCTGCGACCAAC GGTTCCACCACCACCGGCCGTCTTGGGTGCA Cre17.g730100 GGAGGCGGAGGTATGGCTCGTGGCACGAG GGTTCCACCACCACCTCACACCGCCCACGCC
Cre17.g730150 GGAGGCGGAGGTATGTTTTGGTCAAGAAGAAAGCC GGTTCCACCACCACCCTACTGCTGCTGGCGGC Cre17.g730200 GGAGGCGGAGGTATGGGGCGCTGCAGGACG GGTTCCACCACCACCCGGCGAGGGGAAGCCGCG
Cre17.g730250 GGAGGCGGAGGTATGGCGGCGAAGGACC GGTTCCACCACCACCCTTGTCCTCCTGCTTCTTGAT Cre17.g730300 GGAGGCGGAGGTATGGCAGAGCCCGTCG GGTTCCACCACCACCCTAGCTGCGCACCCCG
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Cre17.g730350 GGAGGCGGAGGTATGCTGCTGAGGCTGAGG GGTTCCACCACCACCGGTCATCGAGAAATACGGCA Cre17.g730400 GGAGGCGGAGGTATGCCGACGCTAGCTCTC GGTTCCACCACCACCGACCGCTTCCGTGGCTGC
Cre17.g730550 GGAGGCGGAGGTATGCTAGCCAGTTTAGTCGTCC GGTTCCACCACCACCCTACGCGCGCAGCAGG Cre17.g730575 GGAGGCGGAGGTATGCAGGATGCATTTACCTGC GGTTCCACCACCACCTCAGCAGGCAGCAGCG
Cre17.g730600 GGAGGCGGAGGTATGTCGCACAATTATGCGAGT GGTTCCACCACCACCTCAGCTCAGCCGGTGG Cre17.g730650 GGAGGCGGAGGTATGGGCAGGGCTGCGA GGTTCCACCACCACCATCCACCAAGTCAGCCGC
Cre17.g730700 GGAGGCGGAGGTATGCGCACAGCCTCTGCG GGTTCCACCACCACCGTTCCAGGCTAGTGCGGAC Cre17.g730750 GGAGGCGGAGGTATGGCGAGGGTGGCAG GGTTCCACCACCACCCTCCTGCTTCTGCTTGCG
Cre17.g730817 GGAGGCGGAGGTATGTCCACCTCTAACACTCCG GGTTCCACCACCACCGCACGAGACATCCACATTCT Cre17.g730950 GGAGGCGGAGGTATGCCTCCGGCTGGCGGTG GGTTCCACCACCACCCTTGAGCTTGCTGGCGCG
Cre17.g731001 GGAGGCGGAGGTATGCGTCGCCCGGACC GGTTCCACCACCACCCACCGCAACGCCGTCC Cre17.g731050 GGAGGCGGAGGTATGCCTGTTCCTGTTAGCGTAA GGTTCCACCACCACCGTTCCGCATGACGGCGTT
Cre17.g731200 GGAGGCGGAGGTATGCTGCTCCTTCGCGC GGTTCCACCACCACCGTGCCAAGTGCTAGACATGAC Cre17.g731250 GGAGGCGGAGGTATGGCGGGGCGGCTAT GGTTCCACCACCACCTCACTGCGCCGGCAGC
Cre17.g731300 GGAGGCGGAGGTATGGCGAGCCCAGCAGCAG GGTTCCACCACCACCCGGCCCCGTCCACAGCGCATG Cre17.g731350 GGAGGCGGAGGTATGCTACAGTCGACCCGCT GGTTCCACCACCACCCCAGCTGATGCTGCTGCG
Cre17.g731450 GGAGGCGGAGGTATGAGCAGGAAGCAGGTTGC GGTTCCACCACCACCCTACTGCCGCTCGCAGC Cre17.g731466 GGAGGCGGAGGTATGGCCTACCGAGCAGAG GGTTCCACCACCACCGGACACAATGCACGCGC
Cre17.g731550 GGAGGCGGAGGTATGGTACTGCTTCAATCGTTGA GGTTCCACCACCACCCTACAGCTGCAGGATCATGAG Cre17.g731561 GGAGGCGGAGGTATGGAAGAGTCGCCCGC GGTTCCACCACCACCTGTGCCGTCCCGCCAG
Cre17.g731571 GGAGGCGGAGGTATGCTGCACCGAATTTCCG GGTTCCACCACCACCCGGCCACCTCTTCTGCC Cre17.g731581 GGAGGCGGAGGTATGCGGTGTCATCCACGG GGTTCCACCACCACCCCCTGTCCGCACCCAC
Cre17.g731591 GGAGGCGGAGGTATGCTGCACCGAATTTCCG GGTTCCACCACCACCCAGCCGCCTCTTCCACC Cre17.g731600 GGAGGCGGAGGTATGGAAGAGTCGCCTGCC GGTTCCACCACCACCCACACGCAAACGCACGCC
Cre17.g731650 GGAGGCGGAGGTATGCTGCACCGAATTTCCG GGTTCCACCACCACCCGGCCACCTCTTCTGCC Cre17.g731700 GGAGGCGGAGGTATGGGAAGGAAGCTTGCACTG GGTTCCACCACCACCGTGCACCTCCAGTGTCCC
Cre17.g731700 GGAGGCGGAGGTATGGGAAGGAAGCTTGCAC GGTTCCACCACCACCGTGCACCTCCAGTGTCCC Cre17.g731750 GGAGGCGGAGGTATGGCGCCCCTCCTTG GGTTCCACCACCACCTCACGGCTCCAGGCGG
Cre17.g731800 GGAGGCGGAGGTATGCGCAGCTCTATGCGC GGTTCCACCACCACCCGGCTTGGCGCACTCG Cre17.g731850 GGAGGCGGAGGTATGGAGTCCCCCTTCAAATCC GGTTCCACCACCACCTAACTTGCTGCGCGGCTT
Cre17.g731900 GGAGGCGGAGGTATGTCCGTCAGATGCGGC GGTTCCACCACCACCCGCAGGGCAATGCATAGG Cre17.g731950 GGAGGCGGAGGTATGGCCCTCCAGCAGCAG GGTTCCACCACCACCAGCGAACAGAATCAGGAACACC
Cre17.g732000 GGAGGCGGAGGTATGGCGTCCTCCCAGAAGG GGTTCCACCACCACCAGCGAACAGAATCAGGAACACC Cre17.g732050 GGAGGCGGAGGTATGGCTCCAAGAGGCACTAAGA GGTTCCACCACCACCCTTCACCTGTCCACCGCG
Cre17.g732100 GGAGGCGGAGGTATGCCGCTTCTGGTCGTTAA GGTTCCACCACCACCCGCGCCGTCCATGAGGTC Cre17.g732150 GGAGGCGGAGGTATGAGTCGACCAGGGACC GGTTCCACCACCACCCCGACTGCTCTGGTAGAACT
Cre17.g732200 GGAGGCGGAGGTATGTTCCGCCGGACGC GGTTCCACCACCACCTCCGCACGGCGTCACG Cre17.g732250 GGAGGCGGAGGTATGTCTTCCCTGAAGGCTTGC GGTTCCACCACCACCGTTGACGGACGGTGCC
Cre17.g732300 GGAGGCGGAGGTATGGCTGACTTGGAGGGTG GGTTCCACCACCACCTGCCGGCACCAGCTCC Cre17.g732350 GGAGGCGGAGGTATGGGCACGGTAACTACGCG GGTTCCACCACCACCGATGGGCTGCGCCGGC
Cre17.g732400 GGAGGCGGAGGTATGGGGGTACGCAGGTT GGTTCCACCACCACCCTCGACGTCTGAGTCATCG Cre17.g732566 GGAGGCGGAGGTATGGCGCGACTTCAGTCC GGTTCCACCACCACCCTGCTGCTGGCGGCAC
Cre17.g732600 GGAGGCGGAGGTATGAGAGCAGCAATCGTTGC GGTTCCACCACCACCAACGTCGGTGACGGTAATC Cre17.g732700 GGAGGCGGAGGTATGATTCGCGCGTGTCGG GGTTCCACCACCACCCTCTCGCCGACTGGCTACT
Cre17.g732750 GGAGGCGGAGGTATGACAACTTTGCTGGACCTGC GGTTCCACCACCACCGCTCCTCACCAGGATGCAG Cre17.g732750 GGAGGCGGAGGTATGACAACTTTGCTGGACCTG GGTTCCACCACCACCGCTCCTCACCAGGATGCA
Cre17.g732850 GGAGGCGGAGGTATGCGGCAACAACGCTTCTC GGTTCCACCACCACCCTTCCCGACTGTCGCCGC Cre17.g732900 GGAGGCGGAGGTATGGGCGCGAACGCTG GGTTCCACCACCACCCAACCCGCCCCACCAC
Cre17.g732901 GGAGGCGGAGGTATGGCAAGCAGACGGCCGTTG GGTTCCACCACCACCAGCCAACGCATATGTCGGG Cre17.g732901 GGAGGCGGAGGTATGGCAAGCAGACGGCC GGTTCCACCACCACCAGCCAACGCATATGTCGG
Cre17.g732951 GGAGGCGGAGGTATGAGTGAGCCGTACGTACG GGTTCCACCACCACCCCGCTGCAGCAACCAG Cre17.g733000 GGAGGCGGAGGTATGGCTCTGCAACACTACCG GGTTCCACCACCACCGTTGCGCTCCACTGCC
Cre17.g733026 GGAGGCGGAGGTATGCGCCTCGTCAATTATGG GGTTCCACCACCACCACACCATCGCAGCCCA Cre17.g733100 GGAGGCGGAGGTATGATGCCTCGTGCAAAATCC GGTTCCACCACCACCGTCACCTTCCTCGGCAATG
Cre17.g733162 GGAGGCGGAGGTATGGTGCAAAACCAAACGC GGTTCCACCACCACCCTCCGCAGCTTCTTGAGC Cre17.g733174 GGAGGCGGAGGTATGCCTCGCGGAGTCA GGTTCCACCACCACCCGGAGGCGACTGCTGA
Cre17.g733200 GGAGGCGGAGGTATGCATGCAGGCCCTACT GGTTCCACCACCACCTCGATCACACACGACGCC Cre17.g733208 GGAGGCGGAGGTATGGAGCGGGGCCAAA GGTTCCACCACCACCCTTGGAGAGCTTGAAGTGAGT
Cre17.g733250 GGAGGCGGAGGTATGCAGTCGTTGGCTCAGAAG GGTTCCACCACCACCACCCTCCACCAGCTTGGT Cre17.g733300 GGAGGCGGAGGTATGGGGCTATGCGGCAGCAAAG GGTTCCACCACCACCGCCTCCGCCGCCAGCAGCTG
Cre17.g733350 GGAGGCGGAGGTATGTCTCGAACATCTTCGAATTTCA GGTTCCACCACCACCCCGCCACCACACGCTGTA Cre17.g733400 GGAGGCGGAGGTATGGCGACAGGGTCGTCT GGTTCCACCACCACCCTTGCACCACGCGCTGTA
Cre17.g733450 GGAGGCGGAGGTATGACCTCGCCACCCC GGTTCCACCACCACCGTCTGCGAGCAACCGAC Cre17.g733550 GGAGGCGGAGGTATGTCGTTAAACAATAAGGGAAGC GGTTCCACCACCACCTCAGTCCACACCGTGCG
Cre17.g733600 GGAGGCGGAGGTATGCGCCCAGAACAGTG GGTTCCACCACCACCACCCTCCTCACCCTCAAC Cre17.g733650 GGAGGCGGAGGTATGGAAAGCGGATATGAGCCAA GGTTCCACCACCACCCCTCTGGCTGACGCGCAG
Cre17.g733652 GGAGGCGGAGGTATGGGTGAGACCGGCG GGTTCCACCACCACCCCCCTGCCCCTCCTCA Cre17.g733678 GGAGGCGGAGGTATGGCTGCAGACCGCT GGTTCCACCACCACCGTGTTTAGCCCGCAGCG
Cre17.g733689 GGAGGCGGAGGTATGCCCGATTGGCTGAATG GGTTCCACCACCACCCCGCGTGACTTCGTTAAGG Cre17.g733700 GGAGGCGGAGGTATGAAGCAGACCAGCTCGG GGTTCCACCACCACCTGTTCGCTTGTGCGTGT
Cre17.g733702 GGAGGCGGAGGTATGGGGAAGGGGGGGGG GGTTCCACCACCACCTCACAGCCGGCTGCGC Cre17.g733750 GGAGGCGGAGGTATGGTCGACGCCAAGGG GGTTCCACCACCACCACGAGTGCTCTGATTGTCG
Cre17.g733752 GGAGGCGGAGGTATGAAGCGAGACGGCACT GGTTCCACCACCACCACCGTCGCAGCTGCCT Cre17.g733753 GGAGGCGGAGGTATGGGGGGCGTGGAGG GGTTCCACCACCACCGGATGGCGTTCTTGACTCC
Cre17.g733800 GGAGGCGGAGGTATGGACTTCAAGCACCAGCT GGTTCCACCACCACCAGTCGCCGCCTCTGCC Cre17.g733850 GGAGGCGGAGGTATGAAGAAAGTTAAACTTTCCGCG GGTTCCACCACCACCCTACTGCTCGGCAGCAGC
Cre17.g733900 GGAGGCGGAGGTATGGAAACAGAAGAACAAAAACAG GGTTCCACCACCACCCTACGGCATCTCAATGCC Cre17.g733950 GGAGGCGGAGGTATGGCCTCGCCCAAAAGC GGTTCCACCACCACCCAGCCGCACGCACACC
Cre17.g733986 GGAGGCGGAGGTATGCCACGGTGGTGCAGG GGTTCCACCACCACCTCAACCTGCGCGCCGG Cre17.g734000 GGAGGCGGAGGTATGAGCGGCGAGAAGCC GGTTCCACCACCACCCGTGCGCTGCTGCTTG
Cre17.g734100 GGAGGCGGAGGTATGGCCACTAGCTTAATGAAGTC GGTTCCACCACCACCCTTCTTGGGCGCCTCAGG Cre17.g734125 GGAGGCGGAGGTATGACCGCAGAAGCCGA GGTTCCACCACCACCCCTGTCTGGCCAGGGC
Cre17.g734134 GGAGGCGGAGGTATGGGCAGCGGCCTGG GGTTCCACCACCACCGCGCCAACACGGAAACAG Cre17.g734142 GGAGGCGGAGGTATGCTGCTGGGGCACA GGTTCCACCACCACCTCAGCCTGCGCGCTTG
Cre17.g734150 GGAGGCGGAGGTATGCCGGCGCAAGAAAAGGTTT GGTTCCACCACCACCAGATGATGACGGCGGCTTC Cre17.g734200 GGAGGCGGAGGTATGCAGCTCAACGTGCG GGTTCCACCACCACCGTTACGCTTGCCGTAGGC
Cre17.g734300 GGAGGCGGAGGTATGGGTGGTGGTTTGCCC GGTTCCACCACCACCCAGGTCGCCCTCCTGCGC Cre17.g734400 GGAGGCGGAGGTATGGCGGACCGCAAGCCTATC GGTTCCACCACCACCGGCCAGGTACTTGAACAGGG
Cre17.g734450 GGAGGCGGAGGTATGCTGGCCTCTCGCTC GGTTCCACCACCACCCTGCTTGCCGGCAGCC Cre17.g734500 GGAGGCGGAGGTATGAACGAAGTCGAGGTCGA GGTTCCACCACCACCTTAGTGCTGGCCCTGCG
Cre17.g734532 GGAGGCGGAGGTATGTATGTGACTGCTGTGTGG GGTTCCACCACCACCCAGGGCGGCTAACTGTG Cre17.g734548 GGAGGCGGAGGTATGCAGGCCCTTTGCCA GGTTCCACCACCACCCTTCTTGGCTGCCGCTG
Cre17.g734564 GGAGGCGGAGGTATGAAGAGCCTTGCGGC GGTTCCACCACCACCGCGTTGAAACGTTAGCGG Cre17.g734580 GGAGGCGGAGGTATGGGGGGCTCACGTTC GGTTCCACCACCACCTCAGCCTGCGCGCTTG
Cre17.g734596 GGAGGCGGAGGTATGCAGCTTGGGCTCTCG GGTTCCACCACCACCGTCACACACCTGCTGCAC Cre17.g734628 GGAGGCGGAGGTATGGGAGGAGTAGGCAAACG GGTTCCACCACCACCCTCCACCATCTCCGATGCTG
Cre17.g734644 GGAGGCGGAGGTATGTGTACAACCTCGAGCCTTC GGTTCCACCACCACCGGACGAGGCCAGCACGCC Cre17.g734660 GGAGGCGGAGGTATGCATGGCGTCAGAGTCA GGTTCCACCACCACCACTGCCCGCCTTCAACT
Cre17.g734677 GGAGGCGGAGGTATGTCTTTCCGCTCAGCCG GGTTCCACCACCACCCTAATCGTCCTGGAAGTCTAGGTA Cre17.g734693 GGAGGCGGAGGTATGCAGCTGCTCCTGCT GGTTCCACCACCACCACCAGCTAGGCCGGGG
Cre17.g734725 GGAGGCGGAGGTATGCCCGAAAGGCTAAACC GGTTCCACCACCACCAAGAATGCCTCTGCTGCTG Cre17.g734741 GGAGGCGGAGGTATGGCCCCGGACTGGC GGTTCCACCACCACCGGGCACGTGCGCTAGTA
Cre17.g734757 GGAGGCGGAGGTATGAGTCGGGTTCGGTGC GGTTCCACCACCACCGGACTTGCCCTTGAAGTCC Cre17.g734789 GGAGGCGGAGGTATGCTGCACACCGCAC GGTTCCACCACCACCGAATAGCCGGACATCCACC
Cre17.g734821 GGAGGCGGAGGTATGGACAGCATCAAGATCGG GGTTCCACCACCACCTCATGGCTGCTGCCGC Cre17.g734900 GGAGGCGGAGGTATGGGCAACCGCGGCTCTAAG GGTTCCACCACCACCCAGCTTGTACAGCTCGGTGTA
Cre17.g734961 GGAGGCGGAGGTATGGTGAAACAGCGCATGAG GGTTCCACCACCACCCTCCTCCCCCTTCCCGC Cre17.g735200 GGAGGCGGAGGTATGGGCGACACGCAGCC GGTTCCACCACCACCCTACGACGCCGCCGCC
Cre17.g735250 GGAGGCGGAGGTATGGGCTGTGGCGCAA GGTTCCACCACCACCCGCTTCAAGCGGCTTCA Cre17.g735283 GGAGGCGGAGGTATGAAAGGCCTACTTCGACG GGTTCCACCACCACCAGTTCTTGTCATTGAAGCGGG
Cre17.g735350 GGAGGCGGAGGTATGGGTTGTGGAGCTAGTCAGC GGTTCCACCACCACCCTACGCCGCCTGCCGC Cre17.g735375 GGAGGCGGAGGTATGCGCCCGGAGTGGC GGTTCCACCACCACCATCCAGGGCATTACCCATGTC
Cre17.g735400 GGAGGCGGAGGTATGTTCAAGAAGCCAGATGTGA GGTTCCACCACCACCGCTCTTGAGATTGGCGAGGC Cre17.g735450 GGAGGCGGAGGTATGTCAAAGACGCCGAAGGG GGTTCCACCACCACCCGCCACCAGCCCCTGC
Cre17.g735500 GGAGGCGGAGGTATGGCCACTGAGGTGTCTGC GGTTCCACCACCACCGGCGCCAACGCCGGTA Cre17.g735550 GGAGGCGGAGGTATGGAGGAGACAGGGACCAG GGTTCCACCACCACCCGACATGGCTGCCGTGGC
Cre17.g735600 GGAGGCGGAGGTATGCCGCCGTCCCCTCGC GGTTCCACCACCACCCCAGCTGCTGACCTCGCC Cre17.g735700 GGAGGCGGAGGTATGCGGGGCATCGTCG GGTTCCACCACCACCCCGCCTTGCCCACAGT
Cre17.g735750 GGAGGCGGAGGTATGCAGTCAAGCTCACGG GGTTCCACCACCACCCCGCTCGCTCATGCTC Cre17.g735850 GGAGGCGGAGGTATGGAAATCGCAAGCTCGAGG GGTTCCACCACCACCCCCCTGCGCCTCCTGC
Cre17.g735876 GGAGGCGGAGGTATGGTGGGCCTCGTCC GGTTCCACCACCACCGCTCCTTGTTGCAGGCC Cre17.g735950 GGAGGCGGAGGTATGGCGCTCGCAGTTTCCTAT GGTTCCACCACCACCGCTGCCGCGGTAGGTGGAGAAG
Cre17.g736000 GGAGGCGGAGGTATGCAGGAGGTTGACGAGTG GGTTCCACCACCACCATCCTCCTGAGACACGCCC Cre17.g736000 GGAGGCGGAGGTATGCAGGAGGTTGACGAGT GGTTCCACCACCACCATCCTCCTGAGACACGCC
Cre17.g736250 GGAGGCGGAGGTATGTCGGAGCGAGTGCGC GGTTCCACCACCACCAATGGGCCGCGCCGCTTG Cre17.g736329 GGAGGCGGAGGTATGCCGCCTTCTAAGTTCATC GGTTCCACCACCACCCTGCTGCTGCTGCTGC
Cre17.g736437 GGAGGCGGAGGTATGTCGCGACGACTACACG GGTTCCACCACCACCAGGGCGTAGTGACACGG Cre17.g736550 GGAGGCGGAGGTATGATTACTGGCACTCTTTGCC GGTTCCACCACCACCCTAGCAAGATGCCATGTTGTTG
Cre17.g736584 GGAGGCGGAGGTATGGATGGAGACAGCGGC GGTTCCACCACCACCCTCCTGCTGTGGCCGC Cre17.g736618 GGAGGCGGAGGTATGGAGCTGAGGCCGGG GGTTCCACCACCACCGAGCCGGCAGCCGCTG
Cre17.g736650 GGAGGCGGAGGTATGGCAGCTCCTGCAAAC GGTTCCACCACCACCCGCCGCCTTAAGCGAC Cre17.g736700 GGAGGCGGAGGTATGACGTTAGCCAAACTGCA GGTTCCACCACCACCTCACAAGCAGTCAATTGTCAGG
Cre17.g736750 GGAGGCGGAGGTATGGCGTTGCAGGCCCA GGTTCCACCACCACCCCGCGGCCGCTTCACA Cre17.g736800 GGAGGCGGAGGTATGCTGCTGCTGATAGCTGTG GGTTCCACCACCACCTGCATTCAACGAGCCCGG
Cre17.g736850 GGAGGCGGAGGTATGCATAACCCGCCGACG GGTTCCACCACCACCGCTGGTCATGGCGCGC Cre17.g736900 GGAGGCGGAGGTATGCTGGTTCCTGGCGCAG GGTTCCACCACCACCCTGCTCCTCGCTGCTGCC
Cre17.g736950 GGAGGCGGAGGTATGGACCCAAACTACCATCAACA GGTTCCACCACCACCTCCACGTCGAACCACCATG Cre17.g737000 GGAGGCGGAGGTATGGCAGACGACGAGGG GGTTCCACCACCACCTTTCGCCGGTCCCGTC
Cre17.g737050 GGAGGCGGAGGTATGATCCGCAAGGGTGTGC GGTTCCACCACCACCGAGGAAGGGGTTTCCAGGC Cre17.g737084 GGAGGCGGAGGTATGAGCGTGGGACAAGCC GGTTCCACCACCACCAATGCACGTCACAAACAGACC
Cre17.g737100 GGAGGCGGAGGTATGTCGGCCTGTGACTGC GGTTCCACCACCACCTCGCCCTTGCGTGGCCTT Cre17.g737150 GGAGGCGGAGGTATGAAGGCGAGGCGCA GGTTCCACCACCACCGCGCTCCTGCTCCAAAA
Cre17.g737200 GGAGGCGGAGGTATGGCTTTAGCCACGACG GGTTCCACCACCACCATGGTACAGGGCCGCC Cre17.g737250 GGAGGCGGAGGTATGGCGGAGGATATGTATGATG GGTTCCACCACCACCTTAGAAGATCATGGCCAGGTCT
Cre17.g737300 GGAGGCGGAGGTATGAGCAGGCATACGGCG GGTTCCACCACCACCACGACCGCTCGGAGGC Cre17.g737351 GGAGGCGGAGGTATGCCGTGGAAATTTCAATCG GGTTCCACCACCACCTTACTGAATTTCTGTTATGAACGC
Cre17.g737353 GGAGGCGGAGGTATGACAACGTCAACCGACTGC GGTTCCACCACCACCCTGCCGTCCCGCGACA Cre17.g737376 GGAGGCGGAGGTATGGTTGGGATGACGTTCCT GGTTCCACCACCACCCTGTACCGACGCGTCG
Cre17.g737400 GGAGGCGGAGGTATGCAGGCCGGCGACACACAAG GGTTCCACCACCACCTCCCCGCGCCGCGGGAGG Cre17.g737463 GGAGGCGGAGGTATGGACGGGGCTTGTTTG GGTTCCACCACCACCGCACTCACCGCAATAGCT
Cre17.g737650 GGAGGCGGAGGTATGACGAGCACAGATGCG GGTTCCACCACCACCTCACTTGTCCGCGGCC Cre17.g737752 GGAGGCGGAGGTATGTATTCCACTTTACCAGCAGC GGTTCCACCACCACCTCATTGCTCACTTGGAAATGGC
Cre17.g737800 GGAGGCGGAGGTATGCACGGTGTTGGGGG GGTTCCACCACCACCAGTCTGGGGTATACCTACGC Cre17.g737850 GGAGGCGGAGGTATGTCATGTCCTGACGCG GGTTCCACCACCACCTTGCTCACTTGGAAATGGCT
Cre17.g738000 GGAGGCGGAGGTATGGCGATGCCTCCCG GGTTCCACCACCACCCTGCTGCGGCAGGTAGG Cre17.g738050 GGAGGCGGAGGTATGTGCGACTGGTGTGC GGTTCCACCACCACCCTGCTTGTTGGCCGGC
Cre17.g738100 GGAGGCGGAGGTATGGTCGTCCGGCAGCATC GGTTCCACCACCACCCGCTGGCTCCAAATGCAG Cre17.g738100 GGAGGCGGAGGTATGGTCGTCCGGCAGC GGTTCCACCACCACCCGCTGGCTCCAAATGCA
Cre17.g738150 GGAGGCGGAGGTATGTCCAAAACAAGCAATTTATGGC GGTTCCACCACCACCCCAGTGCTTGGGGATGCC Cre17.g738200 GGAGGCGGAGGTATGGCGCTCGCACGGA GGTTCCACCACCACCATACTGTGCGCCGCCG
Cre17.g738250 GGAGGCGGAGGTATGAGGGCTTCAACGCAAGG GGTTCCACCACCACCCAATGGCGCTTTGCCCGG Cre17.g738300 GGAGGCGGAGGTATGTCGACCTCCGAGCTG GGTTCCACCACCACCGTCGAACAGGGAGAAGCCC
Cre17.g738350 GGAGGCGGAGGTATGTCCGTGCTCACAAAGTGG GGTTCCACCACCACCGAGGAAGCTACGAAGCACGG Cre17.g738400 GGAGGCGGAGGTATGCGTCTTTTAGCAACCGG GGTTCCACCACCACCGTGCAGCAGGATCTGGAC
Cre17.g738450 GGAGGCGGAGGTATGGACCTGCGACAAGCC GGTTCCACCACCACCCTGCTGCGGATGCGGC Cre17.g738500 GGAGGCGGAGGTATGCAAAGACCTGGGCCA GGTTCCACCACCACCCTGCGCCTGCTGCTGC
Cre17.g738550 GGAGGCGGAGGTATGGTGTCCGCAGCAGC GGTTCCACCACCACCGTACCGGTGCTGCTTCAG Cre17.g738632 GGAGGCGGAGGTATGGAGGGCGGCAAGT GGTTCCACCACCACCCTAGACCGGCGTGCCG
Cre17.g738650 GGAGGCGGAGGTATGGAGCCCCTGATGCC GGTTCCACCACCACCCTAACCGCGCCCCTCC Cre17.g738700 GGAGGCGGAGGTATGGAAGCGTCCCTGC GGTTCCACCACCACCCTACCAAAAAGCGGAAATTTTCA
Cre17.g738751 GGAGGCGGAGGTATGGAGACGCCAATGAAAACAC GGTTCCACCACCACCCTACCGACGGCCCCGC Cre17.g738800 GGAGGCGGAGGTATGAAGCTCAGGCTACGAAC GGTTCCACCACCACCTCACATCCAGCCGCCG
Cre17.g738850 GGAGGCGGAGGTATGGCCGCTCTACCTATGC GGTTCCACCACCACCCGATGTCCCTCCCAGCC Cre17.g738900 GGAGGCGGAGGTATGCAGCGCTGTGCGG GGTTCCACCACCACCGTGGCCCATGAAGGTGCC
Cre17.g738950 GGAGGCGGAGGTATGGCTCTCCCAACCCAC GGTTCCACCACCACCCTGCCGGAACGGCACC Cre17.g739000 GGAGGCGGAGGTATGCGCGTTTTCGCGG GGTTCCACCACCACCCTGCTGCTGCTGCTGC
Cre17.g739100 GGAGGCGGAGGTATGGCGGAAGTGGTGAGGA GGTTCCACCACCACCTGAATAACTGTGAGCGGCCC Cre17.g739150 GGAGGCGGAGGTATGCACGACAATGACAACGTAG GGTTCCACCACCACCTATGCGCACCCGCAGCAG
Cre17.g739201 GGAGGCGGAGGTATGGCTTACTCGGAGCGAA GGTTCCACCACCACCGTGCTGCGGCCCGAAC Cre17.g739250 GGAGGCGGAGGTATGGGATCTGGTAGCTCAAAATG GGTTCCACCACCACCGCACAGCTCCTGCTCCAG
Cre17.g739300 GGAGGCGGAGGTATGAAGTATAGCCAGCATGAAA GGTTCCACCACCACCCTACTCGCCCTGCAGC Cre17.g739350 GGAGGCGGAGGTATGGCCAGAGTCTACAGGTCG GGTTCCACCACCACCTCACAGCGGCACGGCG
Cre17.g739400 GGAGGCGGAGGTATGGCGCGACGCTGTCG GGTTCCACCACCACCTCACAACGGCGGCGCC Cre17.g739426 GGAGGCGGAGGTATGGTGAGCAGCCTGGT GGTTCCACCACCACCGAAGCGCGGGTACCAGA
Cre17.g739450 GGAGGCGGAGGTATGATCAAGGACTTACTTCCACC GGTTCCACCACCACCCTACTGCTCAGCTGGCGG Cre17.g739457 GGAGGCGGAGGTATGCAGAAGCTGGACGAAG GGTTCCACCACCACCCGGCTGGTGCAGCTGT
Cre17.g739466 GGAGGCGGAGGTATGCAGAAGCTGGACGAAG GGTTCCACCACCACCCTACTCCGCCGCCTCC Cre17.g739500 GGAGGCGGAGGTATGAGCGCGTTAGACGGAC GGTTCCACCACCACCGTCCGTTGCCCTAGCCCC
Cre17.g739515 GGAGGCGGAGGTATGGAGATGCAGAAGCTGGA GGTTCCACCACCACCCTCGTCTGCGGCAACAG Cre17.g739550 GGAGGCGGAGGTATGCAAAGCGTCCTTCG GGTTCCACCACCACCCTAGTTCTTGAGACTCTTCATGAA
Cre17.g739600 GGAGGCGGAGGTATGCAGCAGGAGCACAAGAG GGTTCCACCACCACCCACACGCTGCTGCTGCTG Cre17.g739650 GGAGGCGGAGGTATGGAGGAACACGACGCAG GGTTCCACCACCACCAGCTACTTTGCGCAGCTTCC
Cre17.g739700 GGAGGCGGAGGTATGAAGCTCGCGGGTTGC GGTTCCACCACCACCAATGCCCGAGCTCTTCTCTC Cre17.g739752 GGAGGCGGAGGTATGCGCAGCGCCGAACTG GGTTCCACCACCACCCAATGCCGCCGCCGGCTG
Cre17.g739800 GGAGGCGGAGGTATGAATGCGGATAGCCGC GGTTCCACCACCACCCATAGCCGCTCCTGGTACG Cre17.g739850 GGAGGCGGAGGTATGGGCCGAATAACGGAGC GGTTCCACCACCACCCAATGCCGGCGGCTCG
Cre17.g739900 GGAGGCGGAGGTATGGGTAACGCCCCTAGC GGTTCCACCACCACCCTGCTCCACCCGTCCG Cre17.g739950 GGAGGCGGAGGTATGACGCGCTTGCTCAA GGTTCCACCACCACCCTGCTCCACCCGTCCG
Cre17.g740000 GGAGGCGGAGGTATGGCTTGGAACCTGCCA GGTTCCACCACCACCCTTCTTCTTGCCCTTGCCC Cre17.g740050 GGAGGCGGAGGTATGTTGAGCGCGGGGGCTC GGTTCCACCACCACCCACCGCATCACTACTGTTCCC
Cre17.g740100 GGAGGCGGAGGTATGGAGCAAGCTGCGC GGTTCCACCACCACCTTTGCTTCCTGCCGCTG Cre17.g740150 GGAGGCGGAGGTATGGAGGTAGAGTGGCAGC GGTTCCACCACCACCCCGCTGGGGTGCACTG
Cre17.g740187 GGAGGCGGAGGTATGCCGTCACGTCTGGC GGTTCCACCACCACCGTCCTCATACTCGTGCAGC Cre17.g740261 GGAGGCGGAGGTATGGCGTCCGGGTACTC GGTTCCACCACCACCGTCCTCATACTCGTGCAGC
Cre17.g740300 GGAGGCGGAGGTATGATGCATGTGAATTTGGCG GGTTCCACCACCACCCTAGCCCACCACACGGG Cre17.g740323 GGAGGCGGAGGTATGAAGACAGCGCTACCGA GGTTCCACCACCACCCAGCAGAACAGAAACCGAAAG
Cre17.g740344 GGAGGCGGAGGTATGCGCATGGCTTCGG GGTTCCACCACCACCCTCCAGGCCGTCGAACT Cre17.g740350 GGAGGCGGAGGTATGCACGCCGGCGCGAACTC GGTTCCACCACCACCGGCCCGAGCACGGCCCCG
Cre17.g740390 GGAGGCGGAGGTATGCAGTCCTCAATTTGCTCT GGTTCCACCACCACCCTTCTTCTTGAGCGGGCAG Cre17.g740430 GGAGGCGGAGGTATGCAGCCAGTTTTCGGC GGTTCCACCACCACCTCACGACTGGCCCCGG
Cre17.g740470 GGAGGCGGAGGTATGTTGTCTTCCACGCTTCTG GGTTCCACCACCACCTGATGTTACCTGCTCGCCC Cre17.g740510 GGAGGCGGAGGTATGGGTAACTTGTTCAGCGG GGTTCCACCACCACCCAGCTCTTGTTCGTCCTCG
Cre17.g740510 GGAGGCGGAGGTATGCAGCAAAGCACCCCG GGTTCCACCACCACCCCCCACACCTGGCGCC Cre17.g740510 GGAGGCGGAGGTATGCAGCAAAGCACCCC GGTTCCACCACCACCCAGCTCTTGTTCGTCCTCG
Cre17.g740600 GGAGGCGGAGGTATGCGGATGCCGGCAGCG GGTTCCACCACCACCACGCCCGAACCAGGCGCCGAAG Cre17.g740650 GGAGGCGGAGGTATGCCGCTTGAATGGCTG GGTTCCACCACCACCGTTGCTCCCTGCCGCT
Cre17.g740700 GGAGGCGGAGGTATGTCTGAGGATCTTGCCCAGC GGTTCCACCACCACCCTACCGTGCGCCCGCC Cre17.g740800 GGAGGCGGAGGTATGGGCTCAACCACCGGTA GGTTCCACCACCACCCAGCTGGCGGCGGTGG
Cre17.g740850 GGAGGCGGAGGTATGTCATCGGGCGAATCCCC GGTTCCACCACCACCCACTCCCGCGGCCACC Cre17.g740900 GGAGGCGGAGGTATGTACACGAGCCTCCGGTC GGTTCCACCACCACCAGGCGAAAGGGAATGATGCC
Cre17.g740926 GGAGGCGGAGGTATGACGCTTAAGTGCCCG GGTTCCACCACCACCGGTGCCCGGCTGACAG Cre17.g740950 GGAGGCGGAGGTATGCAGGTCCTTCGCAAGTC GGTTCCACCACCACCGAAGCCAGACATGGGGCC
Cre17.g741000 GGAGGCGGAGGTATGGCTTCCGCGACTCTC GGTTCCACCACCACCTTGCGCCTTCTTGGCGCC Cre17.g741050 GGAGGCGGAGGTATGCCTTCACCGGGCTCTATAG GGTTCCACCACCACCCGGCCGAGGCACGGTGAC
Cre17.g741100 GGAGGCGGAGGTATGGGAGAGCGTAAAGTGC GGTTCCACCACCACCCGAGTCACTCTCATCACTGC Cre17.g741200 GGAGGCGGAGGTATGCCGCCTCAGACGAGCTTTG GGTTCCACCACCACCCCCGTCGGCCGCCGACAG
Cre17.g741250 GGAGGCGGAGGTATGGCCTCGACGGGTG GGTTCCACCACCACCCCGCAGTACACCGCTG Cre17.g741272 GGAGGCGGAGGTATGTTCCTGGCCTGGGC GGTTCCACCACCACCCAGCAAGAGACGTTGGTGG
Cre17.g741293 GGAGGCGGAGGTATGGCGGGGCATGCAC GGTTCCACCACCACCCTAGCGCCGGTGGGCC Cre17.g741300 GGAGGCGGAGGTATGGATTTTGAATTCTCGGATGTG GGTTCCACCACCACCTCAAGACGAGGCGGCG
Cre17.g741350 GGAGGCGGAGGTATGAAGCCCGACGCAGCATC GGTTCCACCACCACCCAGCAGCATGCGCTGCCG Cre17.g741400 GGAGGCGGAGGTATGGCGGCGCTGCTGA GGTTCCACCACCACCCAGAGCAGCGCCGGCC
Cre17.g741450 GGAGGCGGAGGTATGTCGAGCACTATCCTTGGC GGTTCCACCACCACCTTACAGGCCGCCGCCG Cre17.g741500 GGAGGCGGAGGTATGCAGCAGCGCGAAAGC GGTTCCACCACCACCCCGCAGGGTGGGCTCGTTAAC
Cre17.g741550 GGAGGCGGAGGTATGCTCGGCGTGACTTTC GGTTCCACCACCACCAGCGTCGATCTGCCGC Cre17.g741601 GGAGGCGGAGGTATGGACGCTCAAGTGGATCA GGTTCCACCACCACCCGCGTTGAGGCTGCTC
Cre17.g741650 GGAGGCGGAGGTATGATTAACGCCCTTACCAAAGC GGTTCCACCACCACCTCACGGCCCTCCCTGC Cre17.g741700 GGAGGCGGAGGTATGAACGCCCACACCTTTGG GGTTCCACCACCACCCGCCTGCGTCATCGTCGC
Cre17.g741800 GGAGGCGGAGGTATGATGAATGGCGCGGAC GGTTCCACCACCACCATCCTTGCTGGAGCCGC Cre17.g741850 GGAGGCGGAGGTATGAAGCGCCCCAGGACT GGTTCCACCACCACCGACGGGGATCTGCTCGCC
Cre17.g741900 GGAGGCGGAGGTATGCAGGCAACTTCTTGTGC GGTTCCACCACCACCCGCTGCCTGCAATCCGCT Cre17.g741900 GGAGGCGGAGGTATGCAGGCAACTTCTTGTGC GGTTCCACCACCACCCGCTGCCTGCAATCCG
Cre17.g741950 GGAGGCGGAGGTATGCTGCCATCAGTCAAGTC GGTTCCACCACCACCCTCCACCTCCTCCGGC Cre17.g742000 GGAGGCGGAGGTATGCAGCAGTCAGGTCCTATC GGTTCCACCACCACCCGAGGCTACCTTGCCGCA
Cre17.g742000 GGAGGCGGAGGTATGCAGCAGTCAGGTCCTA GGTTCCACCACCACCCGAGGCTACCTTGCCGC Cre17.g742100 GGAGGCGGAGGTATGGTGGACGGGCTGC GGTTCCACCACCACCCACCGGCCGGCCCATTA
Cre17.g742116 GGAGGCGGAGGTATGTGGAGAGAGCCACATTTAAA GGTTCCACCACCACCTCAGCCTGCGCGCTTG Cre17.g742132 GGAGGCGGAGGTATGAGAGAGGAGATGGCAACT GGTTCCACCACCACCCACATCCGATGCCTGGGTA
Cre17.g742150 GGAGGCGGAGGTATGACAGCCGCTCTGGA GGTTCCACCACCACCCTAAGCCAGGGAGCCGG Cre17.g742200 GGAGGCGGAGGTATGGCCGCGGCAGCTC GGTTCCACCACCACCCTTGGCCTTCTTACCCTTGGC
Cre17.g742250 GGAGGCGGAGGTATGGAGCTGTCAGGTTCTCTAA GGTTCCACCACCACCGCACCCTCTGTGCGGTAG Cre17.g742300 GGAGGCGGAGGTATGTCGCGCCCAGTAATCC GGTTCCACCACCACCGCCCAGGGTGTTGGCGTT
Cre17.g742450 GGAGGCGGAGGTATGAAGCTGGCGCTGGCAG GGTTCCACCACCACCGCCCAGGTTGTTGCCGTTC Cre17.g742500 GGAGGCGGAGGTATGAGCCTGCGGGAGTCAT GGTTCCACCACCACCCTCTGTCAAGTTAATAACGTCATCCT
Cre17.g742550 GGAGGCGGAGGTATGCCCATTGTCCCGCA GGTTCCACCACCACCCTTTGCCCCGCCCTTC Cre17.g742600 GGAGGCGGAGGTATGGAAATCGACGGCCCG GGTTCCACCACCACCGTGCGGGCTGAACACGCG
Cre17.g742600 GGAGGCGGAGGTATGGAAATCGACGGCCCG GGTTCCACCACCACCGTGCGGGCTGAACACG Cre17.g742650 GGAGGCGGAGGTATGGGGGGCCGACGGG GGTTCCACCACCACCGTACAGCCCTTGTGCTTGCTG
Cre17.g742700 GGAGGCGGAGGTATGGACGAGGAGGAGCAAGG GGTTCCACCACCACCCTTGCTCTTCTTACCACCAGCA Cre17.g742700 GGAGGCGGAGGTATGGACGAGGAGGAGCAA GGTTCCACCACCACCCTTGCTCTTCTTACCACCAGC
Cre17.g742750 GGAGGCGGAGGTATGGCTTCGCGATGCTTCTG GGTTCCACCACCACCGTCGGCCTGCGCCAGC Cre17.g742800 GGAGGCGGAGGTATGTCTCTGAACGTCAATAGGG GGTTCCACCACCACCCTAGTTGCGGCCCGACT
Cre17.g742866 GGAGGCGGAGGTATGTCAGGCCGGCAACC GGTTCCACCACCACCCTAAGCGGGCTCCAGCC Cre17.g742932 GGAGGCGGAGGTATGACTACAAGAAGCGGAAGG GGTTCCACCACCACCAGGGCAGAGGCCCTGT
Cre17.g742998 GGAGGCGGAGGTATGTCGCTCAGTCAGTGGT GGTTCCACCACCACCAATAAATGAGCAAGGGCGGC Cre17.g743064 GGAGGCGGAGGTATGCGCGAGGTGTTCCG GGTTCCACCACCACCACTCGAACGCCGACGG
Cre17.g743200 GGAGGCGGAGGTATGGATGACTTATCAGCCTTGC GGTTCCACCACCACCCTACGGAAAAGGCCTGCTG Cre17.g743250 GGAGGCGGAGGTATGGATAAGGAGGTGCACTCA GGTTCCACCACCACCTCATGTCCTGCGCACGG
Cre17.g743269 GGAGGCGGAGGTATGGGCCTTGGCAGGTTT GGTTCCACCACCACCGCCGCCTTGAGCTGCG Cre17.g743288 GGAGGCGGAGGTATGTTCTGGGGCACGTCA GGTTCCACCACCACCTAAGACGGCACCACAGCA
Cre17.g743307 GGAGGCGGAGGTATGATCAGTTTGCCCCGGG GGTTCCACCACCACCGCACCCGGGAGCTTGA Cre17.g743346 GGAGGCGGAGGTATGGCGCAAGGTCAGTCT GGTTCCACCACCACCGGCATGGTCTGGCCTCC
Cre17.g743397 GGAGGCGGAGGTATGGCTCTGCAACACTACCGG GGTTCCACCACCACCTGCCCGCCTCCACCCC Cre17.g743447 GGAGGCGGAGGTATGGCGTTTGTGGCGC GGTTCCACCACCACCGGGGGCCTGCACAGGT
Cre17.g743497 GGAGGCGGAGGTATGGTGTCCAAGGCCGT GGTTCCACCACCACCGGGGGCCGTCCAGATG Cre17.g743547 GGAGGCGGAGGTATGCTTGTGCTGCCGGGC GGTTCCACCACCACCGTTCCGGCCCTTGAAGGTG
Cre17.g743597 GGAGGCGGAGGTATGCGCAAGCGCGAGT GGTTCCACCACCACCAAGCTCTACACCCAGCCTT Cre17.g743647 GGAGGCGGAGGTATGACCAAACACACTACTCGC GGTTCCACCACCACCCAGTTGCTTCATGCGACGT
Cre17.g743697 GGAGGCGGAGGTATGTCGCGCTCCTGGC GGTTCCACCACCACCCAAGGGCCCGGCCCAG Cre17.g743747 GGAGGCGGAGGTATGACCAAACACACTACTCGC GGTTCCACCACCACCCAGTTGCTTCATGCGACGT
Cre17.g743847 GGAGGCGGAGGTATGCGGAAAGTCGAGACTTG GGTTCCACCACCACCCTGGTAATAGTAGGTCGTGCC Cre17.g743897 GGAGGCGGAGGTATGTCCCGCCACCTGC GGTTCCACCACCACCCTTGGCCAGCTCAGCCA
Cre17.g743947 GGAGGCGGAGGTATGGCCGCGAACGAAAG GGTTCCACCACCACCGGCGCGTGCACCACTTA Cre17.g743997 GGAGGCGGAGGTATGTTCAGAGTGGCTGAGCG GGTTCCACCACCACCAAGCCCTGCAGTGGCC
Cre17.g744047 GGAGGCGGAGGTATGTTCCAGCCGGGTATCG GGTTCCACCACCACCCGTCGTTGCCTGCTGC Cre17.g744097 GGAGGCGGAGGTATGATCCGCAACATCTCCCT GGTTCCACCACCACCCTACATGCGCGGCACG
Cre17.g744197 GGAGGCGGAGGTATGACAGCGCCTACCTCC GGTTCCACCACCACCCATGCGGCCCACTATCCG Cre17.g744247 GGAGGCGGAGGTATGACGTCGGAGTGGTTTG GGTTCCACCACCACCCATGAGTGCCTCCGGCG
Cre17.g744297 GGAGGCGGAGGTATGGGAGCTAGGCACAGC GGTTCCACCACCACCCACCACTGCATACGGCG Cre17.g744347 GGAGGCGGAGGTATGCACAGCGAAGCGC GGTTCCACCACCACCTCGACCCAGGATAACGGG
Cre17.g744447 GGAGGCGGAGGTATGTTCACGTACCACTGCTATG GGTTCCACCACCACCCTCCAGCTTCTTGCGGATGA Cre17.g744497 GGAGGCGGAGGTATGAGCTTGGACCGACTTGG GGTTCCACCACCACCGCACAGCGAGTATGTGCCAAA
Cre17.g744547 GGAGGCGGAGGTATGAGCTCGAAGCCTAAATCCA GGTTCCACCACCACCGTTGTAGCGCTTCTTGCCC Cre17.g744597 GGAGGCGGAGGTATGCAGCCGTCACAAGTC GGTTCCACCACCACCCGTGCGTACCTTGAGCG
Cre17.g744647 GGAGGCGGAGGTATGAAGCCTAACGCCGGT GGTTCCACCACCACCCAGCTGCAGCACGCAG Cre17.g744747 GGAGGCGGAGGTATGACTTGTTCCGAGCAGGT GGTTCCACCACCACCGCCATATGCGCCGCCG
Cre17.g744847 GGAGGCGGAGGTATGGCGGAAACAACTGACTTAG GGTTCCACCACCACCCCCCTTCTTGCCCCATCC Cre17.g744947 GGAGGCGGAGGTATGCGGGGCCTCGCCGCC GGTTCCACCACCACCTGCCTGACCCGCCCCCGC
Cre17.g744997 GGAGGCGGAGGTATGGCGCTTCGCCCTTTCTCTT GGTTCCACCACCACCGTCCGCCAGCGCCAGCAG Cre17.g744997 GGAGGCGGAGGTATGGCGCTTCGCCCTTTCT GGTTCCACCACCACCGTCCGCCAGCGCCAGC
Cre17.g745047 GGAGGCGGAGGTATGACAGCACGCACTTGG GGTTCCACCACCACCCAGTGGCAGGTGGAGCA Cre17.g745097 GGAGGCGGAGGTATGGGTAAAGGCGCTTGC GGTTCCACCACCACCTGCAAGCAGCCATGTCG
Cre17.g745147 GGAGGCGGAGGTATGTCGTCACGATACAATGAGC GGTTCCACCACCACCCTACATGTCATCCATGGGCG Cre17.g745197 GGAGGCGGAGGTATGTACGCAGTATCAGTATGCC GGTTCCACCACCACCTTAATAGAGCTCGCTGAAAGCA
Cre17.g745247 GGAGGCGGAGGTATGGACCTGGCGAGGTT GGTTCCACCACCACCCTTGCTCTCTTTCCAGCCG Cre17.g745297 GGAGGCGGAGGTATGGTGACAATTCGCGAAGC GGTTCCACCACCACCCGAGTAGAAGGCCCACATG
Cre17.g745347 GGAGGCGGAGGTATGCTGGAGGGCGGCGAG GGTTCCACCACCACCACGATCGCCGCCCTCCGG Cre17.g745347 GGAGGCGGAGGTATGCTGGAGGGCGGCG GGTTCCACCACCACCACGATCGCCGCCCTCC
Cre17.g745397 GGAGGCGGAGGTATGGCGGTCAGTGTAATCGG GGTTCCACCACCACCACGCCCCCCCTGACTAGAA Cre17.g745447 GGAGGCGGAGGTATGCAAGCTAGCCGTAACG GGTTCCACCACCACCCTACCAGGCGGAGCCG
Cre17.g745497 GGAGGCGGAGGTATGGCTGCGGCGATGC GGTTCCACCACCACCACACTGCATGGGGGATATGC Cre17.g745547 GGAGGCGGAGGTATGCACGCTGGAATTGAGGA GGTTCCACCACCACCCCGCCGGTCCTTGTCCCT
Cre17.g745597 GGAGGCGGAGGTATGGCTCAAACTTGGCCC GGTTCCACCACCACCTCAGGCGCACAGCAGC Cre17.g745647 GGAGGCGGAGGTATGTCTGTGGCTTTGAAACTACG GGTTCCACCACCACCTCACACGCCCCGCTCT
Cre17.g745697 GGAGGCGGAGGTATGTCTGGCGATGACCCAGAAA GGTTCCACCACCACCCTTCTTGAGCTCCTCGGGG Cre17.g745747 GGAGGCGGAGGTATGACAGGAGCTGCTACGA GGTTCCACCACCACCAGGGCTGTGCAATCTAGTAGT
Cre17.g745797 GGAGGCGGAGGTATGGTGAAGCAGCCTCTGAC GGTTCCACCACCACCCTGCTGCTGCGCGTGC Cre17.g745847 GGAGGCGGAGGTATGCAGCTGACCAGCTGC GGTTCCACCACCACCTCAGCCGTCGCCTGGG
Cre17.g745897 GGAGGCGGAGGTATGATCCTGACCATCTACAGCG GGTTCCACCACCACCTTAGACGTTGCTAACCAGACC Cre17.g745997 GGAGGCGGAGGTATGGTACTTCGTAGCACAGC GGTTCCACCACCACCGCATGGCCTCTCACCCC
Cre17.g746097 GGAGGCGGAGGTATGTACACGAGCCTCCGGTC GGTTCCACCACCACCAGGCGAACGGGACCGATG Cre17.g746197 GGAGGCGGAGGTATGCCAGTTGGCCCGA GGTTCCACCACCACCCCTGGCCTGCATGCCA
Cre17.g746247 GGAGGCGGAGGTATGGCCGACCGTGCTCGAG GGTTCCACCACCACCGCCTCCGCGCATCTTCTTCTTG Cre17.g746297 GGAGGCGGAGGTATGGAGGAACTCCGTGCAGC GGTTCCACCACCACCTGCCGCCTCCAGCCCT
Cre17.g746347 GGAGGCGGAGGTATGACCTCCGATGCCGCG GGTTCCACCACCACCCGTGGGCCGCCACTCGATG Cre17.g746397 GGAGGCGGAGGTATGCAGCGGGGCCTGAT GGTTCCACCACCACCCGCCCGCAGCAGCTCG
Cre17.g746447 GGAGGCGGAGGTATGTGCATTCATGGTCAGTACT GGTTCCACCACCACCCTACTCCACCTGCACACCC Cre17.g746497 GGAGGCGGAGGTATGCTTTGCGACCGCC GGTTCCACCACCACCCTAGCGGCAGCAGTGGC
Cre17.g746547 GGAGGCGGAGGTATGCACCAAACGCCAAATCGAA GGTTCCACCACCACCCAATCCCGCCCCGTCCGT Cre17.g746597 GGAGGCGGAGGTATGACAGGGCAGCGAAGG GGTTCCACCACCACCCAGCCCGCTGAGGGGG
Cre17.g746647 GGAGGCGGAGGTATGAGTGAGGCGGCGT GGTTCCACCACCACCGACAGATGGCTGCTCGGG Cre17.g746697 GGAGGCGGAGGTATGGAGCAGCCGCCGCTG GGTTCCACCACCACCCTGCTGCTGCTGCTGCTG
Cre17.g746747 GGAGGCGGAGGTATGAAGCCTTCGGGCACC GGTTCCACCACCACCTGCAGCTTTCCCGGCA Cre17.g746797 GGAGGCGGAGGTATGCTGGTGCTGGCCC GGTTCCACCACCACCATCTGCCACGCATGCC
Cre17.g746847 GGAGGCGGAGGTATGGCTTTTCTATTTGAAGAGCG GGTTCCACCACCACCTTATGCTCTTCCTCCGGTAGC Cre17.g746897 GGAGGCGGAGGTATGGCGTCAGTATTGGTCCA GGTTCCACCACCACCGTCGGCCCACAGCTTG
Cre17.g746947 GGAGGCGGAGGTATGCCGGGCTCACCGT GGTTCCACCACCACCCACACCAGCGCTGCCC Cre17.g746997 GGAGGCGGAGGTATGATGTCCTCCAGCCTCGTC GGTTCCACCACCACCGTTGATCTTGGAGAAGAACTCCA
Cre17.g747047 GGAGGCGGAGGTATGCCCGCAACAGGTCG GGTTCCACCACCACCCTTTCCTGCCCTCACCGG Cre17.g747097 GGAGGCGGAGGTATGTGCGTAACAGGTGCTT GGTTCCACCACCACCAGCCTCCAGCTCCATAGC
Cre17.g747147 GGAGGCGGAGGTATGGAGTCTCTGCCAGATGA GGTTCCACCACCACCCTGCCGCTGCTTCTGC Cre17.g747247 GGAGGCGGAGGTATGCTACAAGGCTTCGGGT GGTTCCACCACCACCAAGCATGGTGATGGCTGTG
Cre17.g747297 GGAGGCGGAGGTATGCCGGGCCTCGCTCTG GGTTCCACCACCACCCAGCAGCTTGAGGTGGCC Cre17.g747347 GGAGGCGGAGGTATGCAAGCCACATTACTTAGCA GGTTCCACCACCACCCTACTGCTGCTGCTGCG
Cre17.g747397 GGAGGCGGAGGTATGTCGTCGCCAGTGGC GGTTCCACCACCACCCCGGTTCCGCCCCAGT Cre17.g747547 GGAGGCGGAGGTATGGTGGCGGACTACCAG GGTTCCACCACCACCCGGGCACAGCATGAACG
Cre17.g747597 GGAGGCGGAGGTATGGCCTCCGCACCGA GGTTCCACCACCACCCTGCACGCCTACCGCA Cre17.g747647 GGAGGCGGAGGTATGTCAACAGATGTGCTGCCT GGTTCCACCACCACCGTGTGTGATGCGGTGGATGA
Cre17.g747747 GGAGGCGGAGGTATGAAAGGGCCGAGTTCGGC GGTTCCACCACCACCCTAGGCCGCCCGCTGC Cre17.g747847 GGAGGCGGAGGTATGGCTTGCGCAAGCC GGTTCCACCACCACCGTAGGCGTTGCAGGGGC



206 APPENDIX A. APPENDIX

Cre17.g747897 GGAGGCGGAGGTATGTCAAAGCCATCGACGCC GGTTCCACCACCACCCTCTGGCGGCGGTGGC Cre17.g747947 GGAGGCGGAGGTATGCTGATTACGAACCATGGT GGTTCCACCACCACCCTAGGGCTGTGGCGTCG
Cre17.g747997 GGAGGCGGAGGTATGCAGAGCCTGCGTTTGC GGTTCCACCACCACCTGTGAAGCGATGTGGCATCT Cre17.g748047 GGAGGCGGAGGTATGGAGGCCGCTGGTG GGTTCCACCACCACCGGAAGGGATGCTGCGC
Cre18.g748097 GGAGGCGGAGGTATGAGCGGCTACAACTCCG GGTTCCACCACCACCCTTAGAAGCATCAGTCGTGGG Cre18.g748147 GGAGGCGGAGGTATGGTCACCAGTGTCGGA GGTTCCACCACCACCGAACAACCAGTGACATGCCT
Cre18.g748197 GGAGGCGGAGGTATGAACGATAGCACGCATCTG GGTTCCACCACCACCGAGCTTATCACCAGCAGCA Cre18.g748247 GGAGGCGGAGGTATGGACGCCACGTCTAAAG GGTTCCACCACCACCCAGTTGCTGCTGCTGCT
Cre18.g748297 GGAGGCGGAGGTATGAGCGGCTACAACTCCG GGTTCCACCACCACCCCAACTGGGCGTACGTG Cre18.g748347 GGAGGCGGAGGTATGGGCGATGGCGGTTC GGTTCCACCACCACCCATGTGCGGCGGCTGC
Cre18.g748397 GGAGGCGGAGGTATGCCTGCATGGGGCT GGTTCCACCACCACCCAGGTAGCGGCGGATGA Cre18.g748447 GGAGGCGGAGGTATGGCCTCTGCAAACATATTGC GGTTCCACCACCACCCTACACCAGCTGCACGG
Cre18.g748497 GGAGGCGGAGGTATGGGGCACAAAAAACAGCA GGTTCCACCACCACCCTCCACAGTGCCATCCAC Cre18.g748547 GGAGGCGGAGGTATGCCGGATGTCAAGTACCT GGTTCCACCACCACCCGTGACCGTGGGCAGG
Cre18.g748597 GGAGGCGGAGGTATGTGCGGGAAGTACGTGC GGTTCCACCACCACCCAGTCGCTTGTGTGCGG Cre18.g748647 GGAGGCGGAGGTATGCAGCTGGACGATGTG GGTTCCACCACCACCGCCCTTTTGGGGCACG
Cre18.g748697 GGAGGCGGAGGTATGCCCTGGAACCACTTTG GGTTCCACCACCACCTTGCGTTCTTGACGCAAAG Cre18.g748747 GGAGGCGGAGGTATGCTCCATAGCTACTGGAGC GGTTCCACCACCACCCTTGACTGTCGTGAGGCC
Cre18.g748797 GGAGGCGGAGGTATGCTGGGGGACGTCATGG GGTTCCACCACCACCCCCATGGCGCGCCACC Cre18.g748847 GGAGGCGGAGGTATGAGCTGCGGCTGGC GGTTCCACCACCACCCTTTCCTGCCTTGACAGCT
Cre18.g748897 GGAGGCGGAGGTATGGAGGAACGCCCAGC GGTTCCACCACCACCGTGGCGCCCTTCATGC Cre18.g748947 GGAGGCGGAGGTATGAGGATTGCGGCCATTG GGTTCCACCACCACCATATTTCCTGTCGGTGCCG
Cre18.g748997 GGAGGCGGAGGTATGCTTGTGGTGAATAAGGTTGT GGTTCCACCACCACCTCATGCAGTCATGGCGGC Cre18.g749047 GGAGGCGGAGGTATGAGTCGGTGTTCCTTCTTC GGTTCCACCACCACCGCGGAATAGAACGGGGTC
Cre18.g749097 GGAGGCGGAGGTATGTACGGGCTGAGCGA GGTTCCACCACCACCCTTGTTTGGGTTGGAGACGG Cre18.g749147 GGAGGCGGAGGTATGTCCCGCACTGTGTCA GGTTCCACCACCACCCTACCCGCCGGCCTTG
Cre18.g749197 GGAGGCGGAGGTATGTTAAACTGCTTGACATATTGCG GGTTCCACCACCACCCACCGGGCCCACAGACGT Cre18.g749247 GGAGGCGGAGGTATGGCTGAAGGCAGTGCG GGTTCCACCACCACCTGCCGGTGCAGCTGGT
Cre18.g749297 GGAGGCGGAGGTATGGCTGAAGGCAGTGCG GGTTCCACCACCACCTCAGTCCCCCCCCCCG Cre18.g749397 GGAGGCGGAGGTATGGCTGAAATTTTCGTTCCAAA GGTTCCACCACCACCTCAACACGGGCTGCGC
Cre18.g749447 GGAGGCGGAGGTATGCTCGCGTCGCAGAA GGTTCCACCACCACCCTAGGAGGGCGCGCCC Cre18.g749497 GGAGGCGGAGGTATGCAGTCTATCCGCGGGCTAA GGTTCCACCACCACCGTGCTTCCCGGCCCGCAG
Cre18.g749547 GGAGGCGGAGGTATGCAAGAAGCCGACAGCAAG GGTTCCACCACCACCCTGCTGCATCCCCTTCTGC Cre18.g749597 GGAGGCGGAGGTATGCGCCCCACACCCG GGTTCCACCACCACCCCGCTTCATGACGCAGCC
Cre18.g749647 GGAGGCGGAGGTATGGATGAGATCATCTACCGCA GGTTCCACCACCACCTCAGTGCTTCCCGGCC Cre18.g749697 GGAGGCGGAGGTATGCACTTACAACACGCATCAC GGTTCCACCACCACCCTTGACGTGGTAGTCCTTGGTC
Cre18.g749747 GGAGGCGGAGGTATGGATGGAGCTTTAGGCAGA GGTTCCACCACCACCCAGCACCACAGCGGTG Cre18.g749847 GGAGGCGGAGGTATGGTGCAGGCTCTTTGTAG GGTTCCACCACCACCCATGTGGATGGGCTTGCC
Cre18.g749897 GGAGGCGGAGGTATGGCGCGAGCAACCG GGTTCCACCACCACCCAATGCACCCTCGTCATGC Cre18.g749947 GGAGGCGGAGGTATGACACAGCCCCAAATTCC GGTTCCACCACCACCGAAGGTTGGTTCGATCTGCA
Cre18.g749997 GGAGGCGGAGGTATGACCGGCAAGCACG GGTTCCACCACCACCTGTAGCCGGCTTGCCA Cre19.g750097 GGAGGCGGAGGTATGAGCGGCAAATTCAAGCG GGTTCCACCACCACCCACCTCCTCCATCAGCCC
Cre19.g750147 GGAGGCGGAGGTATGGTGCGGACTATGATGACG GGTTCCACCACCACCCTTGCGGCGAGAGCGG Cre19.g750197 GGAGGCGGAGGTATGTTCGCACCGCAAGTCA GGTTCCACCACCACCTCACCAGCCGCCCCCT
Cre19.g750247 GGAGGCGGAGGTATGTTGGCTGCCCGTGCA GGTTCCACCACCACCCCACTTGAGGCTGTAGGAGG Cre19.g750297 GGAGGCGGAGGTATGAGCGACTCCGGTTGC GGTTCCACCACCACCATACCAGTCGTCATCCTCCTC
Cre19.g750347 GGAGGCGGAGGTATGCGGGTGCCACTGG GGTTCCACCACCACCATGGCACCCGAGAGAAGC Cre19.g750397 GGAGGCGGAGGTATGTCGCTTGCGCTGCGG GGTTCCACCACCACCGGAGCGCTTCTCCCAGCG
Cre19.g750447 GGAGGCGGAGGTATGACGAGCTATGGATTAGGCA GGTTCCACCACCACCTCAGCGCAGCAGTGCT Cre19.g750497 GGAGGCGGAGGTATGTTTCAGTTCGCACACGG GGTTCCACCACCACCTCACTGCTCTAACCTCATTTGTT
Cre19.g750547 GGAGGCGGAGGTATGAACATGTTGCTTCAACAACA GGTTCCACCACCACCCACTCGCGAGATGTCGCG Cre19.g750597 GGAGGCGGAGGTATGGGCAATTGCTCGAGCC GGTTCCACCACCACCCTGCTCCCCCTCTTCGGC
Cre19.g750647 GGAGGCGGAGGTATGATTCTGCGAGCCTGTTTCC GGTTCCACCACCACCACTTATCGATGTGGGCGCC Cre19.g750697 GGAGGCGGAGGTATGTGTCCATGCGGCATAC GGTTCCACCACCACCTTACTGCTCCAACCTCATTTGT
Cre19.g750747 GGAGGCGGAGGTATGTGCCCATGCGGCA GGTTCCACCACCACCTTACTGCTCCAACCTCATTTGT Cre19.g750847 GGAGGCGGAGGTATGGGCCGGTCGACTG GGTTCCACCACCACCGTGCCTGCGCGAGAGC
Cre19.g750897 GGAGGCGGAGGTATGTCCTCCGAAGTCGTGA GGTTCCACCACCACCCTAGCTGGCCAGCGCC Cre19.g750947 GGAGGCGGAGGTATGGACGTGGTGATCAAGACAG GGTTCCACCACCACCCTGCTGCTGCCGGAGACT
Cre19.g750997 GGAGGCGGAGGTATGCCGGAGATGCGCGTG GGTTCCACCACCACCGATCATGGACGCCTTGCGAG Cre19.g751047 GGAGGCGGAGGTATGGCGCTGCACGGCC GGTTCCACCACCACCCTTGCGGCCACCCGCC
Cre19.g751097 GGAGGCGGAGGTATGTCAGGCCATCATTTCCGC GGTTCCACCACCACCGGGTTGGGCCTCCGCA Cre19.g751147 GGAGGCGGAGGTATGGGCAACCCTCGAGTG GGTTCCACCACCACCGGGTTGGGCCTCCGCA
Cre19.g751247 GGAGGCGGAGGTATGCACGAAGACGACGTTGA GGTTCCACCACCACCTCACCGCAGCCCAGCG Cre19.g751347 GGAGGCGGAGGTATGGACCTTCAGCAGCTTCC GGTTCCACCACCACCGCTGTCTGCGCTGACG
Cre20.g751397 GGAGGCGGAGGTACCCTCATCTACAAGGGCAAA GGTTCCACCACCACCGGGGGCCTGCACAGGT Cre20.g751447 GGAGGCGGAGGTATGCATAGCCTGGCACAC GGTTCCACCACCACCGCCGCCTTGAGCTGTG
Cre20.g751497 GGAGGCGGAGGTATGGCCAACTTGGCGGT GGTTCCACCACCACCAAACAAAAGCGTGATGGGCC Cre20.g751597 GGAGGCGGAGGTATGGCGGACCTCCATCTC GGTTCCACCACCACCTTATGAGCCCCCGCCG
Cre20.g751797 GGAGGCGGAGGTATGTGGGTACCGGAAGGAAAG GGTTCCACCACCACCACGACGGAAGGTCATGGC Cre21.g751847 GGAGGCGGAGGTATGTGGTTGAGGGTGGCG GGTTCCACCACCACCAACCCAGACTTTGTCGTGTT
Cre21.g751897 GGAGGCGGAGGTATGGCCCCGGACTGGC GGTTCCACCACCACCGGGCACGTGCGCTAGTA Cre21.g751947 GGAGGCGGAGGTATGAGTCGGGTTCGGTGC GGTTCCACCACCACCGGACTTGCCCTTGAAGTCC
Cre21.g751997 GGAGGCGGAGGTATGGCAGACAACTCGCG GGTTCCACCACCACCTTACGGCAGCTGCGCC Cre21.g752147 GGAGGCGGAGGTATGGCGTCGCTGTACAAG GGTTCCACCACCACCTCAAAATTGCATCTGCTGTCTTC
Cre21.g752197 GGAGGCGGAGGTATGCGAGCTCGAGGGAA GGTTCCACCACCACCTCACTGTGCAACTTCTGTTATGA Cre21.g752247 GGAGGCGGAGGTATGGCGCTGCACGGCC GGTTCCACCACCACCCTTGCGGCCACCCGCC
Cre21.g752297 GGAGGCGGAGGTATGCTGTACGCGCAGC GGTTCCACCACCACCCGCCACAGCAGCAGCT Cre21.g752347 GGAGGCGGAGGTATGGAGCTAGCTGCTGGT GGTTCCACCACCACCGCTCGCTCCACCATCCA
Cre21.g752397 GGAGGCGGAGGTATGGGCAGGCGGTACG GGTTCCACCACCACCCGCCACAGCAGCAGCT Cre21.g752447 GGAGGCGGAGGTATGCTCAGCAGTTTCCGGTC GGTTCCACCACCACCACGACGGAAGGTCATGGC
Cre21.g752497 GGAGGCGGAGGTATGGACTCCGAATTCGAAGGG GGTTCCACCACCACCGCCCGTGTGCTCGTAGG Cre21.g752547 GGAGGCGGAGGTATGGACAATGTCGCCCTCAA GGTTCCACCACCACCGGCGTCGCCCTCCTCC
Cre21.g752597 GGAGGCGGAGGTATGGACAATGTCACCCTCAAC GGTTCCACCACCACCCTAGTTGTCGGCGGCAG Cre21.g752747 GGAGGCGGAGGTATGGCGTACATTAGCTCAGGG GGTTCCACCACCACCAGCAGCACCGTCATGGA
Cre21.g752797 GGAGGCGGAGGTATGGAGCTAGCTGCTGGT GGTTCCACCACCACCGCTCGCTCCACCATCCA Cre21.g752847 GGAGGCGGAGGTATGGGCAGGCGGTACG GGTTCCACCACCACCCCGATCACATGGGCCGA
Cre21.g752897 GGAGGCGGAGGTATGGAAGACGCAGCCGT GGTTCCACCACCACCCGCCACAGCAGCAGCT Cre21.g752947 GGAGGCGGAGGTATGGCCACGACCGTGGC GGTTCCACCACCACCGGCCGCTCCAGCGAGG
Cre21.g752997 GGAGGCGGAGGTATGTCGCTCAGTCAGTGGT GGTTCCACCACCACCGTCGGACTTTTGCCCCG Cre21.g753047 GGAGGCGGAGGTATGGAGCGTGGGCGTG GGTTCCACCACCACCGCTGCTGGTGCCCTTC
Cre21.g753197 GGAGGCGGAGGTATGATTCCTCAAAAAGACTTGGC GGTTCCACCACCACCTTAGGGTGACCGCCCG Cre21.g753247 GGAGGCGGAGGTATGAAGACGGGAGGCTTTAAAC GGTTCCACCACCACCTCATGCTAGCTCCTGTAGTTCT
Cre21.g753297 GGAGGCGGAGGTATGTGCGTCAGGCTGGC GGTTCCACCACCACCTTATGAGCCCCCGCCG Cre22.g753347 GGAGGCGGAGGTATGCCAGGATTGCTGGACC GGTTCCACCACCACCCTCCAGTGCGGCACTTG
Cre22.g753397 GGAGGCGGAGGTATGGGGGGCAAATCCTACACC GGTTCCACCACCACCCTACGCCGGTGCCCGC Cre22.g753447 GGAGGCGGAGGTATGGGCGCTTCAGCAGC GGTTCCACCACCACCGGATTTGCCCCACCTGC
Cre22.g753497 GGAGGCGGAGGTATGCTTTACGCACAAAAAGCA GGTTCCACCACCACCTGATGCAGGCGTGGACA Cre22.g753547 GGAGGCGGAGGTATGCCTGCGGAGGCGG GGTTCCACCACCACCCTAGCTGCGGCCGGGC
Cre22.g753597 GGAGGCGGAGGTATGCAATCAATAGGGACGCA GGTTCCACCACCACCTTAGGCGGCTCCCTCCT Cre22.g753647 GGAGGCGGAGGTATGCTAACATCACGACGACG GGTTCCACCACCACCCTATCGCCGGCGTGGC
Cre22.g753697 GGAGGCGGAGGTATGCCTGATTACTTCAAGGACC GGTTCCACCACCACCTCATCCAGTGTTTGATGTTGATGC Cre22.g753797 GGAGGCGGAGGTATGAGCAACGTCGCTGG GGTTCCACCACCACCTCCGGAATGCTGCGCG
Cre22.g753847 GGAGGCGGAGGTATGGGCCAATTGAGCAGCAA GGTTCCACCACCACCACGGCCTTCCTTCGCCATC Cre22.g753897 GGAGGCGGAGGTATGCGCCTGGCCGTCG GGTTCCACCACCACCGGCCCCACCGCACATG
Cre22.g753947 GGAGGCGGAGGTATGAAAGGCTCAGACCAGGA GGTTCCACCACCACCAACCGCGGTGTGTTGTG Cre22.g753997 GGAGGCGGAGGTATGAGGAGGGTGTCGCAG GGTTCCACCACCACCAACCCAGACTTTGTCGTGC
Cre22.g754047 GGAGGCGGAGGTATGGACCCCGCTGCTG GGTTCCACCACCACCCGCGGCAAACTTGGGG Cre22.g754097 GGAGGCGGAGGTATGGGCAAGAAAGTGTATGGAG GGTTCCACCACCACCTCAATTTCCGTGCCGGTG
Cre22.g754147 GGAGGCGGAGGTATGATTTCGCCTGGAACTAAGC GGTTCCACCACCACCCTACTTGCCCCTGGCTGC Cre22.g754197 GGAGGCGGAGGTATGGCGTCGCTGTTTAAGC GGTTCCACCACCACCCCGCACAACTTCTGTCACA
Cre22.g754247 GGAGGCGGAGGTATGGGCGATGAGGTGGG GGTTCCACCACCACCGCACTTCCCACCACTGC Cre23.g754297 GGAGGCGGAGGTATGATGGCCATGTTGTTTTATAAG GGTTCCACCACCACCCTACGCCACAGCAGCA
Cre23.g754347 GGAGGCGGAGGTATGGCCGTTGCAGCATT GGTTCCACCACCACCGGGCACGTGCGCTAGTA Cre23.g754397 GGAGGCGGAGGTATGTTCGACCCCAGCATTC GGTTCCACCACCACCCTCCCGGTCATCTCCCTT
Cre23.g754447 GGAGGCGGAGGTATGCAATCAATAGGGACGCA GGTTCCACCACCACCTTAGGCGGCTCCCTCCT Cre23.g754497 GGAGGCGGAGGTATGGGCGCTTCAGCAGC GGTTCCACCACCACCCACGCCTGTGCCCGTG
Cre23.g754547 GGAGGCGGAGGTATGGCCCGACAGAAAAGTAAA GGTTCCACCACCACCCTACTTCTTCAACATCTCAGGGAT Cre23.g754647 GGAGGCGGAGGTATGGAGCTAGCTGCTGGT GGTTCCACCACCACCGCTCGCTCCACCATCCA
Cre23.g754697 GGAGGCGGAGGTATGACCATACCCGCAGTATGG GGTTCCACCACCACCTATTGGGCCCCCCGCC Cre23.g754747 GGAGGCGGAGGTATGGGCATTGCCAACACC GGTTCCACCACCACCCGGGCCAAACGGTGAAG
Cre23.g754797 GGAGGCGGAGGTATGAACCGGCGTAGGCC GGTTCCACCACCACCCACGGCAACGAGGAAGC Cre23.g754847 GGAGGCGGAGGTATGAGCTCATCATCGGCAC GGTTCCACCACCACCATTGATTGCGTTGCCTGCC
Cre23.g754897 GGAGGCGGAGGTATGTTGGTCGGTCAATGTCG GGTTCCACCACCACCTCATTGACGGCGCGGC Cre23.g754947 GGAGGCGGAGGTATGCCGCCAAAGGGAAC GGTTCCACCACCACCAAGAGAGAACCCGGGGC
Cre23.g755047 GGAGGCGGAGGTATGCAGCAGCTTCCGTG GGTTCCACCACCACCTGAAGTCGTCGCAGTACGTA Cre24.g755097 GGAGGCGGAGGTATGGCATTAGCCTCGGGGAATC GGTTCCACCACCACCCTGCAGCGACGCCAGGCC
Cre24.g755147 GGAGGCGGAGGTATGTATGTGACTGCTGTGTGG GGTTCCACCACCACCCTGCAAATGCTTAGCCTTCAG Cre24.g755197 GGAGGCGGAGGTATGGCCGCTCTGCAGA GGTTCCACCACCACCCTTGGGCATGTTCAGGTAGG
Cre24.g755247 GGAGGCGGAGGTATGAACCCAAGTGAGGTCTCA GGTTCCACCACCACCCATCTTCCACGACCCCAAC Cre24.g755347 GGAGGCGGAGGTATGGCGGATCGCCTGGAC GGTTCCACCACCACCAAGCTGCATGTACTCCTTGGTG
Cre24.g755397 GGAGGCGGAGGTATGTCGCATTGGCGCG GGTTCCACCACCACCCAACCCTCCCCCCTCC Cre24.g755447 GGAGGCGGAGGTATGACGACTGCGCATCGC GGTTCCACCACCACCCCGGATGTAGCGCTGCAG
Cre24.g755497 GGAGGCGGAGGTATGGGCAACGCGCTGT GGTTCCACCACCACCCACGCCCGCGTGCTTG Cre24.g755597 GGAGGCGGAGGTATGTCTTCCGCAGTCGTTTC GGTTCCACCACCACCCATGTCCACGCGAAGCG
Cre24.g755647 GGAGGCGGAGGTATGGCGGACAACATCAACTT GGTTCCACCACCACCGTACGGCCGCGGGAAG Cre24.g755697 GGAGGCGGAGGTATGAAGTCAATGAAGGAGCAAGC GGTTCCACCACCACCCTACATGGGTCCCTGCGC
Cre24.g755797 GGAGGCGGAGGTATGAAGGCACTGAATGTACTCG GGTTCCACCACCACCCTATATCGCCGCTCGCAG Cre24.g755847 GGAGGCGGAGGTATGTCGGCTAGGGCAATGT GGTTCCACCACCACCCTGGCCAGCCGTAGCG
Cre24.g755947 GGAGGCGGAGGTATGGCGCGGCTGCTTT GGTTCCACCACCACCCTACGGCGCCCAAGGC Cre24.g755997 GGAGGCGGAGGTATGATCAATAGACAAGCGGGTG GGTTCCACCACCACCTTACAGCTCAACCGGCAC
Cre24.g756047 GGAGGCGGAGGTGGCGGAGGGGATGGGA GGTTCCACCACCACCGCTAGTGACACCCCCCA Cre25.g756097 GGAGGCGGAGGTGCAGCGGCCAGCCACA GGTTCCACCACCACCAAGGTGGCCGACCGCG
Cre25.g756147 GGAGGCGGAGGTATGCTGGGGGACCGCA GGTTCCACCACCACCGGGGGCCTGCACAGGT Cre25.g756197 GGAGGCGGAGGTATGTGCGTTAGGCTGGCC GGTTCCACCACCACCGGCAGCAGGGGGGCAG
Cre25.g756347 GGAGGCGGAGGTATGTTGGACATCACAAAGCGG GGTTCCACCACCACCTAATGGCTTGCCCCCCT Cre25.g756447 GGAGGCGGAGGTATGCAGCCGCTGACGT GGTTCCACCACCACCTCAACCTTGTAAGGATGATTCCTC
Cre25.g756497 GGAGGCGGAGGTATGCACCTCGATGTCCTGA GGTTCCACCACCACCGGACAATGATTGGAATGCCTG Cre26.g756647 GGAGGCGGAGGTATGGATATGGCTTCAGCAATACT GGTTCCACCACCACCTCAGCTGCAGACGCATCC
Cre26.g756697 GGAGGCGGAGGTATGGCAGTAGCAGTAGCGT GGTTCCACCACCACCCTGCCGCCTCCCTCGT Cre26.g756747 GGAGGCGGAGGTATGGTCGTCGCGTCCT GGTTCCACCACCACCGTCGCTCTTGGCCTCCC
Cre26.g756797 GGAGGCGGAGGTATGGCTTCTACCGCTTCACC GGTTCCACCACCACCGTCCAGCTTGAGCTGCAGC Cre26.g756847 GGAGGCGGAGGTATGGGCGTTGCAGCGC GGTTCCACCACCACCTCAGTTTGCGGCCGCC
Cre26.g756997 GGAGGCGGAGGTATGTCGCAGGGCGGCG GGTTCCACCACCACCTCAACGGCGCCCACCG Cre26.g757097 GGAGGCGGAGGTATGACGGCCGATCAGGC GGTTCCACCACCACCCAGAGGGTGGCGGTGC
Cre27.g757147 GGAGGCGGAGGTATGGCCAGTACAGGTGACG GGTTCCACCACCACCGGGGGCCTGCACAGGT Cre27.g757197 GGAGGCGGAGGTATGCCCTGCTTGGCAGC GGTTCCACCACCACCGCGATCCGGTGATGTGG
Cre27.g757247 GGAGGCGGAGGTATGGTGCAGGAGACCCAC GGTTCCACCACCACCGCCGCCTTGAGCTGCG Cre28.g757547 GGAGGCGGAGGTATGGCGGACCTCCATCTC GGTTCCACCACCACCGCCGCCTTGAGCTGTG
Cre28.g757597 GGAGGCGGAGGTATGGCCAACTTGGCGGT GGTTCCACCACCACCTCAACCTTGTAAGGATGATTCCTC Cre28.g757697 GGAGGCGGAGGTATGCAGTTGCTGGGTGATC GGTTCCACCACCACCCTGCCCGAAAGCAGCG
Cre29.g757847 GGAGGCGGAGGTATGCTGAACACGCATCG GGTTCCACCACCACCTTATAGTTTGGATTCTATGCGCA Cre29.g757897 GGAGGCGGAGGTATGGACAACGACACCCTACG GGTTCCACCACCACCCGCGTCTCCCTCCTCC
Cre29.g757947 GGAGGCGGAGGTATGCAGTCTGTCCGCATCG GGTTCCACCACCACCCACGTACTTGGTGTTTACGCC Cre30.g758047 GGAGGCGGAGGTATGGAAGGTTCCAGACGAGG GGTTCCACCACCACCGGCAGCTTTTCCCGGC
Cre30.g758097 GGAGGCGGAGGTATGAGCAAGCTGCTGTTCA GGTTCCACCACCACCGGCTGCCGCCATGAGG Cre30.g758147 GGAGGCGGAGGTATGCCCTGCTTGGCAGC GGTTCCACCACCACCGCTATGGCTGGCGTCG
Cre30.g758197 GGAGGCGGAGGTATGTGCGTTAGGCTGGC GGTTCCACCACCACCTTAAAAAAAAAAAAGGTGCGCAA Cre30.g758247 GGAGGCGGAGGTATGAAAAGAGGGCCGCAC GGTTCCACCACCACCGCGGAACTCCAGCTCGA
Cre31.g758347 GGAGGCGGAGGTATGTCTGCGCAAGCTGC GGTTCCACCACCACCCTCCGAGGACTCCCGG Cre31.g758397 GGAGGCGGAGGTATGACTCACGATTCTGATTCGG GGTTCCACCACCACCTTACAAGCCGTGCAGCAG
Cre31.g758447 GGAGGCGGAGGTATGCTACATGAGCTTGGTCG GGTTCCACCACCACCGGGGATGCATGCCCTCT Cre31.g758497 GGAGGCGGAGGTATGAGGGGCGCTATGAACA GGTTCCACCACCACCCGCCCAATCTCCTCGCC
Cre32.g758547 GGAGGCGGAGGTATGACTGGAGGCAAAGGCG GGTTCCACCACCACCCGGCATGGCTGCTCCG Cre32.g758597 GGAGGCGGAGGTATGGAGGAGCGGCTGG GGTTCCACCACCACCGTCAAACTGCTCCACCAGC
Cre32.g758647 GGAGGCGGAGGTATGTTCTGTCGCCGTGGC GGTTCCACCACCACCAGAAACACATGGCCGAGGG Cre32.g758697 GGAGGCGGAGGTATGGAGTCGCGGCTGC GGTTCCACCACCACCTAGCAGTGCGTGTGCAG
Cre32.g758747 GGAGGCGGAGGTATGACCGCTGAGCAGCG GGTTCCACCACCACCCACGCCCACCTCGTGC Cre33.g758897 GGAGGCGGAGGTATGTCGAAACCAATATTGGCTCG GGTTCCACCACCACCTTAGAAACCGAAACCCTCATAGG
Cre33.g758947 GGAGGCGGAGGTATGCTCAACCCCAAGATGAAG GGTTCCACCACCACCCGCATACGTGCTCCTCC Cre33.g758997 GGAGGCGGAGGTATGAGAGACGCTTTGCTCAG GGTTCCACCACCACCCTGCTGGTGCTGCTCCT
Cre33.g759047 GGAGGCGGAGGTATGGTCGACATTGCCGC GGTTCCACCACCACCCGCCTCTCGTGAGGGG Cre34.g759097 GGAGGCGGAGGTATGTGCGTCAGGCTGGC GGTTCCACCACCACCCACACCACCAAGGTGTGG
Cre34.g759147 GGAGGCGGAGGTATGAGCAAGCTGCTGTTCAAG GGTTCCACCACCACCCTTCTGCAGCGCGCGG Cre35.g759297 GGAGGCGGAGGTATGTATGGCTCTGCTACTGGG GGTTCCACCACCACCGGACACCAGCCCAGCG
Cre35.g759347 GGAGGCGGAGGTATGAAGGCGGCAAACAGG GGTTCCACCACCACCCTGCTCCTCCTTCTTCTCCT Cre35.g759397 GGAGGCGGAGGTATGCACGCGCAGGAGG GGTTCCACCACCACCGTTCATGCCAGAGACAGCA
Cre35.g759447 GGAGGCGGAGGTATGTCCACAGCGCAAGTC GGTTCCACCACCACCGATGTCCGCACCCACCG Cre35.g759497 GGAGGCGGAGGTGTCCAGCGCTTCATCCACCT GGTTCCACCACCACCCCCCCGCTCCCCACCC
Cre36.g759547 GGAGGCGGAGGTATGGCACCTAAATCGCTTGC GGTTCCACCACCACCGCCAGGCTTGGGCTGC Cre36.g759597 GGAGGCGGAGGTATGAGCAGTGCTCTAGCGC GGTTCCACCACCACCGCACATGGCCATGCGG
Cre36.g759647 GGAGGCGGAGGTATGCAAGTTGCAAGCGGC GGTTCCACCACCACCCTTGAAGCCAAAGTGCTCGAG Cre36.g759697 GGAGGCGGAGGTATGAAGCCACGAACCGTGC GGTTCCACCACCACCGCCGAGGTTGCCACGC
Cre36.g759747 GGAGGCGGAGGTCTGGGCGGCGAGTCAT GGTTCCACCACCACCAGACGTAGGCACCGGC Cre37.g759797 GGAGGCGGAGGTATGGCAGACCCAGTTCCA GGTTCCACCACCACCTACTGTCCGATTTTTGCCGG
Cre37.g759847 GGAGGCGGAGGTATGGAGCGCACCTTGGG GGTTCCACCACCACCGTCGCTGCCGCTGACA Cre37.g759897 GGAGGCGGAGGTATGCGGCTGCCTCGGA GGTTCCACCACCACCGATCATTACAGCCGAGGGCA
Cre37.g759947 GGAGGCGGAGGTATGTTGCCCGACAGTCGG GGTTCCACCACCACCAACCCAGACTTTGTCGTGC Cre38.g759997 GGAGGCGGAGGTATGGACGCCACGTCTAAAG GGTTCCACCACCACCAGACAACGTGGTTGAGGGT
Cre39.g760047 GGAGGCGGAGGTATGCAGCGCGAACCTG GGTTCCACCACCACCCACCGATGCCTCCACCG Cre39.g760097 GGAGGCGGAGGTATGGAGGCTGGGGTGC GGTTCCACCACCACCAGCCTCCAGCTCCATAGC
Cre40.g760147 GGAGGCGGAGGTATGGCTGATGTCACGTCCT GGTTCCACCACCACCTTACTGGAAAGGCCTTAAGATTGC Cre40.g760197 GGAGGCGGAGGTATGAGCGCCGCTACAGC GGTTCCACCACCACCCTACCGGCGGGGGGAG
Cre40.g760247 GGAGGCGGAGGTATGCTTGCAGGCCGCC GGTTCCACCACCACCGTCCTCGTCACTGTCCGT Cre41.g760297 GGAGGCGGAGGTATGCATGGCGTCAGAGTCA GGTTCCACCACCACCGTTCTTCAGGCCCGCCG
Cre42.g760347 GGAGGCGGAGGTCTCTTTGGCGGCCTGTTC GGTTCCACCACCACCAGCCTCCACCGTCAGC Cre42.g760397 GGAGGCGGAGGTATGGACATGGTTTACGAGAGC GGTTCCACCACCACCCGCCCACCTACCCTGC
Cre42.g760447 GGAGGCGGAGGTATGCGCTCCGAGGGGC GGTTCCACCACCACCCAGCCCCCACATGCTGC Cre43.g760497 GGAGGCGGAGGTATGCAGCTTAACGCGGC GGTTCCACCACCACCGATGACGCGCTCAATCTGC
Cre43.g760547 GGAGGCGGAGGTATGGTCGCCGGCAGCT GGTTCCACCACCACCCGCGTGAGCGCCTAGC Cre43.g760597 GGAGGCGGAGGTATGTGGGAGGCGCCCG GGTTCCACCACCACCCCAACACGAGTAGTGGCCG
Cre43.g760647 GGAGGCGGAGGTATGCCGCAGCCCGGAC GGTTCCACCACCACCCACCACCGCCTCCACG Cre44.g760697 GGAGGCGGAGGTATGGTGTTCGATATGCCCG GGTTCCACCACCACCGTCAGAGCCCTCCTCGTC
Cre44.g760747 GGAGGCGGAGGTATGGATGGATGCGTGAGGTA GGTTCCACCACCACCTGATGCGGCTCTACGAGA Cre45.g760797 GGAGGCGGAGGTGCCAGCGCTCCCCAGC GGTTCCACCACCACCAGGCACGCGGGACCTT
Cre45.g760897 GGAGGCGGAGGTATGCCAGGATTGCTGGAC GGTTCCACCACCACCTTATCCATTGATACCACTTACGTC Cre46.g760947 GGAGGCGGAGGTATGTCGCAGGGCGGCG GGTTCCACCACCACCCATGGCGCTGGTGTACGC
Cre46.g761047 GGAGGCGGAGGTATGACGGCCGATCAGGC GGTTCCACCACCACCCTCCTGGCCGCTAAGTCC Cre47.g761097 GGAGGCGGAGGTATGCTTGCCAAGACTTGCC GGTTCCACCACCACCCGGCGCAAGCCGAGAG
Cre48.g761147 GGAGGCGGAGGTGCCGAGCTGGTGCTGC GGTTCCACCACCACCGGCCTTGGCACTGATGC Cre48.g761197 GGAGGCGGAGGTATGGCTCTGCAGCAGACC GGTTCCACCACCACCCCAGTTGACGCCGACC
Cre48.g761247 GGAGGCGGAGGTATGACTGTTGACGCAGCTG GGTTCCACCACCACCCACCTTCTCGGGCATGGA Cre49.g761347 GGAGGCGGAGGTATGGCGACGATGTTCGC GGTTCCACCACCACCGGAGGTGAAGGGCGCC
Cre50.g761397 GGAGGCGGAGGTATGGCAGGCACATTTAAGAAGT GGTTCCACCACCACCCACCTCGTCGTGAATGACC Cre50.g761497 GGAGGCGGAGGTGCAGTCGCTGCTGCGG GGTTCCACCACCACCCAGGATGCGCTTGCTGC
Cre51.g761547 GGAGGCGGAGGTATGGGCTGCAGCAGCA GGTTCCACCACCACCCCTCAACAGCTCGTACAGG Cre52.g761647 GGAGGCGGAGGTATGGACCTTCGCGACGG GGTTCCACCACCACCGTGCGCCAGCCAGAAC
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