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Über die Geduld
Man muss den Dingen
die eigene, stille
ungestörte Entwicklung lassen,
die tief von innen kommt
und durch nichts gedrängt
oder beschleunigt werden kann,
alles ist austragen – und
dann gebären...
Reifen wie der Baum,
der seine Säfte nicht drängt
und getrost in den Stürmen des Frühlings steht,
ohne Angst,
dass dahinter kein Sommer
kommen könnte.
Er kommt doch!
Aber er kommt nur zu den Geduldigen,
die da sind, als ob die Ewigkeit
vor ihnen läge,
so sorglos, still und weit...
Man muss Geduld haben
Mit dem Ungelösten im Herzen,
und versuchen, die Fragen selber lieb zu haben,
wie verschlossene Stuben,
und wie Bücher, die in einer sehr fremden Sprache
geschrieben sind.
Es handelt sich darum, alles zu leben.
Wenn man die Fragen lebt, lebt man vielleicht allmählich,
ohne es zu merken,
eines fremden Tages
in die Antworten hinein.
Rainer Maria Rilke
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ABSTRACT

The innate immune system evolved a plethora of germline encoded pattern recognition
receptors that are able to sense viral nucleic acids in order to restrict infection. Exceptional progress has been made in the understanding of viral nucleic acid sensing.
However, surprisingly little is known about the ability of cells to degrade viral nucleic
acids. RNA turnover is a highly conserved process and tightly controlled to only target
erroneous RNAs for degradation. Intact cellular messenger RNAs are protected from
5’-degradation by a 5’-cap structure. Before being a substrate for 5’-exonucleases, the
5’-cap structure has to be removed by the decapping protein 2 (DCP2 or NUDT20).
This decapping leaves a monophosphorylated RNA that can serve as a substrate for the
exonuclease 1 (XRN1). Nucleic acids of some RNA viruses bear a triphosphorylated
5’-end. This chemical structure is a feature exclusively foreign nucleic acids introduce
into cells and does not serve as a substrate for XRN1.
In this dissertation, I discovered a novel mechanism that prepares viral 5’-triphosphorylated
RNAs for degradation. Employing a siRNA screen, recombinant proteins as well as in
vitro and in vivo experiments, I identiﬁed the protein Nudix hydrolase 2 (NUDT2) as
central protein to prepare 5’-PPP-RNA for degradation by XRN1. I could show that
the activity of NUDT2 is unspeciﬁc in terms of the 5’-triphosphorylated RNA substrate
and can dephosphorylate substrates of a broad range without showing any sequence or
structural requirements. NUDT2 releases two phosphate groups in a sequential manner,
leaving a monophosphorylated RNA that can serve as a substrate for XRN1. Thereby,
NUDT2 initiates a RNA decay mechanism that is speciﬁc for viral 5’-PPP RNA. Its
importance is highlighted by the increased replication of PPP-RNA generating Vesicular
stomatitis virus infected cells lacking the Nudt2 gene.
Besides identifying this novel pathway to process and remove 5’-PPP-RNA, I also
contributed to gain a better understanding on how the viral restriction factor interferoninduced protein with tetratricopeptide repeats 1 (IFIT1) discriminates host from viral
nucleic acids. Infection of IFIT1 mutant cells emphasized the importance of IFIT1
mediated virus restriction and expanded our knowledge on important RNA binding
sites.

xi

Abstract
Taken together, this work describes the functional characterization of a viral RNA speciﬁc
degradation route involving the phosphatase NUDT2 and gives further insights into the
discrimination of self and non-self nucleic acids by the viral restriction factor IFIT1.
Both projects deepen and enhance our understanding of the execution mechanisms of
innate nucleic acid immunity.
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PREFACE

This thesis is written in a cumulative style. The ﬁrst part of chapter one introduces
general knowledge of RNA biology, particular focusing on RNA degradation pathways.
The second part of chapter one describes nucleic acid immunity including pattern
recognition receptors, the discrimination of self and non-self RNA, antiviral restriction
factors, and an introduction to the role of nucleases and immunopathologies triggered
by the deregulation of nucleic acid immunity. Section I.2.4 of the introduction was
published in the Journal of Interferon & Cytokine Research:
Anna Gebhardt, Beatrice T. Laudenbach, Andreas Pichlmair, Discrimination of Self and
Non-Self Ribonucleic Acids. J Interferon Cytokine Res 37, 184-197 (2017).

The third and fourth part of the introduction describes viral RNA degradation pathways
and a general introduction to the background of mammalian phosphatases.

The second chapter includes my results in form of manuscripts already published or
prepared for submission:
Beatrice T. Laudenbach, Alexander Reim, Markus Moser, Arno Meiler, Janos Ludwig and
Andreas Pichlmair. NUDT2 initiates viral RNA degradation by removal of 5’-phosphates.
Submitted to Science (2018)
Yazan M. Abbas, Beatrice T. Laudenbach, Saúl Martı́nez-Montero, Regina Cencic, Matthias
Habjan, Andreas Pichlmair, Masad J. Damha, Jerry Pelletier, and Bhushan Nagar. Structure of
human IFIT1 with capped RNA reveals adaptable mRNA binding and mechanisms for sensing
N1 and N2 ribose 2’-O methylations. Proc Natl Acad Sci U S A 114, E2106-E2115 (2017).

The last chapter features the discussion and outlook.
All publications are reprinted with permission and copyright of the publications belongs
to the publishers.
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1. RNA Biology

1.1

Ribonucleic Acids

The amount of ribonucleic acid (RNA) that is produced by a eukaryotic cell is striking.
Over 2000 ribosomal RNA molecules are synthesized per minute along with messenger
RNAs (mRNAs) coding for thousands of genes, transfer RNAs (tRNAs), small nuclear
RNAs (snRNAs) and small nucleolar RNAs (snoRNAs). The metabolic expenses are
huge. The synthesis of all RNA species involves several processing reactions, transitions
between subcellular compartments and cycling between diﬀerent protein complexes.
The diﬀerent types of RNA are generated in the nucleus by three cellular RNA polymerases (RNA Pol-I, RNA Pol-II, and RNA Pol-III). All three polymerases give rise to
a precursor transcript bearing a 5’-triphosphate (5’-PPP) group. Before being exported
to the cytoplasm the RNA precursors get variably processed.
Ribosomal RNAs (rRNAs) constitute the largest portion accounting for about 80%
of total RNA. Transcription by RNA Pol-I gives rise to a 45S primary transcript
(pre-rRNA) carrying a 5’-PPP-RNA structure. A considerable amount of chemical
modiﬁcations are made to the precursor rRNA including hundreds of isomerizations
of uridines to pseudouridines and methylations of the 2’OH position of the nucleotide
sugars 1 . Endonucleolytic cleavage and removal of the external and internal transcribed
spacer regions (ETS and ITS) leads to the maturation of the precursor into the 28S,
18S, and 5.8S rRNAs 2 . The processed ribosomal RNAs then carry a 5’-monophosphate
structure (Figure 1).
RNA Pol-III transcribes an additional set of three diﬀerent classes comprising the 5S
rRNA (Class I), tRNAs (Class II) - the second largest proportion of RNAs accounting
for 15% of total RNA in a cell - as well as many small noncoding genes (Class III) 3;4 .
The latter include 7SK RNA, 7SL RNA, U6 snRNA, vault genes (HVG), hY RNA, H1
RNA, MRP RNA and others 5 . tRNAs undergo by far the most extensive processing in
order to provide correct function and structure. First, Ribonuclease P and Ribonuclease
Z cut the 5’-leader and 3’-trailer sequence, respectively, leaving a 5’-monophosphorylated
tRNA precursor. Second, tRNA nucleotidyltransferase - a specialized RNA polymerase adds the essential three 3’-terminal nucleotides CCA to the tRNA (Figure 1) 6 . Moreover,
some tRNA precursors contain introns that have to be spliced out. In addition, over 17%
of all nucleotides in precursor tRNAs are chemically modiﬁed. More than 50 diﬀerent
types of tRNA modiﬁcations are known including methylations, isomerization from
uridines to pseudouridines and the widespread deaminations of adenines to inosines and
cytidines to uridines 7 .
Transcription of RNA Pol-II gives rise to mRNAs and many nonprotein-coding noncoding(nc)RNAs, such as micro RNAs (miRNAs), snRNAs and snoRNAs. In case of
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Figure 1: Processing and maturation of cellular RNA transcripts originating from the
three RNA polymerases RNA polymerase I, RNA polymerase II and RNA polymerase III.

mRNAs, the nascent RNA molecule is processed by coupling a guanine monophosphate
nucleoside to the RNA precursor forming the 5’-cap structure (Cap) 8 . The 5’-cap is
further processed by methylating the N7-position of the guanosine directly after capping,
thereby generating the N7-methylguanylate cap (Cap-0). In addition, the 2’-O-position
of the ﬁrst (Cap-1) and second ribose (Cap-2) can be methylated 9 .
After capping, a poly(A) tail is added to the 3’-end of the mRNA chain to protect the
molecule from rapid decay in the cytoplasm, to facilitate export from the nucleus and
to aid transcription termination 10;11 . The poly(A) tail interacts with poly(A) binding
proteins (PABP) in order to protect the structure from exonucleases.
In the ﬁnal step of mRNA processing, introns are removed and exons are again conjugated
(Figure 1). This splicing reaction is carried out by a large protein complex called the
spliceosome. The 5’-end of snRNAs is processed as well by unique 5’-cap structures
including 5’-trimethylguanosine caps (Sm-class snRNAs) or 5’-monomethylphosphate
caps (LSM-class snRNAs transcribed by RNA Pol III) 12 . Spliceosomal snRNAs are as
well extensively 2’-O- methylated and pseudouridylated at conserved residues important
for proper function similar to rRNAs 13 .
Only recently, through development of high-throughput sequencing techniques, it was
found that internal nucleotides of mRNAs can be chemically modiﬁed to pseudouridines
as well 14;15 . Observations indicate that pseudouridylation of mRNAs may play an
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important biological role since cellular stress, such as starvation, immune stimulation or
heat shock can lead to pseudouridylation of completely novel sites 14;16 .
The pervasiveness of all RNA modiﬁcations is important for proper structure and function
of RNAs and, importantly also allows quality-control mechanisms to distinguish mature
RNA from their precursors.

1.2

RNA Degradation

The synthesis of proteins is one of the most costly biochemical processes. It requires a
remarkable amount of energy and has to dynamically adapt to environmental changes
the cell encounters in order to exclusively produce proteins that are needed at a given
time. This regulation is partially achieved by degradation of mRNA, eventually leading
to changing patterns of protein synthesis. By decay of RNA molecules, ribonucleotides
can be recycled and incorporated into newly synthesized RNAs.
Besides controlling protein synthesis, RNA degradation machineries need to prevent the
accumulation of nonfunctional RNAs with defects in folding, defective RNA modiﬁcations
or incorrectly assembled proteins. RNA degradation is a fundamental cellular process
that has to be tightly controlled to accurately spot RNAs to target them for destruction.
RNA decay processes can be subdivided into RNA quality control, mRNA turnover
and the processing of RNAs. In RNA quality control all classes of RNA are monitored.
Surveillance pathways constantly detect aberrant RNAs that can originate from various
events, including mutations in the gene leading to premature termination of translation,
error-prone transcription or pre-RNA processing. Quality control pathways are also able
to detect non-functional RNAs which are generated by the transcription of intergenic
regions 17 or parasitic RNAs originating from transposons. Turnover of mRNAs is
another cause for RNA degradation and regulates protein synthesis and abundance.
Related to mRNA turnover, ncRNAs are constitutively degraded and thereby form
a contrast to the very stable group of rRNAs. Processing of RNAs in the nucleus
represents the third cause for RNA degradation since all types of RNA are synthetized
in the nucleus as larger precursors by the three RNA polymerases before they undergo
trimming of the 5’- or 3’-ends. This trimming events, but also the generation of excised
fragments or introns, necessitates their removal and governs large parts of the nuclear
RNA degradation machinery.
RNA polymerase I, II, and III are able to generate very diﬀerent types of RNA molecules
however cellular RNA decay pathways seem to not distinguish between their products
but rather constitute a universal arsenal surveilling all cellular RNAs.
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1.2.1

Degradation of RNA Polymerase II transcripts

RNA Polymerase II transcription leads to the generation of diﬀerent classes of RNA
including mRNA, snRNAs, snoRNAs and miRNAs. In eukaryotic cells, two main mRNA
degradation pathways are responsible for the turnover of bulk mRNAs: 5’ to 3’ decay
employing the exonuclease 1 (XRN1) and 3’ to 5’ degradation through the exosome
complex. Both pathways are commenced by the removal of the poly(A) tail in a process
called deadenylation. As a second step, either the 5’-cap is removed by decapping
enzymes and cellular nucleases proceed with 5’-3’ degradation of the RNA body or
alternatively, the second major mRNA decay route proceeds in 3’-5’ direction through
engaging the exosome complex 18 .
In addition to the two main mRNA degradation pathways there are more specialized
mechanisms in place to detect and degrade non-functional RNAs. RNAs containing
premature stop codons are recognized and degraded in a process called nonsensemediated decay (NMD), whereas turnover of RNAs lacking translation termination
codons occurs via nonstop decay (NSD)

1.2.1.1

RNA Deadenylation

The initial and rate-limiting step for bulk mRNA decay is deadenylation. The main
cytoplasmic deadenylase complexes are the C-C-chemokinrezeptor type 4 - negative
regulator of transcription (CCR4-NOT), poly(A)-nuclease 2 and 3 (PAN2-PAN3) and
poly(A) ribonuclease (PARN) complexes. Each of these complexes has unique properties.
In eukaryotes, the predominant deadenylase activity comes from the CCR4-NOT complex
including ﬁve conserved subunits: CCR4, NOT1, NOT2, NOT3/5, and CAF1/ POP2 19 .
Two of the subunits, namely CCR4 and CAF1/POP2, are responsible for the catalytic
3’-5’ poly(A) exoribonuclease activity of the complex (Figure 2). CCR4 - originally
identiﬁed in yeast - has several homologs in mammals that form a similar complex
containing CNOT6 (Ccr4a), CNOT6L (Ccr4b). Similarly, CAF1/POP2 constituting
the second catalytic subunit of the CCR4-NOT complex, is widely conserved and has
three mammalian homologues: CNOT7 (hCaf1), CNOT8 (hPop2) and CAF1Z 20 . The
activity of CCR4-NOT is inhibited PABP 21 .
The second enzyme complex exerting cytoplasmic mRNA deadenylation activity is the
PAN2-PAN3 complex. Interestingly, in comparison to the CCR4-NOT complex the
PAN2-PAN3 complex is dependent on PABP. PAN2 executes the catalytic function of
the complex (Figure 2). Although the PAN2-PAN3 complex does not degrade the entire
poly(A) tail, it is responsible for an initial shortening of the poly(A) tail to a length of
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Figure 2: Eukaryotic polyadenation complexes including the
NOT3
CCR4-NOT, PAN2-PAN3 and
POP2
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80 nucleotides 22 . Deadenylation is then continued by the CCR4-NOT complex.
PARN is the ﬁnal enzyme known to deadenylate mRNAs and is unique in that its
activity is increased by the existence of a 5’-cap structure 23 but inhibited by cap-binding
proteins (Figure 2) 24 . The catalytic subunits CCR4, CAF1, PAN2 and PARN belong
to the RNAse D-type family having Mg2+ -dependent 3’-5’ exoribonuclease domains.
Interestingly, biochemical studies indicate that the diﬀerent deadenylase complexes
prefer speciﬁc mRNA substrates. The CCR4-NOT complex and PARN select mRNAs
without PABP bound to the poly(A) tail for deadenylation, whereas the activity of
the PAN2-PAN3 complex depends on PABP binding. This selection of messenger
ribonucleoprotein (mRNP) substrates shows that deadenylation and therefore mRNA
turnover can be controlled by the architecture of mRNPs and the associated proteins.
1.2.1.2

The exosome complex

Following deadenylation of mRNAs, one possible degradation route is 3’-5’ decay by
the exosome complex. The RNA exosome is a large multiprotein complex forming a
barrel-like structure. In eukaryotes, the core part with its nine subunits (barrel: RRP41,
RRP42, RRP43, RRP45, RRP46, MTR3 and cap: CSL4, RRP4, RRP40) is highly
conserved (Figure 3A). It is very similar to the structure and domain organization of
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the bacterial proteins polynucleotide phosphorylase (PNPase) and RNase PH. RNase
PH is a bacterial tRNA processing enzyme forming a hexameric ring of six RNase PH
proteins 25 , whereas PNPase is a RNA degrading protein using phosphate as attacking
group. PNPase forms a trimeric complex of one KH and S1 RNA binding domain and
two RNase PH domains 26 , a structure very similar to the one of the exosome. The
trimeric ring of the exosome is composed of proteins containing S1 and KH domains and
the hexameric ring of RNAse PH-like proteins. However in contrast to these bacterial
RNA degrading complexes, the internal chamber of the exosome is catalytically inactive.
Only an additional subunit (RRP44 or DIS3) confers catalytic activity to the complex 27 .
Therefore, single-stranded RNA molecules that enter the exosome through a pore in the
S1 and KH-domain containing cap are then channeled through the barrel to the catalytic
DIS3 subunit (Figure 3A). Although catalytically inactive, the barrel itself is important
as it serves as a scaﬀold for the binding of regulatory proteins and to guide and restrain
the substrate to the catalytic active site 28 . The chemical reaction performed by DIS3
constitutes a hydrolysis reaction. This is in contrast to the bacterial phosphorylytic
reactions of PNPase and RNase PH. However, the hydrolase activity has the advantage
that the RNA substrate is irreversibly cleaved, while phosphorylytic reactions can be
reversed 29 . During the hydrolysis reaction, single nucleotides are cleaved oﬀ from the
polynucleotide chain and no intermediates are released until the mRNA chain is trimmed
to a four-nucleotide remnant, which is eventually released. The scavenger decapping
enzyme (DcpS) is then able to decap this short oligonucleotides and release an m7 GMP
cap structure 30 .
In addition to its exoribonuclease activity (RNase II-like domain) DIS3 also provides
endonuclease activity. In the nucleus the exosome also associates with an additional
subunit (RRP6) constituting the eleventh subunit and contributing for another exoribonuclease activity 31 . RRP6 plays an important role in trimming rRNAs, snRNAs and
snoRNAs during RNA processing in the nucleus 32 .
In order to degrade RNA, the exosome has to associate with regulatory protein complexes:
the nuclear TRAMP complex 33 and the cytoplasmic SKI complex (Figure 3B) 34 , both
of which have ATP-dependent helicase activity. The nuclear TRAMP complex adds
short poly(A) tails to the 3’-end of its substrates. This adenosine-tag is supposed to
provide a single-stranded interaction site for the exosome complex in the nucleus (Figure
3B) 17 . In the cytoplasm, the Ski complex is suggested to directly link RNA unwinding
by its helicase activity to RNA degradation by the exoribonuclease activity of DIS3
through one uninterrupted channel 35 .
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1.2.1.3

Canonical 5’ to 3’ mRNA decay

As an alternative to being directly degraded by the exosome, deadenylated RNA can be
subject to the second main route of RNA degradation, where deadenylation is followed
by decapping.
The protein with main decapping activity in humans is mRNA-decapping enzyme 2
(DCP2) 36 . However in vivo, the decapping activity of DCP2 alone is not suﬃcient and
additional activators, the so called enhancers of decapping (EDCs), are required for
full activity. In humans, DCP1 interacting with DCP2 strongly stimulates decapping
activity. Additionally, the heptameric Sm-like protein 1-7 (LSM1-7) complex binds the
3’-end of deadenylated RNAs, thereby promoting decapping (Figure 4). Other LSM
proteins like enhancer of decapping-3 (EDC3 or LSM16), RNA-associated protein of
55kDa (RAP55 or LSM14) are also involved in decapping 37 . The proteins DExD/H-box
RNA helicase DHH1 and PAT1 are able to directly mediate translational repression
through which decapping is stimulated since decapping and translation are two distinct
processes directly competing with each other.
EDCs interact with each other, with DCP2 directly as well as with the ribonuclease
XRN1, providing a direct connection between 5’-3’ RNA degradation and decapping 38 .
In general DCP1 and DCP2 bind their mRNA substrate as part of a ribonucleoprotein
complex containing EDCs and favor longer RNA as substrates. This contrasts the
activity of DcpS, which uses short capped oligonucleotides as substrate originating from
degradation by the exosome. In C.elegans it was shown that DCP2 does not associate
with the 5’-cap directly and is not inhibited by cap analogs but rather binds the RNA
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the family of enhancers of decapping strengthen
the activity of the decapping complex including
DCP1 and DCP2. Decapping leaves a monophosphorylated RNA species that is a substrate for
the cellular exonuclease XRN1.
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body with a length requirement of 50 nucleotides 39 . In addition to the canonical
decapping protein DCP2, other proteins were shown to have decapping activity as
well. Amongst those is NUDT16, which was shown to work on other subsets of RNAs
compared to DCP2 40;41 . Only recently, NUDT3 was identiﬁed to possess mRNA
decapping activity on substrates modulating cell migration 42 . Interestingly, NUDT16,
NUDT3 and DCP2 (NUDT20) all belong to the same family of Nudix hydrolases.
After decapping, the RNA body is subject to exonucleolytic cleavage by the nuclease
XRN1 that is localized in the cytoplasm of cells (Figure 4). Another member of the
XRN family, namely XRN2 (Rat1) is mainly nuclear. Both proteins are Mg2+ -dependent
5’-3’ exoribonucleases acting on single-stranded, unstructured, 5’- monophosphorylated
RNAs 43 . Capped RNAs or RNAs bearing 5’-hydroxyl or 5’-triphosphate groups renders
them as unsusceptible to degradation by XRN1 44 . By deleting over 40 components
of the mRNA processing pathways, Sun et al. identiﬁed that XRN1 alone leads to an
imbalance between RNA synthesis and degradation. Thereby, XRN1 was suggested to
be a key factor contributing to the buﬀering of mRNA levels 45 .
1.2.1.4

mRNA quality control

In the cytoplasm, multiple adaptor proteins are able to distinguish aberrant from
normal mRNAs targeting them for degradation. mRNAs with premature translation
termination codons are recognized by the Upf proteins in a process called nonsense-
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mediated decay (NMD). After recognition, these proteins are targeted for deadenylation
followed by 3’-5’ degradation by the exosome complex, or decapping and degradation by
XRN1 46 . In yeast, stalled ribosomes causing a pause during elongation are recognized
by the proteins Hbs1 and Dom34. These mRNAs are then targeted for endonucleolytic
cleavage in a process called No-Go decay (NGD) 47 . Hbs1 and Dom34 are paralogs
of the eukaryotic release factors 1 and 3 (eRF1 and eRF3), respectively where Hbs1
was suggested to recognize the stop codon in the A site of the ribosome and Dom34
to display endonuclease activity 48 . This ﬁnding however could not be supported in
recent reports 49 . After an initial cleavage, the mRNA body is degraded by XRN1
and the exosome complex. When stop codons are missing, the Ski complex identiﬁes
those stalled ribosomes and engages the cytoplasmic exosome for RNA turnover by the
Non-stop decay (NSD) pathway 50 .
Intergenic regions that are erroneously transcribed by RNA polymerase II are as well
rapidly degraded in the nucleus by the actions of the TRAMP complex through adding of
short poly(A) tails and subsequent degradation by the exosome complex 17 . Additionally,
in a process called unfolded protein response (UPR), mRNA levels are reduced when the
amount of newly synthesized proteins exceeds the folding capacity of the ER. Inositolrequiring enzyme 1 (IRE1) promotes this in a process called regulated IRE-1-dependent
RNA decay (RIDD), where ER-associated mRNAs are degraded to reduce the load
of freshly generated proteins 51 . However, the products of IRE-1-mediated cleavages
contain 2’3’-cyclic phosphates that could potentially be recognized as harmful aberrant
RNA species by the innate immune system 52 .
1.2.1.5

Similarities in eukaryotic and bacterial mRNA degradation

New discoveries suggest unappreciated similarities between pro- and eukaryotic RNA
degradation. For long time it was thought that RNA molecules and proteins involved in
the RNA degradation pathways diﬀer a lot between both kingdoms. One reason for this
notion is the quite diverse chemical structure and organization of RNA molecules in
bacterial and eukaryotic cells. Eukaryotic mRNAs are protected by the 5’-cap structure
connected by an unusual 5’-5’ triphosphate linkage. In contrast, bacterial mRNA is
protected by a 5’-triphosphate group and miss additional post-transcriptional chemical
modiﬁcations on the RNA 5’-end. Additionally, the 3’-end of eukaryotic mRNAs is
elongated by the post-transcriptionally added poly(A) tail. Bacterial mRNA commonly
ends with a stem loop. Moreover, the 5’-cap structure and poly(A) tail of eukaryotic
mRNA are bound by proteins like the eukaryotic translation initiation factor 4F (eIF4F)
and PABP, respectively. Both proteins can interact with each other forming a closed
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loop. Bacterial mRNA is not complexed by proteins of that kind.
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Figure 5: Comparison of eukaryotic and bacterial mRNA Degradation pathways.
Despite diﬀerences in the preparation of 3’-ends, the eukaryotic and prokaryotic RNA degradation
shows striking commonalities in regard of 5’-processing involving proteins of the same protein
family namely the Nudix hydrolase family.

The long-standing model for RNA degradation in bacteria comes mostly from studies
in E.coli, which contains several 3’-exonucleases and endonucleases. The stem-loop
structure at the 3’-end of bacterial mRNA protects it from 3’-exonucleolytic cleavage
and therefore it was thought that degradation needs to be initiated with endonucleolytic
cleavage. This model was supported by the ﬁnding that the endonuclease RNase E seems
to play a general role in bacterial mRNA turnover 53 . However, this model was challenged
by the discovery of polyadenylation of bacterial mRNA and its major importance for
RNA degradation 54 . Similar to the TRAMP complex - the nuclear exosome regulator
in eukaryotes - a bacterial poly(A) polymerase transiently adds adenosines to the 3’-end
of RNAs. This short poly(A) tail renders it susceptible to 3’-exonucleolytic cleavage
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by PNPase (Figure 5) which requires single-stranded RNA to initiate cleavage 55 . The
PNPase complex is structurally related to the eukaryotic exosome complex. Besides
commonalities in 3’-5’ degradation between pro- and eukaryotes, discovery of an additional mRNA decay pathway in bacteria shows similarities to eukaryotic degradation
pathways. The RNA pyrophosphorylase RppH is able to dephosphorylate the bacterial
5’-PPP RNA 56;57 . This reaction is very similar to the eukaryotic process of decapping
(Figure 5). Notably, the eukaryotic decapping enzyme DCP2 and the bacterial pendant
RppH belong to the family of Nudix hydrolases, suggesting an evolutionary conserved
mechanism. Both, the eukaryotic and bacterial reactions yield a monophosphorylated
RNA as product, which can be further processed by 5’-3 exonucleases: XRN1 in eukaryotes or RNase J or E in bacteria, both of which can only use monophosphorylated
substrates for degradation 58 .
Despite these striking similarities in bacterial and eukaryotic mRNA degradation,
notable diﬀerences remain. The 3’- and 5’-terminal degradation processes, including
deadenylation, decapping and exonuclease cleavage, dominate in eukaryotic cells whereas
endonucleolytic cleavage still plays the major role in bacteria. The limited activity of
endonucleases in eukaryotic cells is much more restrained and shows high speciﬁcity
in comparison to endonucleases in bacteria. Moreover, the poly(A) tails play distinct
roles in pro- and eukaryotes. Contrary to eukaryotic poly(A) tails, which mainly serve
as stabilizing features of the RNA molecules regulating their half-lives, the bacterial
polyadenylation has solely destabilizing function and initiates 3’-degradation.

1.2.2

Degradation of RNA Polymerase I transcripts

The maturation of ribosomes requires more than 170 proteins and 70 snoRNAS. A
mature ribosome is then assembled from 82 ribosomal proteins and the four rRNAs 59 .
Three out of the four rRNAs are produced from one single transcript by endo- and
exonucleolytic cleavage reactions. Therefore, the removal of the ETS and ITS from
the longer rRNA precursor produces a huge amount of nuclear junk RNA due to the
high production rate of ribosomes. Degradation of these RNAs therefore requires most
of the RNA degradation machinery. The resulting ETS and ITS rRNA fragments as
well as defective pre-ribosomes are modiﬁed by the nuclear TRAMP complex, thereby
stimulating exosome mediated RNA degradation (Figure 6).
Involvement of the TRAMP complex was discovered in yeast mutants by David Tollervey
where nuclear export of rRNAs was blocked. In these strains, pre-rRNAs were rapidly
degraded and polyadenylated species of the rRNAs were detected. Moreover, deletion
of a member of the TRAMP complex suppressed polyadenylation and prohibited
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Figure 6: Degradation of RNA Polymerase I transcripts. Nuclear surveillance pathways
including the TRAMP complex remove cleavage and processing products of the rRNA maturation
pathway. In the cytosol, defective 18S and 28S rRNA transcripts are recognized and ﬁnally
degraded by the exosome complex. Ribophagy removes whole ribosomes under starvation
conditions.

degradation 60 . After being exported to the cytoplasm and assembled into ribosomal
subunits, the rRNAs are very stable and degradation is essentially undetectable.
Interestingly, there seems to be a cytoplasmic rRNA quality control pathway that
controls if rRNAs are still functional. In an elegant study in yeast, LaRivière et al.
mutated sites important for ribosome function namely in the 25S peptidyl transferase
center and the 18S decoding sequence. This resulted in a decrease in levels of those
rRNAs whereas levels of rRNAs containing mutations in non-conserved positions stayed
constant 61 . The cellular discrimination of functional and non-functional rRNAs led to
the discovery of the non-functional rRNA decay (NRD) pathway. Turnover of the 18S
rRNA employs Hbs1 and Dom34, the same protein complexes used in the mRNA No-Go
decay pathway (Figure 6) 62 . Degradation of 25S rRNA remains more enigmatic since
the RNA itself seems to be degraded by the exosome complex whereas the Ski complex
is indispensable. Thus, how the 25S rRNA is recruited to the exosome is still unclear.
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In addition, monitoring green ﬂuorescent protein-fused ribosomal proteins revealed that
under starvation conditions ribosomes were targeted and degraded in the vacuole in
an autophagy-dependent manner. Because of the analogy to the autophagy pathway,
this process has been named “ribophagy” (Figure 6). In a genetic screen the ubiquitin
protease Ubp3 and its activator Bre5 were found to be required for the packaging of
ribosomes in the autophagosome or their fusion to the vacuole 63 .
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1.2.3

Degradation of RNA Polymerase III transcripts

Knowledge of surveillance of RNA Pol-III transcripts (5S rRNA, U6 snRNA and tRNAs)
is more limited. However, comparable to RNA Pol-I transcripts, RNA Pol-III transcripts
are also under surveillance by the TRAMP complex in the nucleus. First evidence came
from a study identifying that the hypomethylated tRNAi Met is polyadenylated and
degraded by the exosome 64 .
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Figure 7: Degradation of RNA Polymerase III transcripts. tRNAs with processing
defects are recognized by the nuclear TRAMP complex leading to degradation by the nuclear
exosome complex.

Besides this nuclear pre-tRNA surveillance, mature hypomodiﬁed tRNAs like tRNAVal(AAC)
lacking two speciﬁc methylations are rapidly degraded by a process called rapid tRNA
decay (RTD) pathway which is independent of the TRAMP complex 65 but employs a
5’-degradation pathway by the proteins XRN2 and XRN1 (Figure 7) 66 .
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2. Nucleic Acid Immunity

2.1

Introduction to Nucleic Acid Immunity

The innate immune system is considered to be simple and non-speciﬁc and in recent
years major discoveries led to tremendous advances in the ﬁeld of innate immunity.
All forms of life installed complex mechanisms in order to detect pathogens, in particular
foreign genetic material. Recent advances include the identiﬁcation of pathways that are
restricting the spread of pathogen-derived nucleic acids including the identiﬁcation of
pattern recognition receptors, nucleic acid restriction factors and the turnover of nucleic
acids. These processes are integral parts of a nucleic acid-targeting defense system,
which can be termed nucleic acid immunity (Figure 8) 67 .

Nucleic Acid Immunity
Pattern Recognition Receptors
Toll-like Receptors
RIG-I-like Receptors
cGAS
NOD-like Receptors
AIM2

Restriction Factors
IFIT Proteins
APOBEC Proteins
OAS Enzymes
PKR
ADAR1

Nucleic Acid Turnover
TREX1
DNase I
DNase II
RNase H2
Exosome Complex

Figure 8: Nucleic Acid Immunity is shaped by pattern recognition receptors, restriction
factors and nucleic acid turnover

Pattern recognition receptors (PRRs) are germline-encoded sensors that detect molecules
bearing features that mark them as non-self as for instance foreign nucleic acids. They
can be divided in nucleotide-binding-oligomerization domain (NOD) -like receptors
(NLRs), which sense viral PAMPs and cellular stress, retinoic acid inducible gene I
(RIG-I)-like receptors (RLRs) sensing RNA, Toll-like receptors (TLRs), (absent in
melanoma 2) AIM2-like receptors (ALRs) that sense DNA, and cyclic GMP-AMP
synthase (cGAS). Whereas PRRs elicit a broad range of eﬀector functions by activating
signaling cascades, nucleic acid restriction factors have a direct inhibitory eﬀector
function. Restriction factors include interferon induced proteins with tetratricopeptide
repeats (IFIT) proteins, protein kinase R (PKR), apolipoprotein B mRNA editing
enzyme (APOBEC), double-stranded RNA-speciﬁc adenosine deaminase (ADAR) or
2’-5’-oligoadenylate synthetase (OAS) enzymes. The third part includes proteins of
nucleic acid turnover pathways, which regulate the abundance of nucleic acids. This
group includes nucleases like DNase II, three prime repair exonuclease 1 (TREX1), the
exosome complex, SAM domain and HD domain-containing protein 1 (SAMHD1), and
RNase H2.
The importance of all three parts becomes apparent in rare monogenetic inﬂammatory
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disorders like type I interferonopathies where monogenic defects in PRRs, restriction
factors or nucleases result in autoimmune and autoinﬂammatory diseases. Therefore,
nucleic acid immunity has fundamental implications for human health and disease.

2.2

Immune sensing receptors

The paradigm of pattern recognition introduced by Charles Janeway in the late 1980ies
revolutionized our understanding of the immune system. In the introductory words for
the Cold Spring Harbor Symposium on quantitative biology, Janeway hypothesized in a
conceptual paper that infections are detected by germline-encoded pattern recognition
receptors (PRRs) of the innate immune system. These receptors should be able to
sense molecules of microbial origin so called pathogen-associated molecular patterns
(PAMPs) 68 . At ﬁrst, Charles Janeway’s ingenious insights did not catch a lot of
attention, however remarkably major parts of his conceptual work turned out to be
correct.
By now we know that mammalian cells are equipped with a deﬁned set of receptors that
are able to detect very diﬀerent pathogenic nucleic acids derived from diﬀerent classes
of viruses. Following the sensing of nucleic acids, an immune response is initiated by
the induction of cytokines, chemokines and the expression of antiviral genes.
As a ﬁrst milestone, Isaacs and Lindenmann could demonstrate that foreign nucleic
acids are able to induce the antiviral cytokine type I interferon 69;70 . But only three
decades later, after Jules Hoﬀmann found that the Drosophila protein Toll plays a
role in antifungal defense 71 , the mammalian Toll homolog was discovered as the ﬁrst
bona-ﬁde mammalian PRR. Indeed this protein showed an immune function and led
to the expression of antiviral cytokines 72 . Several additional members of the family
of Toll-like receptors (TLRs) were identiﬁed. The identity of the ﬁrst TLR ligand was
discovered one year later by Paul Godowsky and colleagues, who showed that crude
extracts of the bacterial constituent lipopolysaccharide (LPS) led to a direct response
of TLR2 73 . The ﬁrst pattern recognition receptor shown to detect foreign nucleic-acids
was the cell-type speciﬁc TLR9 (Figure 9), which senses unmethylated CpG motifs
in DNA 74 . Besides TLR9, other Toll-like receptors were identiﬁed to sense nucleic
acids. Amongst those are TLR3 a sensor of double-stranded RNA 75 and TLR7 and
TLR8 sensing RNA degradation products like nucleosides or short polynucleotides 76 .
Those endosomal TLRs induce the expression of pro-inﬂammatory cytokines and type I
interferons via the signaling adapter molecules TIR-domain-containing adapter-inducing
interferon-β (TRIF)/TANK-binding kinase 1 (TBK1) (in case of TLR3) or myeloid
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diﬀerentiation primary response 88 (MYD88) (in case of TLR7, TLR8, and TLR9)
thereby activating the transcription factors interferon regulatory factor 3/7 (IRF3/7) or
nuclear factor ’kappa-light-chain-enhancer’ of activated B-cells (NFκB) (Figure 9).
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Figure 9: Pattern recognition receptors important for nucleic acid immunity. Diverse
ligands are sensed by a very distinct repertoire of receptors in the endosome or cytoplasm of
cells. Sensing of foreign nucleic acids results in the activation of signaling cascades and the
induction of type I interferons.

In 2004, the pattern recognition receptors RIG-I and melanoma diﬀerentiation antigen
5 (MDA5) were identiﬁed 77 . RIG-I was identiﬁed to sense blunt-ended RNA with 5’triphosphate ends 78;79 . In addition, RIG-I ligands can originate from AT-rich templates
used by RNA polymerase III yielding 5’-triphosphorylated double-stranded RNA 80 .
MDA5 recognizes long double-stranded RNA generally not present in healthy cells.
Both, RIG-I and MDA5 engage with the signaling adapter protein mitochondrial
antiviral-signaling protein (MAVS) leading to the expression of type I interferons, proinﬂammatory cytokines and ultimately in the expression of interferon stimulated genes

23

2.3. Discrimination of self and non-self RNA
(ISGs) (Figure 9).
Moreover, Jürg Tschopp discovered that the inﬂammasome, a multiprotein complex,
is able to induce the caspase 1-dependent secretion of pro-inﬂammatory cytokines like
interleukin-1 (IL-1) 81 . One activator of the inﬂammasome is the sensor AIM2 that
detects cytosolic DNA thereby activating the inﬂammasome and leading to a release of
bioactive IL-1β (Figure 9) 82 .
Since the inﬂammasome did not result in the induction of type I interferons, but
yet this response was observed when DNA was delivered into cells, it was clear that
an additional sensing pathway needs to be involved in the detection of cytoplasmic
DNA. In 2012, James Chen discovered the DNA binding enzyme cGAS 83 . Upon
ligand engagement, cGAS synthesizes the cyclic second messenger cyclic guanosine
monophosphate–adenosine monophosphate (cGAMP) that in turn activates stimulator
of interferon genes (STING) to induce expression of type I interferons (Figure 9) 84 .
The repertoire of these diverse receptors that are positioned in diﬀerent subcellular
compartments allow the cell to swiftly and appropriately respond to virus infections.
While the receptors are distinct in aﬃnity to the diverse ligands, they overlap in their
ability to engage signaling pathways that culminate in the expression of pro-inﬂammatory
cytokines and type I interferons.

2.3

Discrimination of self and non-self RNA

The identiﬁcation of pattern recognition receptors was an essential requirement to
understand how the cell discriminates pathogenic nucleic acids from cellular nucleic
acids. In a special issue of the Journal of Interferon & Cytokine Research, we review
the principles underlying the discrimination of self and non-self nucleic acids. First, we
provide an overview of the discriminative chemical properties of cellular and viral nucleic
acids. Then, the current literature on RNA sensing is summarized with a spotlight on
the discrimination of these diﬀerential RNA features and modiﬁcations leading to a
terminal restriction of speciﬁcally viral nucleic acids.
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Most virus infections are controlled through the innate and adaptive immune system. A surprisingly limited
number of so-called pattern recognition receptors (PRRs) have the ability to sense a large variety of virus
infections. The reason for the broad activity of PRRs lies in the ability to recognize viral nucleic acids. These
nucleic acids lack signatures that are present in cytoplasmic cellular nucleic acids and thereby marking them as
pathogen-derived. Accumulating evidence suggests that these signatures, which are predominantly sensed by a
class of PRRs called retinoic acid-inducible gene I (RIG-I)-like receptors and other proteins, are not unique to
viruses but rather resemble immature forms of cellular ribonucleic acids generated by cellular polymerases.
RIG-I-like receptors, and other cellular antiviral proteins, may therefore have mainly evolved to sense nonprocessed nucleic acids typically generated by primitive organisms and pathogens. This capability has not only
implications on induction of antiviral immunity but also on the function of cellular proteins to handle selfderived RNA with stimulatory potential.
Keywords: ribonucleic acid sensing, antiviral mechanisms, interferon, MDA5, RIG-I, PRR

Introduction

T

he host immune system is constantly encountering
pathogen invasion. Viruses, the most abundant pathogens on earth, can infect eukaryotes and prokaryotes and
require the supportive environment of the cell to proliferate
and spread. For this reason, organisms evolved barriers including the innate and adaptive immune system to suppress
growth of pathogens. Protection against viral infections is to
a large extent mastered by the innate immune system, which
is able to sense incoming virus particles, viral proteins, viral
replication products, and changes in the general integrity of
the cell (Isaacs and Lindenmann 1957; Rassa and Ross
2003; Sancho and Reis e Sousa 2013). As a result, the organism mounts an appropriate antiviral response that impairs virus growth and allows virus clearance.
Activation of the antiviral innate immune system is
characterized by secretion of antiviral cytokines, particularly type I interferons (IFN-a/b). These cytokines were
identiﬁed by Isaacs and Lindenmann (1957) who demonstrated that cells secrete antiviral factors upon exposure to
heat inactivated viruses. The main stimulatory agent was
identiﬁed to be nucleic acids that are delivered through the
viral infection process (Goubau and others 2013). Viral
replication greatly enhances the abundance of stimulatory
nucleic acids and thereby regulates the magnitude of the
response (Rehwinkel and others 2010; Weber and others
2013). Both, viral RNA and DNA (vRNA/DNA) can stim-

ulate pattern recognition receptors (PRRs) and recently
molecular principles underlying the basis for detecting
viruses and immune-stimulatory nucleic acids were discovered (Schlee 2013; Ahmad and Hur 2015). Besides activation of the innate immune system, viral nucleic acids
modulate the activity of general cellular machineries such as
protein translation, RNA degradation, or cell death (Fig. 1).
At the same time viral nucleic acids are directly targeted by
cellular proteins with antiviral functions. Thus, it becomes
more and more evident that the innate immune system is not
only a blunt alarm system that reacts to a single stimulus. It
rather consists of a highly sophisticated network of proteins
that target pathogen-derived nucleic acids. Importantly, the
innate immune system has dramatic impact on the cellular
and organismal level and its activation has to be modulated
in a very tight manner. In this regards, the discrimination
between ‘‘pathogen derived’’ and ‘‘host’’ nucleic acids is of
central importance.
In this review we will focus on the features of RNAs that
are in place to discriminate between self and non-self
nucleic acids. Viral nucleic acids can be sensed by their
localization in nucleic acid free organelles (such as endosomes), and by their chemical modiﬁcations and secondary
structures. Considering current knowledge, it appears that
large parts of the cellular sensing mechanisms are targeting
‘‘missing-self’’ modiﬁcations rather than nucleic acids
speciﬁc to a certain pathogen. This concept is reminiscent of
the adaptive immune system that is also predominantly
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targeting missing-self structures and has proven to work
well to protect against a wide range of invading pathogens.

Generation and Properties of Cellular RNA
To explain how intruding vRNAs are sensed by the innate
immune system it is important to consider basic processes
that are in place to generate cellular nucleic acids in higher
eukaryotes. Generation of cellular RNAs is limited to the
nucleus and mitochondria. The cytoplasm, however, is the
compartment in which most RNAs are active and it is
the site that is best surveyed by PRRs. Three cellular RNA
polymerases (Pol-I, Pol-II, and Pol-III) are responsible for
the generation of different types of RNAs. In a ﬁrst step
these polymerases generate precursor transcripts that carry a
5¢ triphosphate (5¢ PPP) group on their RNA (Fig. 2).
However, before translocation to the cytoplasm, the 5¢ end
of these transcripts gets variably modiﬁed. In case of Pol-II
transcripts, such as messenger RNA (mRNA) and most
small nuclear RNAs (snRNAs), a guanosine nucleotide is
coupled to the 5¢ PPP group of the nascent RNA and forms
the 5¢ cap structure (McCracken and others 1997; Furuichi
and Shatkin 2000). Moreover, the 5¢ cap structure is further
modiﬁed by a methylation mark at the N7-position of the
guanosine (N7 methylation), the 2¢O-position of the ﬁrst (to
generate Cap1 mRNA) and possibly also on the second ribose (Cap2 mRNA) (Byszewska and others 2014). All these
modiﬁcations are co-transcriptionally added to the newly
generated transcript (Topisirovic and others 2011) and are
important for further processing and transport to the cytoplasm (Kohler and Hurt 2007; Muller-McNicoll and Neugebauer 2013). Lower eukaryotes, such as yeast, which
appear not to use an IFN-based antiviral defense system,
lack 2¢O methylation on capped RNA (Byszewska and
others 2014).
Ribosomal RNAs (rRNAs) are transcribed by Pol-I as a
45S-pre-rRNA with a 5¢ PPP-RNA structure. After cleavage
of the precursor into 28S, 18S, and 8S, rRNA, a 5¢ monophosphate (5¢ P) is obtained on the individual RNAs (Fig. 2)
(Drygin and others 2010). Similarly, Pol-III generates
a subset of additional RNAs comprising transfer RNA
(tRNA), some small nucleolar RNA (snoRNAs), 5S rRNA,
7SK RNA, and U6 snRNA (Hopper 2013; Kirchner and
Ignatova 2015). Like Pol-I transcribed rRNAs, tRNAs
bear a 5¢ P after cleavage of a 5¢ oligonucleotide. U6 snRNA
and 7SK RNA are not cleaved but bear a 5¢ gammamonomethyltriphosphate (5¢ PmPP-RNA) after processing
(Singh and Reddy 1989).
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FIG. 1. Viral nucleic acids trigger a
variety of events that are governed by a
variety of speciﬁc cellular sensor proteins. Despite that these sensor proteins
can identify the same type of viral nucleic acid, the antiviral and cellular effects are diverse. A key function of viral
nucleic acids is the induction of cytokines,
which regulate expression of many antiviral proteins, including sensor or effector
proteins with afﬁnity for the same viral
nucleic acids. Engagement of these proteins with viral nucleic acid leads to
changes in biological activity of cellular
functions or in direct viral inhibition.

In addition to the 5¢ end modiﬁcations, host RNAs are
highly modiﬁed on internal nucleotides (Sarin and Leidel
2014; Rosenthal 2015). However, the function of only a few
modiﬁcations has been elucidated to date. Deamination of
adenosines to inosines (A-to-I) by the RNA editing enzyme
adenosine deaminase acting on RNA 1 (ADAR1), for instance, was recently shown to destabilize stem loop structures of Alu elements located in the 3¢ untranslated region
(UTR) of some mRNAs (George and others 2014). Repetitive Alu elements form double-stranded (ds) RNA
structures that can stimulate IFN responses (Athanasiadis
and others 2004; Levanon and others 2004). Deamination of
such Alu elements in the 3¢ UTR of mRNA leads to destabilization of dsRNA and reduced activation of the innate
immune system (Hartner and others 2009). It still has to be
determined how speciﬁcity to certain adenines is mediated
and to what extent such deamination events also affect
coding regions of proteins by accumulating mutations, potentially leading to protein misfolding. However, genetic
evidence clearly shows that lack of ADAR1 is embryonically lethal in mice presumably due to elevated levels of
dsRNA (Rice and others 2012). Deleting critical innate
immune signaling molecules [eg, mitochondrial antiviralsignaling (MAVS) protein (also called IPS-1, VISA, or
Cardif)] in these mice reduces this phenotype clearly suggesting that inability to deaminate RNAs on internal residues results in an IFN-dependent pathology (Liddicoat
and others 2015; Pestal and others 2015; George and
others 2016).
Another type of RNA that is prominently modiﬁed on
internal residues are tRNAs. Internal modiﬁcations, such as
ribose 2¢O methylation on guanosine at position 18 and 34,
have been shown to be important to dampen potential
immune-stimulatory activity of tRNAs (Gehrig and others
2012; Jockel and others 2012; Kaiser and others 2014). It
is quite likely that other not yet deﬁned chemical modiﬁcations exist to prevent activation of the innate immune
system.
Besides chemical modiﬁcations of RNA it is important to
note that most RNAs are bound by RNA-binding proteins
under steady-state conditions. Proteins associating to RNA
can either contribute to activation or inhibition of the innate
immune system. Viral proteins such as the E3L protein of
Vaccinia virus, the nonstructural protein 1 (NS1) protein of
Inﬂuenza A virus (IAV) or B2 of Flock house virus are
binding dsRNA and can reduce the potential of stimulatory
RNA likely by restricting accessibility to PRRs (Lingel and
others 2005; Ayllon and Garcia-Sastre 2015). Similarly, the
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FIG. 2. Stimulatory and nonstimulatory RNAs in cells. This schematic provides an overview of the main proportion of
cellular RNAs and cytoplasmic RIG-I and MDA5 stimulatory RNAs. Host RNAs are synthesized by RNA polymerase I–III
(Pol-I, Pol-II, and Pol-III) in the nucleus. The RNAs are generated as a precursor RNA bearing a 5¢ triphosphate group,
which is extensively modiﬁed in the nucleus before getting transported to the cytoplasm where they perform their biological
function. snRNAs are further modiﬁed in the cytoplasm and reimported to the nucleus. Nonstimulatory cytoplasmic cellular
RNA (blue box) are not activating cytoplasmic PRRs. Speciﬁc viruses can introduce different types of stimulatory RNA
during the infection process. These RNAs often resemble premature forms of cellular RNA and can be classiﬁed into RIG-I
(green box) and MDA5 ligands (orange box). AAA, poly(A) tail; DI genomes, defective interfering genomes; dsRNA,
double-stranded ribonucleic acid; MDA5, melanoma differentiation-associated protein 5; me, methyl group; mRNA,
messenger RNA; P, phosphate group; PRR, pattern recognition receptor; RIG-I, retinoic acid-inducible gene I; rRNA,
ribosomal RNA; snRNA, small nuclear RNA; tRNA, transfer RNA.
cellular RNA binding protein laboratory of genetics and
physiology 2 (LGP2) reduces the stimulatory potential of
certain RNAs (Venkataraman and others 2007), presumably
by steric interference with activation of cellular PRRs
(Yoneyama and others 2005; Saito and others 2007).
However, LGP2 has also been shown to promote induction
of IFN by a subset of viruses (Venkataraman and others
2007). Cellular RNA helicases can prepare viral ligands to
be better sensed by effector proteins of the innate immune
system (Ahmad and Hur 2015; Yao and others 2015). This
is likely happening through displacement of other RNA
binding proteins from the stimulatory RNA or due to
changes in the secondary structure of the RNA. In recent
years, a surprisingly high number of cellular helicases including DEAD-box protein (DDX) DDX1 (Zhang and
others 2011a), DDX3 (Oshiumi and others 2010; Thulasi
Raman and others 2016), DEAH-box helicase DHX9
(Zhang and others 2011b), DDX17 (Moy and others 2014),
DDX60 (Miyashita and others 2011), and others, have been

shown to be involved in induction of type I IFN. These
proteins mostly do not directly bind to signaling molecules
of the canonical IFN pathway but appear to have important
accessory functions to properly activate the innate immune
system. However, the contribution of RNA binding proteins
to modulate innate immune responses can be diverse and
needs to be characterized on an individual level.

Features of vRNA
Viruses often use relatively simple replication machineries resulting in RNAs that are only partially processed and
therefore resemble a premature state of cellular RNAs. A
number of PRRs evolved to sense such unprocessed RNA.
The simplest evidence for this is the ability of cells to sense
5¢ PPP-RNA, which constitutes the most basic product of
RNA polymerases, through the cellular PRR retinoic acidinducible gene I (RIG-I) (Hornung and others 2006; Pichlmair and others 2006). Delivery of 5¢ PPP-RNA into the
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cytoplasm activates type I IFN expression in an RIG-Idependent manner. Many negative strand RNA viruses such
as orthomyxo-, paramyxo-, and most bunyaviruses generate
5¢ PPP-RNA constituting either the genomic RNA, replication by-products [eg, complementary RNA (cRNA)], or
short subgenomic RNAs (Pichlmair and others 2009; Goubau and others 2013; Habjan and Pichlmair 2015). Interestingly, most viruses that generate 5¢ PPP-RNA express
auxiliary factors (eg, NS1 of IAV, V protein of Measles
virus, etc.) that actively impair activation of the innate immune system (Versteeg and Garcia-Sastre 2010). Viruses
that do not express such dedicated viral proteins, commonly
process the 5¢ RNA terminus to escape immune surveillance. Bornaviruses and a subset of Bunyaviruses including
Crimean–Congo hemorrhagic fever virus, for instance, employ a 5¢ trimming event as part of their replication strategy
(Schneider and others 2007; Habjan and others 2008).
Thereby the terminal nucleotides are cleaved by a viral
nuclease leaving a 5¢ P on the genomic RNA. Picorna- and
caliciviruses shield their genomic 5¢ PPP-end with the covalently linked VPg protein (Flanegan and others 1977; Lee
and others 1977; Habjan and others 2008), which impairs
binding of cellular PRRs to the 5¢-end of vRNAs.
Viruses, such as ﬂavi-, corona-, pox-, and reoviruses
encode their own capping enzymes to generate 5¢ capped
mRNA (Decroly and others 2012). In addition to capping,
these viruses independently evolved proteins that methylate
the ﬁrst ribose at the 2¢O-position to generate RNA that
resembles cellular mRNA modiﬁcations, indicating a strong
selective pressure to favor this modiﬁcation. Interestingly,
viruses that lack the ability to methylate the 2¢O position on
the ﬁrst ribose are sensed by the innate immune system
(Dafﬁs and others 2010; Habjan and others 2013; SchuberthWagner and others 2015). Orthomyxo- and bunyaviruses
employ an alternative approach to gain a fully processed cap
structure called ‘‘cap-snatching.’’ The ﬁrst 10–13 nucleotides of a cellular mRNA are fused to the 5¢ end of a vRNA,
which thereby acquire cellular marks that allow evasion
from host sensing mechanisms (Dias and others 2009; Decroly and others 2012; Reich and others 2014; Koppstein
and others 2015).
In addition to 5¢-end modiﬁcations vRNA has structural
properties that allow discrimination from cellular RNAs. In
particular, RNA double-strandedness of certain length is a
feature that is often sensed by PRRs. Such long dsRNAs are
generated by genome replication of dsRNA viruses or as
replication by-products of many single-stranded (ss) RNA
viruses. Even DNA viruses such as pox- and herpes viruses
generate dsRNA through convergent transcription (Weber
and others 2006; Feng and others 2012).
In the last years, genomic viral secondary structure elements generating portions of double-strandedness on ssRNA
genomes like panhandle structures or stem loops have been
shown to be recognized by antiviral mechanisms (Schlee
and others 2009; Resa-Infante and others 2011; Moy and
others 2014; Xu and others 2015). Although the underlying
data are very compelling, it is still challenging to explain
how the cell distinguishes viral from cellular dsRNA, particularly given the well-documented existence of natural
dsRNA (Portal and others 2015) and high frequency of stem
loops commonly found in RNAs of human origin. Different
explanations for the increased immunogenicity of viral nucleic acids are possible: A certain threshold of dsRNA may
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have to be reached to activate the innate immune system. The
abundance of vRNAs present in infected cells by far exceeds
the abundance of cellular dsRNA. A threshold model is also
supported by experiments using the poxvirus Modiﬁed Vaccinia Virus Ankara (MVA): Although poxviruses naturally
generate dsRNA, a genetically engineered MVA strain that
expresses increased levels of dsRNA shows superior immunogenicity (Wolferstatter and others 2014). Another explanation could be the subcellular localization of dsRNA since
the majority of cellular dsRNA should remain in the nucleus
or membrane covered cytoplasmic virus factories (Mackenzie 2005; Paul and Bartenschlager 2015), which cannot be
surveyed by PRRs. Additionally, speciﬁc sequences associated to viral dsRNAs may contribute to signaling strength.
Interestingly, the presence of double-strand portions within
RNA is not always beneﬁcial for virus sensing. Alphaviruses
exhibit a secondary structural motif within the 5¢ UTR, which
prevents binding and activation of innate immune restriction
proteins (Hyde and others 2014). Mechanistically, this high
afﬁnity dsRNA portion may not be accessible to cellular
proteins and therefore most likely evolved as virus countermeasure against immune surveillance by the immune system
(Hyde and others 2014).

Sensors of Viral or Nonprocessed RNA
A number of germline-encoded receptors have the ability to
sense the presence of viral nucleic acids and initiate a variety
of downstream events aiming at clearance of the invading
pathogen. These receptors can be grouped in respect to their
subcellular localization (endosomal or cytoplasmic), their ligand speciﬁcity (DNA, dsRNA, and ssRNA) and their effect
after vRNA engagement (regulators of transcription, translation, or direct effect on vRNA). Here, we focus on cytoplasmic sensors of viral-derived RNAs and refer to other excellent
reviews dealing with sensing in endosomes or of other viral
ligands (O’Neill and others 2013; Cai and others 2014; Hornung and others 2014; Pelka and others 2016; Roers and
others 2016).

RIG-I-Like Receptor-Mediated Recognition
The discovery of the PRR RIG-I by Takashi Fujita’s
laboratory opened a new era in the understanding of RNA
virus sensing (Yoneyama and others 2004) and led to the
identiﬁcation of a class of receptors named RIG-I-like receptors (RLRs) (Onoguchi and others 2011). The highly
conserved family of RLRs is comprised of three structurally
related proteins named RIG-I, melanoma differentiationassociated protein-5 (MDA5), and LGP2 (Yoneyama and
others 2005; Onoguchi and others 2011). All members belong to the Asp-Glu-Ala-Asp (DEAD) box family and
consist of a RNA helicase domain with ATPase activity and a
C-terminal domain (CTD), which is important to mediate
speciﬁcity to virus-derived nucleic acid sensing (Takahasi and
others 2008). RIG-I and MDA5 accommodate two N-terminal
caspase activation and recruitment domains (CARDs), which
initiate downstream signaling through CARD-dimerization
with the MAVS protein.
Genetic deletion of RIG-I and MDA5 showed that RIG-I
and MDA5 exhibit speciﬁcity for certain viruses indicating
that distinct nucleic acids are sensed by these receptors.
RIG-I is able to detect viruses of the rhabdoviridae family
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such as Vesicular stomatitis virus and viruses of the paramyxoviridae family including Newcastle disease virus,
Sendai virus (SeV), and Measles virus. MDA5 detects
viruses of the Picornaviridae family such as Encephalomyocarditis virus and Polio virus (Gitlin and others 2006;
Kato and others 2006). Some ﬂaviviruses (eg, Dengue virus,
West Nile virus, and Semliki forest virus) activate both,
RIG-I and MDA5 (Fredericksen and others 2008; Akhrymuk and others 2016).
In contrast to RIG-I and MDA5, the role of LGP2 is less
well understood particularly since this protein is missing a
CARD. Depending on the experimental system, it was
shown that LGP2 could serve as a negative regulator of RLR
signaling (Saito and others 2007; Venkataraman and others
2007) or activate induction of IFN (Venkataraman and
others 2007). However, more recent studies strengthen the
ﬁnding that LGP2 operates as a positive regulator of MDA5
(Satoh and others 2010; Bruns and others 2014; Uchikawa
and others 2016).
An important property of all RLRs is their ability to interact with dsRNA. However, although it became evident
that binding to dsRNA is important to activate RLRs, RNA
double-strandedness is not always sufﬁcient to induce signaling. Additional requirements on stimulatory RNA, particularly chemical modiﬁcations, may serve as safeguard to
reduce accidental activation of type I IFN signaling, particularly if the double-stranded stretch on RNA is only short.

Activation and Downstream Signaling of RLRs
Activation of RIG-I requires ligand binding, a cascade of
regulatory post-translational modiﬁcations and binding of
proteins resulting in the exposure of the CARDs. In uninfected cells, RIG-I CARDs and the CTD are constitutively
phosphorylated at Ser8 and Thr170 by Protein Kinase C
alpha/beta and Casein Kinase II (CKII) (Sun and others
2011; Maharaj and others 2012). In the phosphorylated state
RIG-I adopts a ‘‘closed’’ conformation sequestering the
CARDs from signaling due to interactions with the Cterminal repressor domain. The ATPase activity of the helicase domain allows RIG-I to constantly scan RNAs for the
presence of viral motifs and was shown to be a key element
to prevent recognition of self-RNA (Lassig and others
2015). ATP hydrolysis facilitates the release of RIG-I from
self-RNA, while presence of viral motifs detected through
the CTD leads to stalling and activation of RIG-I. Subsequently, the constitutive Ser/Thr phosphorylation sites in the
CARDs are removed by serine/threonine-protein phosphatase a and g (PP1a and PP1g) resulting in Riplet-mediated
ubiquitination of the CTD. This is followed by dimerization
and a conformational rearrangement of RIG-I leading to the
exposure of CARDs (Oshiumi and others 2013; Peisley and
others 2013), binding of ubiquitin/ISG15-conjugating enzyme (TRIM25) to CARD1, and subsequent K63-linked
ubiquitination in CARD2 (Gack and others 2007). After
activation, the CARDs of RIG-I form a helical tetramer in a
lock washer conformation. Multiple lock washer tetramers
form a helical trajectory that allows MAVS ﬁlament assembly along this structure (Wu and others 2014). This results in clustering of multiple MAVS molecules and
activation of downstream signaling.
In contrast to RIG-I, MDA5 oligomerizes as ﬁlaments in a
head-to-tail fashion along dsRNA to reach high-afﬁnity in-
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teractions with long dsRNA ligands (Peisley and others
2011; Berke and others 2012). After oligomerization, the
CARDs of MDA5 point outward of the ﬁlament and oligomerize in structures that can bind to MAVS and activate
downstream signaling (Wu and others 2013). Interestingly,
MDA5 activation is signiﬁcantly increased by LGP2, which
does not contain a CARD itself. Structural analysis showed
that LGP2 binds the end of dsRNAs (very much like RIG-I)
and thereby initiates MDA5 ﬁlament oligomerization on
dsRNA (Uchikawa and others 2016). LGP2 and MDA5 have
been shown to bind similar stimulatory RNAs, which is in
line with cooperative activity of LGP2 in MDA5 activation.
LGP2-precipitated RNAs induce IFN-a/b in a MDA5dependent manner providing a functional link between
LGP2 and MDA5 (Deddouche and others 2014).
A key uniting feature of all RLRs is signaling through
MAVS. Under physiological conditions, MAVS is kept inactive by an autoinhibitory mechanism. Upon binding to
oligomerized CARDs of RLRs, the regions responsible for
downstream signaling including TANK-binding kinase 1
(TBK1)/Interferon regulatory factor 3 (IRF3) and IkB kinase (IKK)/nuclear factor kappa-light-chain-enhancer of
activated B cells (NF-kB) activation sites are exposed and
induce signaling events that result in expression of type I
IFNs and proinﬂammatory cytokines (Shi and others 2015).

Sensing of 5¢ Modifications by RIG-I
RIG-I activation requires two features that co-occur on
one RNA molecule. The ﬁrst essential feature for RIG-I
activation is a chemical modiﬁcation on the 5¢ terminus of
the RNA. The best described 5¢ modiﬁcations that activate
RIG-I are 5¢ tri- and 5¢ di-phosphates (Hornung and others
2006; Pichlmair and others 2006; Goubau and others 2014).
However, more recently it has been shown that RIG-I is also
activated by capped RNA that lack a methylation mark at
the 2¢O ribose position of the ﬁrst nucleotide (SchuberthWagner and others 2015; Devarkar and others 2016). A
conserved residue (Histidine 830) within the CTD of RIG-I
sterically prevents binding of cellular 2¢O-methylated RNA,
and therefore serves as molecular gatekeeper to pertain activation by cellular mRNAs. Silencing of the endogenous
cap-speciﬁc mRNA (nucleoside-2¢-O-)-methyltransferase 1
(MTr1) converts nonstimulatory into stimulatory mRNA
and triggers a spontaneous RIG-I-dependent type I IFN response (Schuberth-Wagner and others 2015). The second
essential feature for RIG-I activation is a short stretch of
blunt-ended dsRNA. While chemically synthesized 5¢ PPPssRNA is not sufﬁcient to prominently activate RIG-I,
5¢ PPP-dsRNA molecules with the same sequence show
very strong activity (Schlee and others 2009; Schmidt and
others 2009). Reports regarding the minimum length of this
dsRNA stretch range from at least 10 base pairs (bp)
(Schmidt and others 2009; Kohlway and others 2013) to
19 bp (Schlee and others 2009). Experiments transfecting
differently modiﬁed RNA clearly show that 3¢ overhangs at
the 5¢-end are sufﬁcient to impair activation of RIG-I
(Schlee and others 2009) and may even serve as dominant
negative decoy substrate (Marq and others 2011).
Besides dsRNA with 5¢ PPP modiﬁcations, short 5¢ hydroxyl (5¢ OH) and 3¢ monophosphoryl (3¢ P) dsRNA
cleavage products of 2-5A-dependent ribonuclease (RNAseL) have been proposed to serve as RIG-I ligands (Malathi
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and others 2007, 2010). Although this notion is supported by
many functional data, the exact mechanism of RIG-I activation is not clear to date, particularly since this appears to
happen in a cell type-dependent manner (Banerjee and
others 2014).
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Sensing of RNA in Virus-Infected Cells
Despite formidable progress that allowed deﬁning optimal activation of RIG-I by synthetic ligands much less is
known about the nature of the physiological ligand generated during virus infections. Many elegant studies aimed to
deﬁne the physiological RIG-I stimulus. Compelling evidence suggests that viral genomic RNA delivered by virus
infection activates RIG-I. Here, we discuss data that support
this notion and also consider questions that still remain to be
answered. Evidence for vRNA being the physiological ligand for RIG-I was already provided by Isaacs and Lindenmann (1957), who found that cells treated with high
amounts of heat-inactivated viruses activate type I IFN.
More recently this was supported by data that show that
delivery of replication incompetent viral particles activate
RIG-I (Weber and others 2013). Furthermore, shortly after
infection, vRNA of infectious viral particles closely associates with mitochondria, which are serving as signaling
hubs for the induction of type I IFN (Liedmann and others
2014). However, the magnitude of an antiviral response
triggered by incoming vRNA appears to be relatively low
and viral replication appears to be required to elicit high
amounts of IFN (Crotta and others 2013; Killip and others
2014). One reason could be insufﬁcient abundance of
stimulatory RNAs, which questions whether incoming viral
nucleic acids are signiﬁcantly contributing to type I IFN
production under physiological conditions.
Genomic vRNA isolated from virus particles and transfected into cells potently stimulates RIG-I (Hornung and
others 2006; Pichlmair and others 2006). This is in agreement with the notion that vRNA isolated from IAV particles
spontaneously forms the so-called panhandle structure. This
structure is formed due to base-pairing of terminal ssRNA
sequences of many negative ssRNA viruses and serves as
promoter for the viral polymerase complex (Hsu and others
1987; Fodor and others 1994; Tiley and others 1994). The
panhandle structure resembles in vitro synthesized blunt
ended 5¢ PPP RNA. In line with RIG-I activation by synthetic ligands, the panhandle thus constitutes a perfect
stimulus for RIG-I activation and explains the very strong
stimulatory activity of isolated vRNA. Interestingly, mismatches in the panhandle structure of some IAV strains
disrupt RNA complementarity and results in reduced activation of RIG-I (Anchisi and others 2016). Such an adaptation may therefore represent a viral strategy to evade RIGI activation (Anchisi and others 2016). Supporting evidence
that viral genomic RNA stimulates RIG-I comes from experiments using minireplicon systems. vRNA of deﬁned
length generated by the IAV polymerase complex activates
RIG-I (Rehwinkel and others 2010). Interestingly, PPPRNA is not only generated by viruses but also by bacteria.
mRNA in bacteria is not capped and intracellular bacteria
such as Listeria and Legionella have been shown to activate
RIG-I (Monroe and others 2009; Abdullah and others 2012).
Although the notion that genomic vRNA is the major
ligand activating RIG-I in virally infected cells is elegant, a
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number of additional aspects linked to the replication process of viruses complicate this simple model: During viral
replication, vRNA is constantly bound by viral proteins,
which theoretically prevent activation of RIG-I. In case of
many negative strand RNA viruses the viral polymerase
complex is located at the 5¢-end of vRNAs potentially
shielding the terminal PPP group from being sensed by RIGI. Indeed, for IAV it has been shown that association of the
polymerase complex to the vRNA polymerase protects from
innate sensing by RIG-I (Weber and others 2013; Liedmann
and others 2014). Variants of the viral polymerase complex
featuring weaker afﬁnity for viral genomic RNAs have reduced ability to impair activation of the innate immune
system (Weber and others 2013) suggesting that under
certain conditions vRNAs can be a physiological activator
of RIG-I and that the presence of proteins actively impair
RIG-I activation. Besides a potentially inaccessible 5¢-end,
the relative contribution of the panhandle structure to provide a dsRNA platform for RIG-I binding is not so clear:
Although isolated genomic RNA of IAV clearly generates
blunt double-stranded ends, the structure of the panhandle
bound to the viral polymerase complex, as it exists in virally
infected cells, adopts a partially single-stranded conformation (Tiley and others 1994). This notion is supported by
low afﬁnity binding of the negative strand RNA virus
polymerases to the double-stranded panhandle structure
compared to binding to ssRNA (Pﬂug and others 2014;
Gerlach and others 2015). Thus, the panhandle structure
most likely either exists as a ‘‘corkscrew’’ (Neumann and
Hobom 1995; Flick and others 1996) or as a ‘‘fork’’ (Fodor
and others 1994, 1995; Kim and others 1997) structure in
virally infected cells. Both structures presumably only allow
suboptimal activation of RIG-I and it is therefore still not
ﬁnally solved what type of RNA prominently activates RIGI in virus infected cells.
A possibility is the activation of RIG-I by viral replication
intermediates or by defective interfering (DI) particles,
which are commonly generated during infections with
viruses including SeV, IAV, and Measles virus (Strahle and
others 2006; Baum and others 2010; Runge and others
2014). Although DI particles are not replicating, they
prominently activate the innate immune system (Killip and
others 2012).
Besides generating stimulatory nucleic acids from viral
templates, RNA-dependent RNA polymerases (RdRP) also
have the ability to use cellular RNA as templates resulting in
the generation of host-derived stimulatory RNAs. Expression of Simian foamy virus RdRP, for instance, leads to
induction of IFN-b in the absence of viral templates (Nikonov and others 2013). In addition, expression of RdRP in
transgenic animals induces a constant IFN response that
leads to increase virus resistance in these animals (Painter
and others 2015). The ability of viral polymerases to generate cellular RNA copies with IFN inducing capability
indicates that RdRP transcripts feature stimulatory modiﬁcations rather than the actual sequence being sensed by innate immune sensors. Interestingly, the ability to generate
stimulatory RNA from cellular templates has so far only
been shown for RdRPs that are active in the cytoplasm. A
possible explanation for this could be the absence of RNAmodifying enzymes in the cytoplasm, which does not allow
RNA processing to minimize the stimulatory potential of
RdRP generated RNA.
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Sensing of dsRNAs by MDA5
In contrast to ligands for RIG-I, requirements for MDA5 activation are less well understood. MDA5 recognizes long
dsRNA (greater than *0.5 kB) that is normally not present in the
cytoplasm of uninfected cells (Kato and others 2008). A commonly used synthetic activator for MDA5 is poly-I:C, which is
generated through annealing of enzymatically synthesized
poly-I and poly-C homopolymers of undeﬁned length. Although poly-I:C is regarded as dsRNA analog, the structure of
poly-I:C is most likely not a uniform double-strand but may
rather adopt a web-like structure (Pichlmair and others 2009).
Interestingly, similarly synthesized poly-A:U or poly-G:C
have very little stimulatory potential suggesting features associated with poly-I:C that are not yet well understood.
The best characterized viruses leading to MDA5 activation are picornaviruses [eg, Encephalomyocardidits virus
(EMCV), Theiler’s murine encephalitis virus, Poliovirus, or
Norovirus] featuring a positive ssRNA genome (Gitlin and
others 2006; Kato and others 2006; Loo and others 2008;
McCartney and others 2008). While RIG-I activating viruses
have the ability to induce PRR signaling through viral genome recognition, activation of MDA5 by EMCV strictly
requires transcription of the viral genome and generation of a
dsRNA intermediate resulting in a 7.5 kb replicative form of
EMCV (Feng and others 2012; Triantaﬁlou and others 2012).
Furthermore, it is likely that additional replication intermediates representing higher order structural RNAs are generated and sensed by MDA5 (Pichlmair and others 2009).

Unbiased Approaches to Identify
PRR-Associated vRNA
More recently, next generation sequencing was used to
characterize the RNA ligand bound to MDA5 or RIG-I. An
issue with such approaches is that the helicase domain of
RLRs can generally associate with dsRNA and that this
afﬁnity does not directly lead to activation of RIG-I or
MDA5. However, next generation sequencing helped to
identify commonalities and differences in RNA binding
between MDA5 and RIG-I. In Measles virus-infected cells,
for instance, both, MDA5 and RIG-I preferentially bind to
viral AU-rich sequences, particularly in the Measles virus Lregion (Runge and others 2014). However, MDA5 shows
superior enrichment for the Measles virus (+) sense RNA,
while RIG-I preferentially bind to RNA of negative polarity.
In a similar approach, Sanchez David and colleagues used
next-generation sequencing analysis to investigate RNA
precipitated with RIG-I, MDA5, and LGP2 in Measles and
Chikungunya virus-infected cells. The authors showed that
each of the RLRs binds distinct regions of the viral genome.
RIG-I bound speciﬁcally the 3¢ UTR of the Chikungunya virus
genome and DI genomes of Measles virus, whereas, MDA5
and LGP2 sensed nucleoprotein coding regions of Measles
virus (Sanchez David and others 2016). The shared RNAs
targeted by MDA5 and LGP2 strongly support a functional
relationship between these two PRRs, which is also conﬁrmed
by alternative functional and structural approaches (Goubau
and others 2014) (Uchikawa and others 2016).
In sum, it is evident that distinct RNA species trigger RIG-I
and MDA5 activation. These RNA species may even be expressed at different time points during the infection process.
Indeed, it was shown that vRNA products generated at dif-
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ferent time points after West Nile virus infection sequentially
stimulate RIG-I and MDA5, whereby, RIG-I triggers an early
and MDA5 a later response (Errett and others 2013).

Direct Effectors of Viral Nucleic Acids
Besides RLRs, which have the ability to sense nucleic acids
and regulate transcriptional programs, a set of additional
proteins exist that are binding to speciﬁc viral nucleic acids
(Habjan and Pichlmair 2015). These proteins either have the
ability to regulate cellular processes that are unrelated to
transcription or directly bind and thereby impair the activity of
viral nucleic acids. Often these additional vRNA binding
proteins are inducible by type I IFNs underlining their involvement in antiviral processes. This concept of multiple
cellular proteins associating to a given type of stimulatory
RNA is best illustrated by dsRNA binding proteins (Fig. 3).
dsRNA activates the PRR MDA5, which is activating a
transcriptional program culminating in expression of type I
IFN. Besides MDA5, dsRNA-dependent Protein Kinase R
(PKR) and 2¢-5¢-oligoadenylate synthetase (OAS1) directly
bind dsRNAs. PKR regulates a plethora of antiviral processes
after binding to dsRNA including inhibition of translation
through continuous phosphorylation of eukaryotic initiation
factor 2 alpha (eIF2-a), induction of apoptosis and autophagy
(Kang and Tang 2012), and activation of NF-kB through interacting with the IKK complex (Zamanian-Daryoush and
others 2000). PKR has additionally been linked to regulation
of type I IFN expression (Diebold and others 2003; Gilfoy and
Mason 2007). While this accessory function of PKR is dispensable for RIG-I-dependent responses, IFN induction by
viruses that activate MDA5 appears to be critically relying on
additional activity by PKR (Schulz and others 2010; Wolferstatter and others 2014; Pham and others 2016). After
binding to dsRNA OAS1 generates 2¢-5¢-linked oligoadenylates (2¢-5¢-OA) that serve as second messengers and have the
ability to activate the latent RNAseL. Only after activation,
RNAseL cleaves RNA eventually resulting in cell death
(Chakrabarti and others 2011). Furthermore, vRNAs bind to a
number of DEAD- and DEAH-box helicases, which often
appear to have auxiliary functions to regulate IFN-a/b expression and also bear direct virus inhibitory function. DDX3,
for instance, has been shown to be important for activation of
the IFN signaling pathway (Oshiumi and others 2010; Gu and
others 2013). DDX3 was also shown to restrict HBV replication and, thereby, acting as an antiviral effector protein (Ko
and others 2014).
As for dsRNA, 5¢ PPP-RNA, which activates RIG-I, can
associate with additional cellular proteins. Unbiased AP-MS
experiments and follow-up studies using mutational approaches identiﬁed the interferon-induced protein with tetratricopeptide repeats (IFIT) 1 and -5, which directly
associate with 5¢ PPP-RNA (Pichlmair and others 2011;
Fensterl and Sen 2015). Depending on the exact experimental
setup, IFIT1-deﬁcient mice appear to be more susceptible to
5¢ PPP-RNA generating viruses such as Vesicular stomatitis
virus (Pichlmair and others 2011). However, while RIG-I
activation requires dsRNA, IFIT proteins speciﬁcally bind
only ssRNAs in a helical positively charged binding cleft
(Abbas and others 2013). Besides associating with 5¢ PPPRNA, IFIT1 has the ability to directly associate with capped
RNA that lacks a methylation mark at the ﬁrst ribose (2¢O N1
unmethylated RNA) (Habjan and others 2013; Kumar and
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others 2014). Viruses that fail to methylate the 2¢O position of
the ﬁrst ribose are attenuated in wild-type mice but are highly
pathogenic in IFIT-deﬁcient animals (Dafﬁs and others 2010;
Leung and Amarasinghe 2016). It is yet not entirely clear how
IFIT1 and -5 impair virus growth but the high amounts of
IFIT proteins expressed after IFN treatment suggests
stoichiometric interference with viral nucleic acids rather
than enzymatic activity of IFIT proteins (Habjan and others
2013; Kumar and others 2014). Pathogenic alphaviruses that
generate high afﬁnity dsRNA secondary structures on the 5¢end of their genome evade surveillance by IFIT proteins
(Hyde and others 2014). IFIT1 appears to show surprisingly
little efﬁciency against negative strand RNA viruses in vivo
despite that these viruses are known to generate 5¢ PPP-RNA
(Pinto and others 2015). Potential explanations may be eva-
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FIG. 3. Cellular sensor and effector proteins binding viral nucleic acids. (A) Sensing of dsRNAs
by MDA5 results in expression
of IFN-a/b. These in turn upregulate additional sensors including
dsRNA-dependent
PKR
and
OAS1. Binding of PKR to dsRNA
phosphorylates the translation initiation factor eIF2-leading to an
inhibition of translation and an
induction of apoptosis. OAS1
synthesizes 2¢-5¢-oligoadenylates
activating RNASEL. Activation of
RNASEL results in RNA degradation and apoptosis. DDX60,
ATP-dependent RNA helicase
SKIV2L2 (MTR4) and ZCCHC7
promote vRNA degradation via
the exosome complex upon virus
infection. DDX3 activates IFN
signaling and restricts virus replication. (B) Engagement of 5¢triphosphorylated-RNA by RIG-I
leads to the expression of type I
IFNs, thereby inducing the expression of the effector proteins
IFIT1 and IFIT5. Sensing of PPPRNA by IFIT1 and IFIT5 leads to
decreased viral translation and restriction of virus, respectively.
vRNA can be recognized and degraded by the exosome cofactors
DDX60, MTR4, and ZCCHC7.
DDX3, DEAD box protein 3;
DDX60, DEAD box protein 60;
eIF2, eukaryotic initiation factor 2;
IFIT, interferon-induced protein
with tetratricopeptide repeats; IFN,
interferon; IRFs, interferon regulatory factors; MTR4, ATPdependent RNA helicase SKIV2L2;
OAS1, 2¢-5¢-oligoadenylate synthetase 1; PKR, double-stranded RNAdependent protein Protein Kinase R;
PPP-RNA, triphosphorylated RNA;
vRNA, viral RNA; ZCCHC7, Zinc
ﬁnger CCHC domain-containing
protein 7.

sion strategies of these viruses, including replication in the
nucleus that is not surveyed by IFIT proteins (eg, for IAV) or
generation of secondary structures of the RNA 5¢-end as has
been shown for alphaviruses (Pinto and others 2015). IFITs
have also been proposed to be (Berchtold and others 2008;
Zhang and others 2013; Imaizumi and others 2016) or not to
be (Pichlmair and others 2011; Habjan and others 2013) involved in regulation of antiviral gene expression. Thus, the
activity of IFIT proteins is not yet fully understood and
highlights the importance of functional studies that will give
further mechanistic insights.
While the induction of type I IFNs and cellular restriction mechanisms are partially well understood, relatively
little is known about the cellular machinery that speciﬁcally degrades vRNA. A prominent machinery responsible
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for RNA degradation is the exosome, a large molecular
complex with 3¢-5¢ exonuclease activity. However, this
complex requires accessory factors that mark RNA for
degradation. Recently, the Ski2-like protein DDX60 was
identiﬁed as cellular protein that promotes degradation of
vRNA of diverse viruses through the exosome (Oshiumi
and others 2015). Furthermore, DDX60 has been proposed
to support RIG-I and MDA5-dependent induction of type I
IFNs (Oshiumi and others 2015). However, the role of
DDX60 appears complex since other laboratories found
little effect of DDX60 in antiviral immunity (Goubau and
others 2015; Grunvogel and others 2015). More recently,
superkiller viralicidic activity 2-like 2 (SKIV2L2; also
called Mtr4) and Zinc ﬁnger CCHC domain-containing
protein 7 (ZCCHC7), components of the Trf4/Air2/Mtr4p
polyadenylation (TRAMP) complex, were identiﬁed to
colocalize with vRNA and the exosome in the cytoplasm of
infected cells (Molleston and others 2016) and the helicase
SKI2W (SKIV2L) RNA exosome has been shown to prevent autoimmunity by regulating the abundance of RIG-I
ligands (Eckard and others 2014) suggesting that vRNAs
are speciﬁcally targeted for decay.

Concluding Remarks
The knowledge on virus sensing and restriction has dramatically increased in recent years. It became evident that the
innate immune system particularly senses RNA that is insufﬁciently processed and therefore lacks motifs commonly
found on cellular RNA. The ability of cytoplasmic PRRs to
sense such missing-self motifs allows them to be broadly
active and to detect nucleic acids generated by viruses and
other pathogens such as bacteria. In case of failure to properly
process cellular RNA this ability also bears the risk of inducing unwanted immune responses that can lead to autoimmune disorders. Besides nucleic acid sensors, a set of
cellular proteins exists that directly restricts viruses or leads
to changes in cellular machineries ranging from translational
control to cell death. More mechanistic insights into the
regulation and function of nucleic acid binding proteins are
important to understand antiviral immunity and to exploit this
knowledge for therapeutic interventions.
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2.4

Restriction Factors

Sensing of nucleic acids by the aforementioned PRRs results in the activation of
signaling cascades, the expression of cytokines and immune responses. A subgroup of
host restriction factors is as well capable of detecting foreign nucleic acids. However,
this aﬃnity results in the direct restriction of the nucleic acid function without the
activation of an immune response. Restriction factors are constitutively expressed in
nearly all cell types thereby granting to act very early in the defense against incoming
viruses. In infected cells, their expression is often increased by cytokine signaling.
Restriction factors mostly target conserved viral structures allowing them to target a
broad spectrum of viral families. In order to evade restriction factors, viruses evolved an
arsenal of counter mechanisms, thereby putting evolutionary pressure on those proteins
causing them to evolve rapidly.
me
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Figure 10: Overview of restriction factors important for antiviral or antiinflammatory immunity including IFIT1 and PKR leading to an inhibition of translation,
ADAR1 that destabilizes RNA, OAS inducing cleavage of nucleic acids and APOBEC proteins.

In the following section the function of RNA-binding viral restriction factors is described.
These factors do either activate other proteins with eﬀector functions (PKR and OAS),
function as restriction factor on their own (IFIT1 and Schlafen family member 11) or
modify the RNA (APOBEC proteins and ADAR).
One of the ﬁrst restriction factors to be identiﬁed was PKR 85 . This interferon-induced
protein is activated by the binding of double-stranded RNA. Upon binding, PKR
dimerizes and phosphorylates the eukaryotic translation initiation factor eIF2α. This
inhibits cellular ribosomal translation of mRNAs, thereby restricting the synthesis of
viral proteins (Figure 10). Viruses evolved mechanisms to counteract PKR activity,
highlighting its importance in antiviral defense. Mechanistically, PKR deactivation can
be achieved through degradation of PKR (NSs protein of RVFV), blocking of PKR
dimerization (NS5A of Hepatitis C Virus), sequestration of double-stranded RNA (NS1
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of Inﬂuenza A Virus, E3L of Vaccinia Virus) and dephosphorylation of eIF2α (γ34.5 of
Herpes Simplex Virus 1) 86 .
The OAS system is another highly active, versatile antiviral machinery 87;88 . Binding of
long double-stranded RNA leads to the activation of OAS resulting in the generation
of 2’-5’-linked oligoadenylates (2’5’-OA) that serve as second messengers and activate
RNase L. Binding of 2’5’-OA to RNase L induces dimerization and activation of its
endonuclease activity to cleave all RNA species in the cell causing a restriction of virus
growth (Figure 10) 89 .
Proteins that directly act as restriction factor include the IFIT proteins were known to
be induced by type I interferon and linked to regulation of translation. However, only
recently it could be shown that IFIT1 and IFIT5 are able to detect 5’-triphosphorylated
RNA, thereby inhibiting the replication of single-stranded RNA viruses 90;91 . At the
current stage it is not clear how virus inhibition is mechanistically executed but the high
number of IFIT molecules in interferon treated cells suggest a stoichiometric function.
Besides binding PPP-RNA, IFIT1 is able to associate with viral capped RNAs lacking
a methylation mark at the 2’-O-position of the ﬁrst ribose. Such RNAs are commonly
present in lower eukaryotes and certain viruses that lack 2’-O methyltransferases. IFIT1
binding leads to sequestration of 2’-O unmethylated RNA and prevents binding of the
RNA to eukaryotic translation initiation factors. This leads to a highly selective block
of translation while other cellular mRNAs can be properly translated (Figure 10) 92 .
As for other restriction factors, viruses evolved counter mechanisms to escape IFIT1
activities. These mechanisms include generation of RNA that is methylated on the 2’-O
position by acquiring 2’-O methyltransferases 93 . Moreover, alphaviruses which lack
2’-O methylation are still able to circumvent restriction by mouse Iﬁt1 by encoding for
structural elements adjacent to the cap structure 94 .
Schlafen family member 11 (SLFN11) acts more speciﬁcally in restricting retrovirus
growth. It directly binds tRNAs thereby limiting speciﬁcally the availability of tRNAs
for the production of proteins for HIV by exploiting a viral codon bias towards adenosines
at the third position. 95 .
Furthermore, the modiﬁcation of nucleic acids can restrict virus growth. APOBEC3G
and other APOBEC family members exert cytidine deaminase activity to mediate
deoxycytidine to deoxyuridine mutations in the genome of a variety of viruses, including
Human Immunodeﬁciency Virus (HIV). These hypermutations in the viral genome
result in erroneous replication and consequently in non-infectious virions (Figure 10) 96 .
The HIV protein viral infectivity factor (Vif) however counteracts this functions by
ubiquitinating APOBEC3G leading to proteasomal degradation 97 .
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Adenosine deaminase acting on RNA 1 (ADAR1) associated with double-stranded RNAs
and functions as a deaminase converting adenosines to inosines in certain RNAs. Thereby
the complementary base pairing between A:U is impaired making the RNA unstable
(Figure 10). This mechanism prevents the formation of stimulatory double-stranded
RNA molecules that could potentially activate MDA5 leading to an erroneous immune
response. Therefore ADAR1 acts rather as a restriction factor of potentially stimulatory
endogenous nucleic acids than as a restriction factor against viral nucleic acids 98 .

2.5

Nucleases and Nucleic Acid Metabolism

Some cellular nucleases act as important factors restricting the stimulatory potential of
nucleic acids, including nucleic acids of endogenous origin. Amongst those proteins is
the endolysosomal DNase II, which plays an important role in the degradation of nucleic
acids that accumulate during apoptotic cell death. Its importance was highlighted by
the ﬁnding that mice lacking DNase II develop a chronic activation of type I interferon
signaling via the cGAS-STING pathway 99 (Figure 11). Recent systematic screening
approaches identiﬁed deﬁciency in DNAse II as causative reason for an interferonopathy
in humans 100 .
A surplus of endogenous nucleic acids, resulting from dead cells and chromatin debris
in the extracellular space, can trigger immune responses by TLRs upon endocytosis.
The extracellular DNase I represents an important nuclease prohibiting pathogenic
accumulation of DNA in the extracellular space that would result in unwanted immune
responses (Figure 11) 101 .
The 3’-repair exonuclease (TREX1) is critical for the removal of endogenous DNA
in the cytoplasm of cells. TREX1 is suggested to remove single-stranded DNA from
endogenous retroelements and reverse-transcribed DNA 102 . Loss of function mutations
in the human TREX1 gene lead to increased levels of DNA species in the cytosol that can
be recognized by the cGAS-STING axis and ultimately cause a severe interferonopathy
named Aicardi-Goutières syndrome (AGS) (Figure 11) 103 .
The RNases H are endonuclease complexes, which are involved in DNA repair cleaving
the RNA moiety of RNA:DNA hybrids. Characterization of the two RNase H complexes
RNase H1 and RNase H2 revealed that mutations in the three subunits of speciﬁcall
RNase H2 (RNase H2A, RNase H2B and RNase H2C) can cause AGS 104 . RNA:DNA
hybrids have been shown to function in vitro as endogenous stimulatory substrates
for the cGAS-STING pathway 105 and TLR9 106 (Figure 11). In 2009, SAMHD1 could
be added to the list of genes aﬀected in patients suﬀering from AGS, the molecular
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Figure 11: Cellular nucleases important for nucleic acid immunity. The cellular
nucleases TREX1, RNase H2, SAMHD1, DNase I and DNase II play important roles in removing
potential endogenous stimulatory nucleic acids.

mechanism however remained enigmatic (Figure 11).
Originally described as type I interferon induced protein with triphosphohydrolase
activity, SAMHD1 was shown to act as a restriction factor for HIV-1 infections 107 .
Besides its triphosphohydrolase activity it was proposed to function as a ribonuclease 108 .
More recently, it was shown that interferon production in SAMHD1 deﬁcient cells
requires as well the cGAS-STING pathway 109 the exact substrate, however, is still
unknown.

2.6

Immunopathology triggered by deregulation of Nucleic Acid Immunity

Type I interferonopathies can be characterized as a genetically heterogeneous group
of autoinﬂammatory disorders due to an erroneous and chronic activation of the antiviral type I interferon response. The current knowledge of the pathology underlying
autoinﬂammation was inﬂuenced by progress in our understanding of the innate immune
system, foremost the identiﬁcation of pattern-recognition receptors and the activation
of signaling pathways culminating in the expression of type I interferons. Moreover, the
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discovery of mutations in genes coding for the nucleases Trex1, Dnase I, DNase II or
RNase H2 in patients with AGS further pointed to a close connection between innate
immune activation and autoimmunity. The recognition of self nucleic acids by pattern
recognition receptors is therefore key in the pathogenesis of type I interferonopathies
since an inappropriate activation of the type I interferon axis leads to severe eﬀects for
the host by the development of autoinﬂammation.
The term autoinﬂammation was shaped when the molecular mechanisms of tumor
necrosis factor receptor-associated periodic fever syndrome were elucidated. A selfdirected inﬂammation was thereby noticed rather than an involvement of the adaptive
immune system including B- or T-cells.
A uniting phenotype of type I interferonopathies is the anomalous upregulation of type I
interferons. With our current knowledge, four sources of an abnormal interferon response
can be classiﬁed. (1) Nucleic acids bearing atypical modiﬁcations or the accumulation
of endogenous nucleic acids, (2) increased sensitivity or activation of pattern recognition
receptors independent of a ligand, (3) defects in the regulation of nucleic acid-dependent
interferon signaling pathways, (4) defects in the nucleic acid independent modulation of
interferon responses.
Currently, more than twelve genetic disorders are known that can be categorized as a type
I interferonopathy. Amongst those is the prototypic Aicardi-Goutières syndrome (AGS).
It is a rare, early onset childhood disorder and characterized as a leukoencephalopathy
with elevated interferon levels in the cerebrospinal ﬂuid, cerebral calciﬁcations, cerebral
atrophy, seizures and intermittent fever 110 . An important biomarker of AGS is the
interferon signature. Whereas interferon levels in the cerebrospinal ﬂuid seem to decline
over time, the upregulation of interferon-stimulated genes (ISGs) in the blood is a
consistent marker 111 . AGS is a heterogeneous disease and results from mutations in
any of at least seven genes including TREX1, ADAR, RNase H2A, RNase H2B, RNase
H2C, SAMHD1 and MDA5 (Figure 12). Some AGS patients show indications which
are noticed as well in patients with Systemic Lupus Erythematosus (SLE).
SLE is a chronic, autoimmune disease where patients show signs of dermatitis, arthritis,
fever, rash and swollen lymph nodes 112 . Unlike AGS or other interferonopathies, SLE is a
multifactorial disease where genetic and environmental factors play a role. The molecular
pathology of SLE involves an immune response by the generation of autoantibodies
(mostly anti-nuclear antibodies targeting DNA) that induce inﬂammation. Like AGS
patients, SLE patients as well show signs of an interferon signature in peripheral blood 113 .
Mutations in the genes of TREX1, RNase H2A, RNase H2B and RNase H2C provide
a higher risk for SLE 114 . Moreover, mutations in the already previously introduced
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Figure 12: Type I interferonopathies triggered by genetic defects in nucleic acid
immunity. Mutations in genes of cellular nucleases like TREX1, SAMHD1, RNase H2, DNase
I or DNase II are causative for the development of a pathogenic type I interferon response and
the development of autoinﬂammatory diseases.

extracellular nuclease DNase I have been identiﬁed in SLE patients (Figure 12) 115 .
Although endogenous extracellular nucleic acids can lead to an aberrant interferon
response, cytoplasmic self-nucleic acids are as harmful since most nucleic acid sensing
receptors reside within the cytoplasmic cellular compartment. Defective degradation
of endogenous DNA species like single-stranded DNA metabolites, which continuously
emanate during DNA damage repair, single-stranded DNA polynucleotides from processing of abnormal replication intermediates, or from endogenous retroelements can
activate the cGAS-STING axis. This can be prevented by the excellent waste handling
of the cellular nucleases like TREX1 or RNaseH2.
However not only endogenous DNA could potentially activate cytoplasmic DNA sensors,
RNA sensors like RIG-I or MDA5 could as well sense endogenous RNA species. Interestingly, only recently superkiller viralicidic activity 2-like (SKIV2L), a component of the
exosome complex, was discovered to play an important role in the degradation of aberrant RNAs 116 . These abnormal RNAs containing 2’3’-cyclic phosphates originate from
the regulated IRE-1-dependent RNA decay (RIDD) involved in the unfolded protein
response as previously described (Figure 12) 51 . Moreover, genetic studies identiﬁed that
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polymorphisms in the gene of SKIV2L lead to a potential risk of developing SLE 117 .
Together, the mechanisms described above underline the outstanding importance of
proper cellular nucleic acid waste handling, however it still remains unclear how for
instance endogenous stimulatory triphosphorylated RNAs like 5S rRNA, or ncRNAs
are rendered harmless.
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3. Viral RNA Degradation
Virus infection triggers the activation of PRRs that recognize incoming viral nucleic
acids, virus replication intermediates or replication by-products. This sensing leads to
the massive induction of cytokines, chemokines and the expression of antiviral genes
ultimately leading to inﬂammation. In case of a successful defense from virus infections,
an important cellular task is to remove the immune stimulatory viral nucleic acids in
order to return to a homeostatic situation and to contain the eﬀects originating from
inﬂammation. As mentioned above, several diseases are linked to the incapability of
cells to degrade stimulatory endogenous nucleic acids leading to the development of
autoinﬂammatory diseases like the interferonopathies AGS and SLE. The genes included
in these processes include nucleases like DNase I, DNase II or TREX1 that are able to
degrade endogenous DNA or RNase H2 involved in the removal of RNA:DNA hybrids.
However, surprisingly little is known about the ability of cells to degrade viral or immunostimulatory nucleic acids. Yet, an interesting computational approach highlighted
the importance of viral RNA degradation in Inﬂuenza A Virus (IAV) infected cells.
Generating a mathematical model and calibrating it with experimental data covering all
steps of the viral life cycle revealed that RNA degradation is an important parameter
in the successful replication of IAV. By calculating the model parameters for viral RNA
decay and diﬀusion time, it could be shown that the diﬀusion distance from the site
of membrane fusion with the endosomal membrane and translocation to the nucleus
impacts RNA degradation rates: the shorter the distance of diﬀusion to the nucleus, the
lower the probability of viral RNA degradation. This computational ﬁndings could also
be substantiated by experimental data showing viral RNA degradation when nuclear
import was blocked by importazole 118 .
As previously described, viral nucleic acids diﬀer from cellular RNAs in several ways.
This includes structural diﬀerences, double-strandedness, the lack of poly(A) tails, or
the presence of 5’-PPP structures. One could hypothesize that the cell uses chemical or
structural modiﬁcations that mark viral RNAs to speciﬁcally degrade such nucleic acids.
However, surprisingly little is known about degradation pathways that are targeting
viral nucleic acids. What is the relative contribution of the cellular known degradation
mechanisms to decay viral RNA? How does perturbation of these RNA degradation
mechanisms modulate virus growth in vitro and in vivo? Which proteins are mediating
speciﬁcity for viral RNA degradation?
One of the major cellular RNA turnover pathways is the 5’-3’ degradation pathway
involving deadenylation, decapping and subsequent RNA degradation by the exonuclease
XRN1. Only recently, viral nucleic acids were shown to be sensitive to this decay route.
The Lemon group showed that synthetic Hepatitis C Virus (HCV) RNA harboring a
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5’-triphosphate end is rapidly degraded with a half-life of around 1.5h. In contrast, the
median half-life of cellular mRNAs is 9 hours and therefore much more stable 119 . This
suggests a targeted degradation of viral nucleic acids compared to host RNA. Knocking
down the exonuclease XRN1 led to a stabilization of the PPP-RNA by increasing the
half-life to more than 3h (Figure 13) 120 . Notably, although XRN1 may be able to
degrade the RNA body, degradation can only be initiated after the removal of the
5’-PPP group. This suggests involvement of a cellular enzyme that removes two of the
three phosphates to leave a monophosphate on the RNA, which subsequently can be
degraded by XRN1 121 . The activity of such a pyrophosphatase may be analogous to
the activity of decapping enzymes that remove the 5’-cap structure in order to allow
XRN1-dependnet cleavage of RNA.
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Figure 13: Viral RNA Degradation Pathways involve factors of all known cellular RNA
degradation mechanisms including XRN1 from the 5’-3’ decay pathway, factors of the NMD
pathway and the exosome complex.

NMD is another cellular process responsible for rapid degradation of aberrant cellular
mRNA 46;122;123;124 . NMD is operative on translating non-functional RNAs. Cellular
mRNAs with long 3’UTRs or premature stop codons can be detected by proteins of the
NMD pathway 125;126 and are subsequently eliminated by the exosome complex. Since
viral nucleic acids possess features of aberrant RNAs there is increasing evidence that
they are recognized as targets of the cellular RNA degradation machinery. A genome-
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wide siRNA screen that tested for host factors restricting Semliki Forest Virus (SFV)
growth, identiﬁed the NMD components SMG5, SMG7 and UPF1 as targets and their
depletion led to an increase in virus replication during the early phase of infection 127 .
This indicates that viruses with single-stranded, positive-sense RNA genomes can be
detected and degraded by NMD (Figure 13). Due to the fact that NMD is translationdependent, the genomes of DNA viruses, retroviruses and negative-sense RNA viruses
can most likely not be targeted by NMD.
Besides being targeted for degradation by NMD or the 5’-3’ decay pathway, the 3’-5’
decay pathway including the exosome complex was implicated in degradation of viral
RNA. Multiple RNA binding proteins linked to antiviral immunity were shown to
interact with the exosome complex implying that RNA degradation is accomplished
through those complexes. Amongst factors that associate with viral RNA and the
exosome is DDX17, which restricts Rift Valley Fever Virus (RVFV) growth and is
directly binding the exosome (Figure 13). Though, the mechanism of inﬂuencing RVFV
growth is not clear yet 128;129 .
Recent work by the Sara Cherry group, revealed that the TRAMP complex components MTR4 and AIR1 (Zcchc7) are antiviral against several RNA viruses including
RVFV, Vesicular Stomatitis Virus (VSV) and Sindbis Virus (SINV). Interestingly, these
components are generally part of the strictly nuclear TRAMP complex. Notably, in
infected cells MTR4 and AIR1 translocate to the cytoplasm where they form a complex
with the cytoplasmic exosome and viral RNAs (Figure 13). The RNA of RVFV was
found to be stabilized in the absence of AIR1, suggesting targeted degradation of viral
transcripts by this newly identiﬁed cytoplasmic TRAMP complex. Attaching GFP to
the 3’ UTR of RVFV and subsequently infecting the cells was suﬃcient to target the
GFP-tagged transcript for degradation, implying that infectious conditions trigger a
selective degradation by the exosome complex 130 .
A further study showed that the cytidine deaminase (AID), a member of the APOBEC
family, interacts with a viral RNP complex of Hepatitis B Virus (HBV) consisting
of the viral P protein and the epsilon RNA sequence essential for HBV replication.
Besides binding to the viral RNP complex, AID was as well shown to recruit the RNA
exosome (Figure 14). Moreover HBV-levels are reduced in an AID-dependent manner
indicating that interaction of AID with the viral RNP complex and the RNA exosome
leads to RNA degradation by the exosome 131 . HBV is able to evade the induction
of the interferon system. However, the virus can still be cleared in most patients to
a high extent, suggesting cellular restriction pathways that eﬃciently restrict HBV
replication in an interferon-independent manner. In a functional screen for helicases
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that could potentially modulate HBV replication, the SKIV2L helicase, member of the
cytoplasmic Ski complex, was identiﬁed. Furthermore, interaction of SKIV2L with the
HBV X-RNA was shown to be indispensable for degradation of the X-mRNA. This
degradation seems to involve the protein HBS1, which is a factor also involved in the
cellular RNA surveillance pathways (Figure 14) 132 .
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Figure 14: Degradation of HBV nucleic acids. Diﬀerent HBV nucleic acids (X-RNA, and
-RNA are recognized by RNA binding proteins leading to degradation by the exosome complex.
In the nucleus APOBEC proteins deaminate the covalently closed circular DNA (cccDNA) which
leads to degradation by nuclear nucleases.

Additionally, the Protzer laboratory showed that stimulation of the lymphotoxin beta
receptor (LTβR) upon HBV infection leads to the expression of proteins of the APOBEC
family. APOBEC3A and APOBEC3B translocate to the nucleus in HBV infected cells
and lead to cytidine deamination of the nuclear covalently closed circular DNA (cccDNA),
a highly stable state of the genomic HBV DNA. Deamination of the cccDNA led to
degradation in cell culture (Figure 14) 133 . However it is yet unclear how the modiﬁed
RNA gets degraded in the nucleus. In patients with chronic HBV infection no impact
on cccDNA turnover could be observed despite activation of LTβR gets 134 .
The interferon system is the main executor of antiviral responses and a number of
interferon stimulated genes bear nuclease activity. Amongst those is the interferoninduced RNase L, which cleaves a broad range of RNAs without apparent discrimination
between viral and cellular nucleic acids (Figure 15). However some reports point towards
a partial selectivity of viral nucleic acids. First, cellular RNAs especially tRNAs and
rRNAs are modiﬁed heavily on internal nucleotides thereby representing only suboptimal
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substrates for RNase L 135 . Second, RNase L strongly favors UU or UA sequences as
cleavage sites, which are not found frequently in mammalian codons 136 . Another
example for an interferon induced nuclease is zinc-ﬁnger antiviral protein (ZAP) that
has the ability to speciﬁcally target RNAs bearing ZAP response elements though its zinc
ﬁnger domain. ZAP response elements commonly found in many viruses 137;138 . Upon
RNA binding, ZAP recruits the whole RNA decay machinery including the exosome
complex, the deadenylase PARN and the decapping enzymes DCP1 and DCP2 (Figure
15) 139 . The mechanism, however, is still not entirely explored and it is not clear if
ZAP-dependent restriction of virus growth is due to degradation of the viral RNAs or
any other potential mechanism.
In sum, several lines of evidence suggest involvement of the exosome complex as well as
XRN1 – dependent degradation in the turnover of viral nucleic acids. However, currently
it is enigmatic how speciﬁcity is conferred to viral RNA in order to allow speciﬁcity. To
date, no mechanism was identiﬁed that would speciﬁcally target viral nucleic acids for
degradation.
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4. The Mammalian Phosphatome
The phosphatome refers to the entire set of proteins with phosphatase activity encoded
in the genome. Phosphatases are enzymes capable of removing a phosphate moiety from
various biomolecules and thereby fulﬁl important biological functions in metabolism,
signaling and nucleic acid processing. The biochemistry of phosphate removal represents
a typical hydrolysis reaction with a water molecule as attacking group and results in
the generation of a phosphate ion and a molecule with a free hydroxyl (OH) group.
The attack of the water molecule can be catalyzed by divalent metal ions or histidine-,
cysteine-, or serine-residues. The classiﬁcation of phosphatases is nearly as diverse as
their molecular functions and includes categorization into either alkaline phosphatases
or acid phosphatases, classiﬁcation according to their active-site catalytic group (metalphosphatases, serinephosphatases, histidinphosphatases or cysteinphosphatases 140 ) or
according to their protein structural fold 141 . Typically, phosphatases do not recognize
their substrate within the active site but rather bind multiple residues with weak binding
aﬃnity. However the cumulative eﬀect of multiple weak interactions provides an increase
in binding speciﬁcity to the substrate 142 .
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Only recently, Chen et al. classiﬁed human phosphatases 141 . By including input from
databases, protein sequence similarity searches and literature it was possible to create
a phosphatome of 264 phosphatases. Based on structural databases, the human phosphatome can be subdivided into proteins with 19 diﬀerent protein folds (Figure 16).The
largest group is comprised of the human protein phosphatases, which dephosphorylate
post-translationally modiﬁed proteins on tyrosine or serine/threonine residues. The
group of protein phosphatases includes alkaline phosphatases (AP), the cysteine-based
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phosphatases (CC1, CC2, CC3), haloacid dehydrogenases (HAD), metal-dependent
protein phosphatases (PPM), protein histidine phosphatases (PHP), Phosphoprotein
phosphatase-like phosphatases (PPPL), histidine phosphatases (HP), and a phosphatase
of the regulator of transcription fold (RTR1). The group of non-protein phosphatases is
more diverse and less well studied. However, they play important roles in metabolism
where the addition or removal of phosphate groups changes the energy of metabolic
intermediates, in the processing of nucleic acids, or in the regulatory role of phosphoinositide lipids.
Nudix Hydrolases
Non-protein phosphatases with a Nudix fold comprise a protein superfamily of metaldependent phosphatases. These Nudix hydrolases are conserved in 250 species including
bacteria, archea and eukaryotes 143 . Proteins of the Nudix superfamily catalyze the
hydrolysis of nucleoside diphosphates linked to other moieties (X) and contain the
conserved sequence motif GX5 EX5 [UA]XREX2 EEXGU where U is a bulky amino acid
and X can be any amino acid 144 .
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Figure 17: Substrates of Nudix Hydrolases. Substrates of human Nudix hydrolases are
very diverse and range from single nucleotides to nucleotide sugars, capped RNA and nucleotide
polyphosphates.

This so called Nudix box forms a structural motif of a loop - α-helix - loop structure,
which harbors the catalytic residues. This motif is part of an α/β/α sandwich making
up the Nudix fold 145 . The substrates that are dephosphorylated by Nudix hydrolases
are very diverse ranging from nucleoside triphosphates, polyphosphates, and nucleotidesugars to capped mRNAs (Figure 17). Consequently, they are known to play very diverse
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roles in cellular metabolism and cell homeostasis, as well as mRNA processing 146;147 .
The mechanism of Nudix hydrolases resembles that of other metal-dependent phosphatases with a nucleophilic attack of a water molecule on the γ-phosphate of the
substrate and formation of a trigonal bypyramidal intermediate 148 . The double bond is
then reformed thereby displacing a monophosphorylated moiety as leaving group (Figure
18). The attacking water ligand is properly aligned by the electrostatic interactions
with divalent cations, mostly Mn2+ or Mg2+ that as well enhance the nucleophilicity of
water. In addition, two conserved glutamate residues in the Nudix box are critical for
the hydrogen bonding of the water molecule and the coordination of the metal ions. In
some cases, a third Mg2+ ion stabilizes the negatively charged phosphate of the leaving
group (Figure 18). The substrate speciﬁcity is not provided by residues within the
active site but rather by motifs elsewhere in the structure.
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Figure 18: Mechanism of phosphate removal by Nudix hydrolases. Metal-dependent
hydrolysis reaction by nucleophilic attack of a water molecule and displacement of a monophosphorylated moiety.

The human genome encodes for 24 Nudix genes. Although the ﬁrst NUDIX member
was already deﬁned in 1954, the biological role of most of the Nudix hydrolases still
remains unknown 146 . Only recently, a comprehensive study proﬁled the family of Nudix
hydrolases in more detail in terms of structural similarities, mRNA expression levels and
by screening 52 diﬀerent substrates for their sensitivity to Nudix activity 149 . Although
this study expanded our knowledge on Nudix hydorlases, the molecular functions and
their cellular targets remain enigmatic.
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Aim of the Thesis
Viruses are the most abundant pathogens on earth and represent a major threat to
human health. In order to grow and spread, viruses are strongly dependent on their
genetic material. In comparison to the highly processed host nucleic acids, viral nucleic
acids miss several of those features. Therefore sensing of virus infections mostly involves
the recognition of viral nucleic acids. In the past years, remarkable progress has been
made in the understanding of how foreign nucleic acids are sensed by the cell. However,
only little is known about the pathways of cells to degrade speciﬁcally viral nucleic
acids.
The genome of RNA viruses is protected from degradation by a 5’-triphosphate group.
Similar to mRNA degradation in eukaryotes where mRNA decay needs to be initiated
by the removal of the protecting 5’-cap structure by DCP2, the viral RNA would
need to be prepared for degradation by 5’-exonucleases. Therefore, the aim of this
thesis was to identify a mechanism that could speciﬁcally target viral nucleic acids
for degradation. The curiosity was sparked by a publication of Deana et al., who
identiﬁed a bacterial pyrophosphatase of the Nudix hydrolase superfamily (RppH)
to be able to dephosphorylate triphosphorylated bacterial mRNA. Interestingly, the
eukaryotic decapping enzyme DCP2 belongs as well to the Nudix hydrolase superfamily.
Therefore, I ﬁrst set out to screen all mammalian Nudix hydrolases for having an
impact on virus growth. After selecting four, I found only one Nudix hydrolase, namely
NUDT2, to dephosphorylate triphosphorylated RNA. I could show that NUDT2 releases
two phosphate groups of a triphosphorylated RNA in a sequential manner, leaving
behind a monophosphorlyated RNA that could serve as a substrate for the cellular
5’-exonuclease XRN1. Thereby NUDT2 initiates a RNA degradation pathway speciﬁc
to viral triphosphorylated RNAs.
Additionally, discriminating self- from non-self nucleic acids is of upmost importance
for host cells to launch a proper immune response. The crystal structure of the viral
restriction factor interferon-induced protein with tetratricopeptide repeats 1 (IFIT1)
revealed novel insights in the binding of capped viral RNA. In collaboration with
Bhushan Nagar I aimed at functionally validating that cap-RNA binding of speciﬁc
residues in the cap-binding pocket are important for IFIT1-mediated inhibition of virus
growth.
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NUDT2 initiates viral RNA degradation by removal of 5’-phosphates
Beatrice T. Laudenbach, Alexander Reim, Markus Moser, Arno Meiler, Janos Ludwig and
Andreas Pichlmair. NUDT2 initiates viral RNA degradation by removal of 5’-phosphates.
Submitted to Science (2018)
Viruses are dependent on their genetic material in order to spread. However, if this viral genetic
material is subjected to degradation by cellular nucleases is not explored yet. The genome
of many RNA viruses is protected by a 5’-triphosphate group which does not allow digestion
by 5’-3’ nucleases. Very similar, host messenger RNAs are protected as well by a chemical
structure, namely the 5’- cap. Prior to mRNA degradation, the cap structure needs to be
removed by decapping protein 2 (DCP2). The generated monophosphorylated RNA is thereby
rendered susceptible to degradation by cellular exonuclease 1 (XRN1). In my PhD work, I
discovered that NUDT2, very similar to DCP2, removes phosphates from RNA substrates
generating a monophosphorylated RNA that serves as substrate for XRN1. This represents a
novel mechanism to degrade speciﬁcally viral nucleic acids. Its importance is highlighted by the
increased virus-load in cells lacking the Nudt2 gene.
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*HUPDQ\ 7HFKQLFDO 8QLYHUVLW\ RI 0XQLFK 6FKRRO RI 0HGLFLQH ,QVWLWXWH RI 9LURORJ\  0XQLFK
*HUPDQ\



*HUPDQ

&HQWHU

IRU

,QIHFWLRQ





&RUUHVSRQGLQJDXWKRU
$QGUHDV3LFKOPDLU3K''90
,QQDWH,PPXQLW\/DERUDWRU\
0D[3ODQFN,QVWLWXWHRI%LRFKHPLVWU\
$P.ORSIHUVSLW]
0DUWLQVULHG0XQLFK*HUPDQ\
(PDLODSLFKO#ELRFKHPPSJGH
7HOHSKRQH


68

5HVHDUFK

'=,) 

0XQLFK

*HUPDQ\

6. Publication 1

/DXGHQEDFKet al. 





$EVWUDFW
,Q FRXUVH RI DQ LQIHFWLRQ YLUXVHV UDSLGO\ DPSOLI\ WKHLU JHQHWLF PDWHULDO 5HODWLYHO\ OLWWOH LV NQRZQ
UHJDUGLQJ FHOOXODU PHFKDQLVPV WR GHJUDGH YLUDO 51$ DOWKRXJK WKLV PD\ UHSUHVHQW DQ HVVHQWLDO VWHS WR
VXFFHVVIXOO\ FOHDU YLUDO LQIHFWLRQV +HUH ZH LGHQWLILHG D PHFKDQLVP WKDW DOORZV SURFHVVLQJ RI YLUDO
WULSKRVSKRU\ODWHG 333 51$LQWR351$ZKLFKVHUYHVDVVXEVWUDWHIRU¶¶51$GHJUDGDWLRQ1XGL[
K\GURODVH  18'7  UHPRYHV ¶SKRVSKDWHV IURP 33351$ LQ D 51$ VHTXHQFH DQG VWUXFWXUH
LQGHSHQGHQW PDQQHU DQG SUHSDUHV WKLV 51$ IRU ;51 PHGLDWHG GHJUDGDWLRQ $EODWLRQ RI 18'7
UHVXOWHGLQLQFUHDVHGJURZWKRID33351$YLUXVKLJKOLJKWLQJWKLV33351$SURFHVVLQJDVDQLPSRUWDQW
FRQWUROPHFKDQLVPWRSUHYHQWYLUXVLQIHFWLRQ


0DLQWH[W
¶¶51$GHJUDGDWLRQLVDQHYROXWLRQDU\KLJKO\FRQVHUYHGSURFHVV(XNDU\RWLFPHVVHQJHU P 51$LV
SURWHFWHGIURP ¶¶ GHJUDGDWLRQ E\ D ¶P* FDS VWUXFWXUH ZKLFK QHHGVWR EH UHPRYHG E\ GHFDSSLQJ
SURWHLQ  '&3  LQ RUGHU WR JHQHUDWH D PRQRSKRVSKRU\ODWHG 3  51$ VXEVWUDWH IRU WKH ¶ WR ¶
H[RQXFOHDVH ;51  )LJD  1, 2 6RPHYLUDOJHQRPLF51$VDQGYLUDO51$WUDQVFULSWVGRQRWEHDU
D ¶FDS EXW SUHVHQW D ¶WULSKRVSKDWH 333  JURXS ZKLFK DOVR VHUYHV DV D FKHPLFDO PRGLILFDWLRQ
SUHYHQWLQJ¶¶GHJUDGDWLRQ,QWKLVUHJDUGVYLUDO51$LVYHU\VLPLODUWRSURNDU\RWLFP51$ZKLFKDOVR
EHDUV D ¶333 RU ¶33 JURXS ,Q FDVH RI EDFWHULD WKHVH SKRVSKDWHV DUH UHPRYHG E\ WKH 51$
S\URSKRVSKDWDVH+ 5SS+ WRSUHSDUH51$IRUGHJUDGDWLRQE\WKHEDFWHULDOQXFOHDVH51DVH( 3, 4  )LJ
D  ,QWHUHVWLQJO\ ERWK '&3 DQG 5SS+ EHORQJ WR WKH VXSHUIDPLO\ RI 1XGL[ K\GURODVHV 5  D SURWHLQ
IDPLO\WKDWLVKLJKO\GLYHUVHLQWHUPVRIVHTXHQFHGRPDLQRUJDQL]DWLRQDQGVXEVWUDWHVSHFLILFLW\ 6  )LJ
E  1XGL[ K\GURODVHV DUH PRVW FRPPRQO\ S\URSKRVSKRK\GURODVHV DFWLYH WRZDUGV VXEVWUDWHV ZLWK WKH
VWUXFWXUH 1'3; QXFOHRVLGH GLSKRVSKDWH OLQNHG WR DQRWKHU PRLHW\ X  XVXDOO\ UHVXOWLQJ LQ 103
QXFOHRVLGH PRQRSKRVSKDWH  DQG 3; DV SURGXFWV 7-9  1XGL[ SURWHLQV DUH FKDUDFWHUL]HG E\ D 1XGL[
K\GURODVH GRPDLQ ZKLFK FRQWDLQV FKDUDFWHULVWLF FDWDO\WLF DQG PHWDOELQGLQJ DPLQR DFLGV 9  :H
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K\SRWKHVL]HGWKDWSURFHVVLQJRI YLUDO 33351$LQHXNDU\RWLFFHOOVPD\LQYROYHD1XGL[K\GURODVHDQG
WKDWVXFKDSURWHLQVKRXOGFRQWULEXWHWRYLUXVJURZWKUHVWULFWLRQ
:H WKHUHIRUH LQGLYLGXDOO\ GHSOHWHG DOO PDPPDOLDQ 1XGL[ JHQHV WKDW DUH NQRZQ WR KDYH D UROH LQ
QXFOHRWLGH PHWDEROLVP 7  RU WKH SDWWHUQ UHFRJQLWLRQ UHFHSWRU 5,*, DV SRVLWLYH FRQWURO DQG WHVWHG IRU
JURZWK RI 9HVLFXODU VWRPDWLWLV YLUXV H[SUHVVLQJ *)3 969*)3  DQG WKHLQWHUIHURQ VWLPXODWLQJ YDULDQW
969$9*)3 10  1RWDEO\ GHSOHWLRQ RI IRXU 1XGL[ K\GURODVHV 18'7 18'7 18'7 DQG
18'7  OHG WR DQ LQFUHDVH LQ 969*)3 RU 969$9*)3 JURZWK )LJ E  ZLWKRXW DIIHFWLQJ FHOO
YLDELOLW\ 6XSSOHPHQWDU\ )LJ D 18'718'7DQG18'7VKRZHGDQHJDWLYHLPSDFWRQ969
JURZWK :H VHOHFWHG 18'7   DQG  IRU IXUWKHU H[SHULPHQWV 'HSOHWLQJ WKH IRXU 1XGL[
K\GURODVHVLQ$DQG+H/DFHOOVDQGXVLQJUHQLOODOXFLIHUDVHH[SUHVVLQJ,QIOXHQ]D$YLUXV )OX$9UHQ 
DVDOWHUQDWLYH 33351$ JHQHUDWLQJ YLUXV VKRZHGWKDWGHSOHWLRQRI RQO\18'7VLJQLILFDQWO\LQFUHDVHG
JURZWKRI)OX$9LQERWKFHOOW\SHV )LJF6XSSOHPHQWDU\)LJFG 18'7DQG18'7H[KLELWHG
LQFRQVLVWHQWUHVXOWVEHWZHHQWKHWZRFHOOW\SHV
7R FKDUDFWHUL]H WKH IRXU VHOHFWHG 1XGL[ K\GURODVHV IRU WKHLU DELOLW\ WR GHSKRVSKRU\ODWH 33351$ ZH
JHQHUDWHG UHFRPELQDQW 18'7   DQG  $V FRQWUROV ZH PXWDWHG WKH PHWDOFRRUGLQDWLQJ
JOXWDPLF DFLG UHVLGXH (  LQ WKHLU FRQVHUYHG 1XGL[ K\GURODVH GRPDLQ PRWLI JHQHUDWLQJ 18'7 ($
18'7($18'7($DQG18'7($ )LJD :HWHVWHGWKHUHFRPELQDQWSURWHLQV
IRUWKHLUDELOLW\WRUHOHDVHSKRVSKDWHVIURPDGRXEOHVWUDQGHG33351$VXEVWUDWH ,97  11 1RWDEO\
RIDOOSURWHLQVWHVWHGRQO\18'7EXWQRRWKHUWHVWHG1XGL[K\GURODVHUHOHDVHGSKRVSKDWHVZKHQFR
LQFXEDWHGZLWK33351$ )LJE 7KHSKRVSKDWHUHOHDVHPHGLDWHGE\18'7ZDV FRPSDUDEOHWRWKH
DPRXQWV RI SKRVSKDWHV UHOHDVHG E\ FDOI LQWHVWLQDO SKRVSKDWDVH &,3  ,PSRUWDQWO\ WKH 18'7 ($
PXWDQW VKRZHG QRDFWLYLW\ LQGLFDWLQJ VSHFLILFLW\ LQ WKLV DVVD\ )LJ E  'HVSLWH SKRVSKDWH UHOHDVH WKH
51$VXEVWUDWHLWVHOIUHPDLQHG LQWDFW DIWHU18'7DQG&,3WUHDWPHQWLQGLFDWLQJWKDWWKHSKRVSKDWHVDUH
QRW UHOHDVHG IURP WKH 51$ EDFNERQH DQG WKDW WKH KHUH WHVWHG 1XGL[ K\GURODVHV GR QRW KDYH 51$VH
DFWLYLW\ )LJF ,QVXPWKLVDQDO\VLVLQGLFDWHG18'7DV33351$SURFHVVLQJHQ]\PHWKDWQHJDWLYHO\

70

6. Publication 1

/DXGHQEDFKet al. 


UHJXODWHV YLUXV JURZWK 18'7 LV KLJKO\ FRQVHUYHG IURP QHPDWRGHV WR PDPPDOV 6XSSOHPHQWDU\ )LJ
D IXUWKHULQGLFDWLQJDQLPSRUWDQWUROH7KHPDMRUVXEVWUDWHRI18'7LVWKHVWUHVVLQGXFHGGLDGHQRVLQH
WHWUDSKRVSKDWH $S$  12, 13  ,Q PDPPDOLDQ FHOOV $S$ LV JHQHUDWHG E\ PRVW DPLQRDF\OW51$
V\QWKHWDVHV DF\O&R$ V\QWKHWDVHV DQG '1$ OLJDVHV 14, 15  ,QWUDFHOOXODU $S$ FDQ DFW DV D VHFRQG
PHVVHQJHU 16  DV WUDQVFULSWLRQDO UHJXODWRU 17  LV LQYROYHG LQ WKH UHJXODWLRQRI '1$ UHSOLFDWLRQ 18 
DQGLVNQRZQWRELQGDQXPEHURISURWHLQVLQFOXGLQJSURWHLQNLQDVHV 19 WKHFKDSHURQH*UR(/F$03
UHFHSWRU SURWHLQ 20  DQG WKH +,17 WXPRU VXSSUHVVRU 21  ([WUDFHOOXODUO\ $S$ FDQ DV ZHOO DFW DV
PHVVHQJHUPROHFXOHE\ELQGLQJWR3W\SHSXULQHUJLFUHFHSWRUV 22 %HVLGHVSURWHLQVRIWKHQXFOHRWLGH
S\URSKRVSKDWDVHVSKRVSKRGLHVWHUDVHVIDPLO\RISURWHLQV 23 18'7SOD\VWKHSULQFLSOHUROHLQFOHDYLQJ
$S$WRUHGXFHLQWUDFHOOXODUOHYHOV 24 ¶33351$DVDVXEVWUDWHIRU18'7ZDVQRWLQGLFDWHGVRIDU
7R DVVHVV WKH VXEVWUDWH VSHFLILFLW\ ZH QH[W WHVWHG WKH DELOLW\ RI 18'7 WR UHOHDVH SKRVSKDWHV IURP
GLIIHUHQWVXEVWUDWHV3KRVSKDWHVZHUHUHOHDVHGZKHQDVLQJOHVWUDQGHGPHU51$ZDVXVHG )LJG :H
GHVLJQHG VXEVWUDWHV ZLWK GLYHUVHOHQJWKRI VLQJOHVWUDQGHG RYHUKDQJV DQG YDULDEOH QXFOHRWLGHV $ * 8
DQG& DWWKHVHFRQGSRVLWLRQ 6XSSOHPHQWDU\)LJEF 18'7DQGWKHSRVLWLYHFRQWURO&,3UHOHDVHG
VLPLODU DPRXQWV RI SKRVSKDWHV IURP VXEVWUDWHV ZLWK VV51$ RYHUKDQJV DQG D JXDQRVLQH DV ILUVW DQG
YDULDEOHQXFOHRWLGHVDWWKHVHFRQGSRVLWLRQZKLOH18'7($VKRZHGUHGXFHGDFWLYLW\ 6XSSOHPHQWDU\
)LJ E  18'7 ZDV DOVR DEOH WR GHSKRVSKRU\ODWH 51$ WHPSODWHV ZLWK DGHQLQHV DW WKH ¶ HQG
LUUHVSHFWLYH RI WKH ¶ VLQJOHVWUDQGHG 51$ RYHUKDQJ 6XSSOHPHQWDU\ )LJ F  :H FRXOG QRW REVHUYH
GHJUDGDWLRQ RI WKH XVHG 51$ WHPSODWHV E\ 18'7 6XSSOHPHQWDU\ )LJ G  1RWDEO\ QR SKRVSKDWHV
ZHUH UHOHDVHG ZKHQVLQJOH QXFOHRWLGHV $73 *73873 DQG &73  ZHUH XVHG )LJ H LQGLFDWLQJ WKDW
18'7UHTXLUHVSRO\QXFOHRWLGHVDVVXEVWUDWHV:HFRQFOXGHGIURPWKHVHH[SHULPHQWVWKDW18'7FDQ
GHSKRVSKRU\ODWH33351$VXEVWUDWHVZLWKQRREYLRXVVHTXHQFHRUVWUXFWXUDOSUHIHUHQFH
6LQFH18'7GRHVQRWKDYHH[RQXFOHDVHDFWLYLW\LWVHOI )LJF6XSSOHPHQWDU\)LJG ZHQH[WWHVWHG
ZKHWKHU 33351$ FRXOG LQ SULQFLSOH EH FRQYHUWHG LQWR 351$ WR VHUYH DV D ;51 VXEVWUDWH :H
JHQHUDWHG 33351$ ZLWK UDGLRDFWLYH >3@ ODEHOOHG ȖSKRVSKDWH 7KLQ OD\HU FKURPDWRJUDSK\ 7/& 
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H[SHULPHQWVFOHDUO\VKRZHGWKDWLQFXEDWLRQZLWK18'7VSHFLILFDOO\UHOHDVHGDUDGLRODEHOOHGSKRVSKDWH
DQG UHGXFHG UDGLRDFWLYH ODEHOOLQJ RI WKH VXEVWUDWH 51$ )LJ D  ,Q FRQWUDVW 18'7 18'7 DQG
18'7 GLG QRW VKRZ ȖSKRVSKDWH UHOHDVH RU UHGXFHG ODEHOOLQJ RI WKH VXEVWUDWH 51$ )LJ D  7KLV
UHDFWLRQ ZDV WLPH GHSHQGHQW DQG UHTXLUHG D IXQFWLRQDO 1XGL[ GRPDLQ 6XSSOHPHQWDU\ )LJ D  7KH
VXEVWUDWH VLQJOH RU GRXEOHVWUDQGHGQHVV GLG QRW DIIHFW ȖSKRVSKDWH UHOHDVH E\ 18'7 LQ 7/& DVVD\V
6XSSOHPHQWDU\)LJE 
,QRUGHUWRDVVHVVWKHPRGHRIUHPRYDORISKRVSKDWHVE\18'7ZHV\QWKHVL]HGWULSKRVSKRU\ODWHG51$
GLQXFOHRWLGHV 333*S$ DQG 333$S*  DQG WHVWHG WKHVH VXEVWUDWHV IRU UHPRYDO RI PRQR RU
GLSKRVSKDWHV $VH[SHFWHG 3  EDFWHULDO 5SS+UHOHDVHG S\URSKRVSKDWHV 33L IURP 333*S$ )LJ E 
6XUSULVLQJO\18'7UHOHDVHGVLQJOHSKRVSKDWHVLQDFRQVHFXWLYHPDQQHUUHVXOWLQJLQDGLSKRVSKRU\ODWHG
LQWHUPHGLDWHWKDWLVIXUWKHUFRQYHUWHGLQWRDPRQRSKRVSKRU\ODWHGSURGXFW )LJE6XSSOHPHQWDU\)LJ
F LUUHVSHFWLYHRIWKHILUVWQXFOHRWLGH )LJF6XSSOHPHQWDU\)LJF 7KLVZDVDWLPHGHSHQGHQWHYHQW
WKDWUHTXLUHGDIXOO\IXQFWLRQDO1XGL[K\GURODVHGRPDLQ )LJFG 1RUHPRYDORISKRVSKDWHVFRXOGEH
REVHUYHGIRUWKHFRQWUROSURWHLQ18'7 6XSSOHPHQWDU\)LJG 
:H QH[W WHVWHG ZKHWKHU 18'7 KDV WKH DELOLW\ WR SUHSDUH YLUDO 33351$ IRU GHJUDGDWLRQ E\ WKH
FDQRQLFDO¶¶51$GHJUDGDWLRQPDFKLQHU\XVLQJD+HSDWLWLV&YLUXV +&9 HQFRGLQJ51$DVWHPSODWH
:KLOH LQFXEDWLRQ ZLWK 18'7 RU ;51 GLG QRW DIIHFW VWDELOLW\ RI WKH WULSKRVSKRU\ODWHG +&9 51$
FRPELQDWLRQRI18'7ZLWK;51OHGWR51$GHJUDGDWLRQ )LJHI 7RDVVHVVZKHWKHU18'7DQG
;51KDYHDVLPLODUV\QHUJLVWLFHIIHFWGXULQJLQIHFWLRQRIFHOOVZLWKDYLUXVZHLQIHFWHG+XKFRQWURO
FHOOVDQGFHOOVWKDWZHUHGHOHWHGIRU18'7DQG;51H[SUHVVLRQE\&5,635&DVWDUJHWLQJZLWK969
ZW 7R IRFXV RQ LQFRPLQJ YLUDO 51$ YLUXV UHSOLFDWLRQ ZDV EORFNHG XVLQJ F\FORKH[LPLGH )LJ J
VFKHPH  1RWDEO\ FRQWURO +XK FHOOV VKRZHG VLJQLILFDQWO\ UHGXFHG OHYHOV RI 9691 WUDQVFULSWV DV
FRPSDUHGWR18'7RU;51NQRFNRXWFHOOV )LJJ LQGLFDWLQJWKDW18'7QHJDWLYHO\DIIHFWVYLUXV
UHSOLFDWLRQDWDQHDUO\VWDJH
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:HJHQHUDWHG1XGWGHILFLHQWPLFHIURPWDUJHWHGHPEU\RQLFVWHPFHOOV )LJD6XSSOHPHQWDU\)LJD 
&RUUHFW WDUJHWLQJ RI WKH Nudt2 ORFXV DQG ORVV RI 1XGW SURWHLQ H[SUHVVLRQ ZDV FRQILUPHG E\ 3&5 DQG
PDVVVSHFWURPHWULFDQDO\VLVRIPRXVHERQHPDUURZFHOOV 6XSSOHPHQWDU\)LJE)LJD +RPR]\JRXV
NQRFNRXWPLFHZHUHYLDEOHEUHGZLWKH[SHFWHGPHQGHOLDQUDWLRVDQGGLGQRWVKRZDQREYLRXVSKHQRW\SH
XQGHU QRQLQIHFWHG FRQGLWLRQV 6XSSOHPHQWDU\ )LJ F  1RWDEO\ DFFXPXODWLRQ RI LQIHFWLRXV YLUXV
SDUWLFOHV ZDV LQFUHDVHG LQ VXSHUQDWDQWV RI ERQH PDUURZ FHOOV RU 0()V ODFNLQJ Nudt2 DV FRPSDUHG WR
Nudt2+/+OLWWHUPDWHFRQWUROVE\PRUHWKDQIROGRUIROGUHVSHFWLYHO\ )LJEF $WWKHVDPHWLPH
DFFXPXODWLRQRI+69ZKLFKGRHVQRWJHQHUDWH33351$ZDVFRPSDUDEOHLQERWKFHOOW\SHV )LJF 
6LPLODUO\ F\WRSDWKLF HIIHFWV DQG DFFXPXODWLRQ RI YLUDO 51$ ZDV VLJQLILFDQWO\ KLJKHU LQ 969 LQIHFWHG
Nudt2-/-0()VDVFRPSDUHGWRFRQWUROV )LJG6XSSOHPHQWDU\)LJG 7KHREVHUYHGLQFUHDVHLQYLUDO
51$OHYHOVZDVVSHFLILFWR33351$JHQHUDWLQJ969VLQFHZWDQGNudt2GHILFLHQWFHOOVVKRZHGVLPLODU
DFFXPXODWLRQRIP51$IRU+69DQG6)9 )LJG ZKLFKGRQRWJHQHUDWH33351$:HFRQFOXGHG
IURP WKHVH VWXGLHV WKDW PRXVH 1XGW LPSDLUV JURZWK RI 33351$ JHQHUDWLQJ YLUXVHV EXW LW GRHV QRW
DIIHFWDFFXPXODWLRQRIRWKHUYLUXVHV
2YHUDOO18'7LVSDUWRIDGHJUDGDWLRQSDWKZD\VSHFLILFDOO\WDUJHWLQJYLUDOQXFOHLFDFLGV:LWKLWVEURDG
DFWLYLW\ RI UHPRYLQJ SKRVSKDWHV IURP D ZLGH YDULHW\ RI VLQJOH DQG GRXEOHVWUDQGHG WULSKRVSKRU\ODWHG
51$VXEVWUDWHVWKHGHJUDGDWLRQRIWKH51$ERG\E\H[RQXFOHDVHVOLNH;51FDQEHLQLWLDWHG
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'LVFXVVLRQ
51$ WXUQRYHU LV D KLJKO\ FRQVHUYHG SURFHVV DQG WLJKWO\ FRQWUROOHG WR UHJXODWH 51$ DEXQGDQFH DQG WR
WDUJHW HUURQHRXV 51$V IRU GHJUDGDWLRQ 9LUDO WULSKRVSKRU\ODWHG 51$ FDQQRW EH GHJUDGHG E\ NQRZQ
FHOOXODUGHFD\SDWKZD\V\HWWKHGLVSRVDORIYLUDOQXFOHLFDFLGVDSSHDUVWREHDIXQGDPHQWDOFRPSRQHQWRI
WKH FHOOXODU DQWLYLUDO UHVSRQVH 25, 26  ,QWHUHVWLQJO\ ZKHQ V\QWKHWLF +HSDWLWLV & YLUXV +&9  51$ LV
HOHFWURSRUDWHGLQWRFHOOVLWLVGHJUDGHGUDSLGO\ZLWKDKDOIOLIHRIaKRXUV 27 ,QFRQWUDVWWKHKDOI
OLIHRIFHOOXODUP51$VLVZLWKDPHGLDQRIKRXUVPXFKPRUHVWDEOH 28 ,QDGGLWLRQGHFD\RI+&9
51$IRULQVWDQFHLV;51GHSHQGHQW 29 DQGUHJXODWHVYLUXVSHUVLVWHQFHDQGVSUHDG,WZDVKRZHYHU
XQFOHDU KRZ +&951$ LV SURFHVVHG WR VHUYH DV VXEVWUDWH IRU ;51 ZKLFK H[FOXVLYHO\ DFWV RQ ¶3
51$6WDQOH\/HPRQDQGRWKHUVK\SRWKHVL]HGWKDWDQDV\HWXQLGHQWLILHGFHOOXODUS\URSKRVSKDWDVHKDVWR
SUHSDUHWKH+&951$IRUGHJUDGDWLRQ 30-32 8VLQJDVL51$VFUHHQDQGSKRVSKDWHUHOHDVHDVVD\VZH
LGHQWLILHGWKHSURWHLQ18'7WRKDYHDQLPSDFWRQYLUXVJURZWKDQGWKHFDSDELOLW\WRUHOHDVHSKRVSKDWHV
IURP ¶333 51$ VXEVWUDWHV 18'7 LV DFWLYH RQ DEURDG UDQJH RIWULSKRVSKRU\ODWHG 51$ VXEVWUDWHV
SRWHQWLDOO\KLQWLQJWRZDUGVLQYROYHPHQWRI18'7DFWLYLW\LQGHJUDGDWLRQRI51$VGHULYHGIURPGLYHUVH
YLUXVHV %\ UHOHDVLQJ WZR SKRVSKDWHV LQD VHTXHQWLDOPDQQHU D PRQRSKRVSKRU\ODWHG 51$ LV JHQHUDWHG
WKDWFDQVHUYHDVDVXEVWUDWHIRUWKHFHOOXODUH[RQXFOHDVH;51
6LQFHWKH1XGL[K\GURODVH5SS+ZDVDOUHDG\VKRZQWRSOD\DUROHLQWKHGHSKRVSKRU\ODWLRQRI¶333
51$ LQ EDFWHULD 3  DQG18'7 LWVHOI LV KLJKO\ FRQVHUYHGWKURXJKRXW HYROXWLRQ WKLVIRUP RI DQWLYLUDO
LPPXQLW\PD\UHSUHVHQWDQDQFLHQWDQWLYLUDOGHIHQVHPHFKDQLVP$OWKRXJKWKHVHTXHQFHDQGVWUXFWXUHRI
GLIIHUHQW 1XGL[ K\GURODVHV GLIIHUV D ORW DQG KRPRORJ\ VHDUFKHV ZRXOG QRW VXJJHVW D KLJK VLPLODULW\ RI
18'7 DQG 5SS+ WKH PHFKDQLVP RI GHSKRVSKRU\ODWLQJ ¶333 51$ LV VKDUHG E\ ERWK 1XGL[
K\GURODVHV
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7KHLPSRUWDQFHRI51$GHJUDGDWLRQLVKLJKOLJKWHGE\WKHIDFWWKDWPDQ\YLUXVHVHYROYHGPHFKDQLVPVWR
HYDGHVXFK51$GHFD\SDWKZD\VDQGSRWHQWLDOO\KLGHIURP18'7DFWLYLW\3RWHQWLDOHYDVLRQVWUDWHJLHV
LQFOXGH FDSSLQJ RI 51$ E\ HLWKHU HPSOR\LQJ WKH YLUXVGHULYHG FDSSLQJ PDFKLQHU\ RU VHL]LQJ LW IURP
FHOOXODU P51$V LQ D SURFHVV FDOOHG FDS VQDWFKLQJ 33, 34  WKHUHE\ VKLHOGLQJ WKH ¶333 JURXS IURP
18'7 DFWLYLW\ 2WKHU 51$ YLUXVHV OLNH YLUXVHV RI WKH IDPLO\ &DOLFLYLULGDH SURWHFW WKHLU 51$ E\
DWWDFKLQJDYLUDOJHQRPHOLQNHGSURWHLQ 93J 51$RIVRPHYLUXVHVOLNH3LFRUQDYLUXVHVFDUU\DVWUXFWXUDO
HOHPHQWQDPHGLQWHUQDOULERVRPHHQWU\VLWH ,5(6 WKDWFRXOGDVZHOOSUHVHQWDEDUULHUIRUH[RQXFOHDVHV
OLNH ;51 35  +&9 HPSOR\V DQ XQFRQYHQWLRQDO PHFKDQLVP WR SURWHFW LWV 51$ IURP GHJUDGDWLRQ ,W
UHFUXLWVWKHOLYHUVSHFLILFPLFUR51$PL5WRLWV¶HQG%\FRPSOHPHQWDU\ELQGLQJWRWKH+&951$
WKH51$ZDVVKRZQWREHSURWHFWHGIURPGHJUDGDWLRQE\;51 36 E\VWHULFDOO\KLQGHULQJELQGLQJWR
WKH¶HQG$FWLYLW\RI18'7ZRXOGOLNHO\EHLQKLELWHGLQWKHVDPHZD\)ODYLUXVHVHPSOR\DGLIIHUHQW
HYDVLRQVWUDWHJ\)RUPDWLRQRIPHPEUDQRXVUHSOLFDWLRQIDFWRULHVFRYHUVYLUDO51$IURPFHOOXODUSURWHLQV
37 ,WLVQRWFOHDU\HWLI18'7LVDEOHWRDFFHVVVXFKLQWUDFHOOXODUVXEFRPSDUWPHQWVRULIWKHDFWLYLW\
RI18'7LVOLPLWHGWRIUHH¶33351$VLQWKHF\WRSODVP6FUHHQLQJWKHLPSDFWRI18'7RQPRUH
YLUXVHVZRXOGJUHDWO\HQKDQFHRXUXQGHUVWDQGLQJRIWKHLPSDFWRI18'7GHSHQGHQWYLUDOUHVWULFWLRQDQG
51$GHFD\0RUHRYHUZHFDQQRWH[FOXGHWKDWRWKHUFHOOXODUS\URSKRVSKDWDVHVKDYHUHGXQGDQWIXQFWLRQV
7HVWLQJWKHLUDFWLYLW\RQWKHJURZWKRIRWKHUYLUXVFODVVHVZLOOEHWKHIRFXVRIIXUWKHUVWXGLHV
:LWK33351$DVQRYHO VXEVWUDWHLGHQWLILHGIRU18'7RQHFRXOG K\SRWKHVL]HWKDWQRWRQO\YLUDO¶
33351$VEXWDOVRHQGRJHQRXV¶33351$VDUHSURFHVVHGE\18'7,WLVFRPPRQO\EHOLHYHGWKDW
VXFK 51$V UDUHO\ H[LVW LQ FHOOV HYLGHQFHG E\ PLQXWH DFWLYDWLRQ RI 5,*, E\ HQGRJHQRXV 51$
(QGRJHQRXV33351$ZRXOGKDYHGHWULPHQWDOHIIHFWVGXHWRFKURQLFDQGLQDSSURSULDWHDFWLYDWLRQRIWKH
DQWLYLUDOLPPXQHUHVSRQVHZKLFKFRXOGOHDGWRDXWRLQIODPPDWLRQ)HZ51$3RO\PHUDVH,,,WUDQVFULSWV
LQFOXGLQJQRQFRGLQJ51$VDQGWKH6ULERVRPDO51$FRXOGSRWHQWLDOO\UHPDLQZLWKXQSURFHVVHG¶333
HQGV ,Q DGGLWLRQ 51$ 3RO\PHUDVH ,,, WUDQVFULSWV ZHUH VKRZQ WR VHUYH DV ZHOO DV P51$V JHQHUDWLQJ
IXQFWLRQDO SURWHLQV ZLWKRXW EHDULQJ D ¶FDS VWUXFWXUH RU SRO\ $  WDLO 38  DOWKRXJK WKH\ PD\ EH
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VWLPXODWRU\7KHUHE\ WKLVFRXOG LQGLFDWH WKDW 18'7 SOD\V DQDGGLWLRQDOUROHLQ FOHDULQJ WKH FHOOIURP
VXFK SRWHQWLDO VHOIVWLPXODWRU\ QXFOHLF DFLGV 6HTXHQFLQJ JHQRPHV RI SDWLHQWV ZLWK LQWHUIHURQRSDWKLHV
FRXOGJLYHPRUHGHWDLOHGLQVLJKWVLQWRWKHUHOHYDQFHRI18'7LQWKHGHYHORSPHQWRIDXWRLQIODPPDWRU\
GLVHDVHV +RZHYHU Nudt2 PLFH GR QRW VKRZ DQ\ SKHQRW\SH 6RPH DXWRLQIODPPDWRU\ GLVHDVHV RQO\
EHFRPH HYLGHQW E\ WULJJHULQJ WKH V\VWHP 7KHUHIRUH HYHQWV OHDGLQJ WR DQ LQFUHDVH LQ 51$ SURGXFWLRQ
FRXOGEHQHFHVVDU\WRLQGXFHDXWRLQIODPPDWRU\SKHQRW\SHVLQPLFHRUSDWLHQWV
*LYHQWKDWFOHDUDQFHRIYLUDOQXFOHLFDFLGVIURPLQIHFWHGFHOOVLVRIIXQGDPHQWDOLPSRUWDQFHIRUDQWLYLUDO
LPPXQLW\ZHHQYLVDJHDFHQWUDOUROHRIWKHKLJKO\FRQVHUYHGSURWHLQ18'7LQODXQFKLQJDQRYHO51$
GHJUDGDWLRQSDWKZD\VSHFLILFWRYLUDOQXFOHLFDFLGV51$GHJUDGDWLRQPHFKDQLVPVZRXOGWDUJHWWKHYLUXV
DWLWVPRVWYXOQHUDEOHSRLQWLWVJHQHWLFLQWHJULW\DQGWKHDELOLW\WRWUDQVIHULWVLQIRUPDWLRQEHWZHHQFHOOV
+HUH ZH VKRZ WKDW 18'7 VHUYHV DV FHOOXODU IDFWRU WKDW SHUWDLQV YLUDO 51$ LQWHJULW\ DQG UHGXFHV WKH
DELOLW\RIYLUXVHVWRVSUHDG
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$XWKRU&RQWULEXWLRQV

%7/$5DQG%+FRQGXFWHGH[SHULPHQWV%7/DQG$5DQDO\]HGGDWD$0SHUIRUPHGKRPRORJ\
VHDUFKHV-/FRQWULEXWHGFULWLFDOUHDJHQWV%7/DQG$3GHVLJQHGWKHH[SHULPHQWVDQGZURWHWKHSDSHU

$FNQRZOHGJHPHQWV
:H ZDQW WR DFNQRZOHGJH WKH LQQDWH LPPXQLW\ ODERUDWRU\ IRU FULWLFDO GLVFXVVLRQV DQG VXJJHVWLRQV :H
IXUWKHU WKDQN .RUELQLDQ 0D\U ,JRU 3DURQ DQG *DE\ 6RZD IRU PDLQWDLQLQJ PDVV VSHFWURPHWHUV DQG WKH
03,%FRUHIDFLOLW\IRUVXSSRUW:HIXUWKHUWKDQN*HRUJ.RFKVIRUWKH$FHOOV6RUHQ5LLV3DOXGDQIRU
+69*HUG=LPPHUIRU969/XF$QGUHV0HULWVIRU6)9DQG0DUFR%LQGHUIRUWKHS).-)+SODVPLG
:RUN LQ WKH DXWKRU¶V ODERUDWRULHV ZDV VXSSRUWHG E\ WKH 0D[3ODQFN )UHH )ORDWHU SURJUDP DQ (5&
VWDUWLQJ JUDQW (5&6W* L9,3   WKH *HUPDQ 5HVHDUFK )RXQGDWLRQ 3,  3,  DQG
75506 ,QIHFW(UDDQGWKH*HUPDQ)HGHUDO0LQLVWU\RI(GXFDWLRQDQG5HVHDUFK (5$6( 
WR$3

&RPSHWLQJILQDQFLDOLQWHUHVWV
7KHDXWKRUVGHFODUHQRFRPSHWLQJILQDQFLDOLQWHUHVWV
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0DWHULDOVDQG0HWKRGV
&HOOVUHDJHQWVDQGYLUXVHV
+H/DDQG+(.7FHOOVZHUHGHVFULEHGSUHYLRXVO\ 39 +XKFHOOVZHUHDNLQGJLIWRI0DUFR%LQGHU
'.)=*HUPDQ\ DQG$FHOOVRI*HRUJ.RFKV 8QLYHUVLW\RI)UHLEXUJ*HUPDQ\ 0RXVHHPEU\RQLF
ILEUREODVWV 0()V ZHUHLVRODWHGIURPGD\ROGHPEU\RVIURPKHWHUR]\JRXVEUHHGLQJSDLUV0XULQH
ERQH PDUURZGHULYHG PDFURSKDJHV ZHUH JHQHUDWHG E\ FXOWXULQJ ERQH PDUURZ IURP PRXVH IHPXU DQG
WLELDLQ'0(0VXSSOHPHQWHGZLWKIHWDOFDOIVHUXPP0+(3(6S+P0VRGLXPS\UXYDWH
DQGP0/JOXWDPLQH&HOOOLQHVZHUHPDLQWDLQHGLQ'0(0 3$$/DERUDWRULHV FRQWDLQLQJIHWDO
FDOIVHUXP *(+HDOWKFDUH DQGDQWLELRWLFV 8POSHQLFLOOLQJPOVWUHSWRP\FLQ 
$OO YLUXVHV XVHG DUH FODVVLILHG DV %6/ SDWKRJHQV LQ *HUPDQ\ DQG DOO H[SHULPHQWV ZHUH FDUULHG RXW
DFFRUGLQJWRRIILFLDOUHJXODWLRQV$6&016$5HQLOOD$1(3 )OX$9UHQ  40 9699690
41 969*)3969$9*)3KDYHEHHQSUHYLRXVO\GHVFULEHG+69 )VWUDLQ ZDVIURP6RUHQ5LLV
3DOXGDQ 8QL$DUKXV'HQPDUN 969/XFZDVDJLIWIURP*HUW=LPPHU 8QLYHUVLW\%HUQ6ZLW]HUODQG 
DQG6)9ZDVDJLIWIURP$QGUHV0HULWV 8QLYHUVLW\RI7DUWX(VWRQLD 
5HFRPELQDQW ;51 &,3 DQG 5SS+ DQG UHVWULFWLRQ HQ]\PHV IRU LQ YLWUR WUDQVFULSWLRQV ZHUH REWDLQHG
IURP 1(% VLQJOH QXFOHRWLGHV IRU LQ YLWUR WUDQVFULSWLRQV DQG SKRVSKDWH UHOHDVH DVVD\V ZHUH IURP -HQD
%LRVFLHQFH51DVLQZDVIURP3URPHJD785%2'1DVHZDVREWDLQHGIURP7KHUPR)LVKHU6FLHQWLILFDQG
751$SRO\PHUDVHZDVSURGXFHGE\WKH&RUH)DFLOLW\RIWKH03,RI%LRFKHPLVWU\7KH&HOO7LWHU*OR
DVVD\NLW DQGWKHOXFLIHUDVHVXEVWUDWHG/XFLIHULQ ( ZHUH SXUFKDVHGIURP3URPHJDVL51$VZHUH
SXUFKDVHG IURP 4LDJHQ RU ZHUH V\QWKHVL]HG E\ WKH &RUH )DFLOLW\ RI WKH 03, RI %LRFKHPLVWU\ VHH
6XSSOHPHQWDU\7DEOH 
3ULPDU\DQWLERGLHVXVHGLQWKLVVWXG\ZHUHDVIROORZV18'7 6DQWD&UX]VF ȕ$FWLQ 6DQWD
&UX]VF+53 DQGVHFRQGDU\DQWLERGLHVGHWHFWLQJPRXVH,J* -DFNVRQ,PPXQR5HVHDUFK'DNR 
ZHUHKRUVHUDGLVKSHUR[LGDVH +53 FRXSOHG
3UHSDUDWLRQRIWULSKRVSKRU\ODWHG51$

78

6. Publication 1

/DXGHQEDFKet al. 


$V 51$ VXEVWUDWH ,97 D GHILQHG GRXEOHVWUDQGHG WULSKRVSKRU\ODWHG 5,*, OLJDQG ZDV XVHG DV
GHVFULEHG 11  7KH '1$ WHPSODWH ZDV JHQHUDWHG IURP SDLUV RI FRPSOHPHQWDU\ ROLJRGHR[\QXFOHRWLGHV
6XSSOHPHQWDU\7DEOH 
7RWHVWWKHVHTXHQFHVSHFLILFLW\RI18'751$VXEVWUDWHVZLWKYDU\LQJVWDUWLQJQXFOHRWLGHVLQFOXGLQJ
VLQJOHVWUDQGHGDQGGRXEOHVWUDQGHGHQGVZHUHXVHGDVGHVFULEHG 42 )RULQYLWURWUDQVFULSWLRQ'1$
WHPSODWHVZHUHJHQHUDWHGIURPDQQHDOHGSDLUVRIFRPSOHPHQWDU\ROLJRGHR[\QXFOHRWLGHV 6XSSOHPHQWDU\
7DEOH   51$ 6HTXHQFHV EHJLQQLQJ ZLWK  $* FRQWDLQHG D 7 ĳ SURPRWHU DOO RWKHU WHPSODWHV
FRQWDLQHGD7ĳSURPRWHU6LQJOHVWUDQGHGROLJRWHPSODWHVZHUHPL[HGDWDILQDOFRQFHQWUDWLRQRI
0HDFKLQP07ULVS+DQGP01D&OKHDWHGWR&IRUPLQDQGVORZFRROHGRQWKH
EHQFK)RUSUHSDUDWLRQRI+&951$WKHS).-)+ SODVPLG'1$ 43 ZDVOLQHDUL]HGE\0OX,FOHDYDJH
7UDQVFULSWLRQZDVFDUULHGRXWIRUKRXUVDW&LQ[WUDQVFULSWLRQEXIIHU P07ULVS+P0
0J&O P0 6SHUPLGLQH DQG P0 '77   P0 $73  P0 873 P0 &73  P0 *73
51DVLQ 3URPHJD  DQG  8 7 51$ SRO\PHUDVH &RUH )DFLOLW\ RI WKH 03, RI %LRFKHPLVWU\  LQ
OILQDOYROXPHO785%2'1DVH 7KHUPR)LVKHU6FLHQWLILF ZDVDGGHGIRUPLQXWHVDW&
5HDFWLRQV ZHUH SXULILHG ZLWK PLQL 4XLFN 6SLQ 51$ &ROXPQV 5RFKH  DFFRUGLQJ WR WKH PDQXIDFWXUHU¶V
SURWRFRO
)RU WKH PHU VLQJOH VWUDQGHG 51$ WKH S*(;37PHU51$ 44  SODVPLG OLQHDUL]HG E\ (FR5,
FOHDYDJHVHUYHGDVWHPSODWH51$ZDVV\QWKHVL]HGE\LQYLWURWUDQVFULSWLRQDFFRUGLQJWRWKH0(*$VFULSW
7.LW 7KHUPR)LVKHU6FLHQWLILF $IWHULQFXEDWLRQIRUKDW&DQG785%2'1DVH 7KHUPR)LVKHU
6FLHQWLILF  WUHDWPHQW IRU  PLQXWHV DW & WKH 51$ ZDV SXULILHG DFFRUGLQJ WR WKH 'LUHFW]RO 51$
H[WUDFWLRQ NLW =\PR 5HVHDUFK  )RU JHQHUDWLRQ RI GRXEOH VWUDQGHG 51$ D QW DQWLVHQVH 51$
0HWDELRQ  ¶DFXFXFXFXFXFXFXFXFFF¶ ZDVDQQHDOHGWRWKHLQYLWURWUDQVFULEHG51$
VL51$PHGLDWHGNQRFNGRZQH[SHULPHQWV
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'XSOH[VL51$VZHUHWUDQVIHFWHGXVLQJHLWKHUVL3ULPHWUDQVIHFWLRQUHDJHQW *(+HDOWKFDUH IRUWKH1XGL[
+\GURODVH VL51$ VFUHHQ RU 0HWDIHFWLQH 3UR WUDQVIHFWLRQ UHDJHQW ZLWK WKH 6, %XIIHU %LRQWH[  IRU
WDUJHWHGJHQHNQRFNGRZQV
7UDQVIHFWLRQZDVSHUIRUPHGDFFRUGLQJWRWKHPDQXIDFWXUHU¶VLQVWUXFWLRQVIRU+H/DRU$FHOOV%ULHIO\
ZHWUDQVIHFWHGSPRORISRROHGVL51$VSHUîFHOOVLQDZHOOIRUPDW&HOOVZHUHLQIHFWHG
KRXUVDIWHUVL51$NQRFNGRZQ'XSOH[VL51$VZHUHHLWKHUSXUFKDVHGIURP4LDJHQRUV\QWKHVL]HGE\WKH
&RUH)DFLOLW\DWWKH03,RI%LRFKHPLVWU\ 6XSSOHPHQWDU\7DEOH &HOOYLDELOLW\DIWHUVL51$PHGLDWHG
NQRFNGRZQZDVDVVHVVHGZLWKWKH&HOO7LWHU*OR 3URPHJD OXPLQHVFHQWFHOOYLDELOLW\DVVD\DFFRUGLQJWR
WKHPDQXIDFWXUHU¶VSURWRFRO
9LUXVLQIHFWLRQVDQGGHWHUPLQDWLRQRIYLUXVWLWUHVDQGJURZWK
7RGHWHUPLQHWKHLPSDFWRINudt2NQRFNRXWRQYLUXVJURZWK0()VDQGERQHPDUURZVZHUHVHHGHGWKH
GD\EHIRUHLQIHFWLRQ&HOOVZHUHLQIHFWHGZLWK969ZWDWDPXOWLSOLFLW\RILQIHFWLRQ 02, RI6)9
DWD02,RI+69DWD02,RI969OXFDWDQ02,RI)OX$9UHQLOODDWDQ02,RI
DQG+69OXFDWDQ02,RI2QO\IRUERQHPDUURZVFHOOVZHUHLQIHFWHGZLWK969ZW9690DQG
969 $9*)3 DW D 02, RI   K SRVW LQIHFWLRQRU DVLQGLFDWHGVSHFLILFDOO\ LQ WKH )LJ OHJHQGFHOOV
ZHUHKDUYHVWHGIRUTXDQWLWDWLYH573&5:HVWHUQ%ORWRUDQGVXSHUQDWDQWZDVKDUYHVWHGWRWHVWIRUYLUXV
DFFXPXODWLRQE\WLVVXHFXOWXUHLQIHFWLYHGRVH 7&,' DVVD\VRQ9HUR(FHOOV
7RTXDQWLI\WKHHIIHFWVRIVL51$PHGLDWHGNQRFNGRZQRI1XGL[K\GURODVHVFHOOVZHUHLQIHFWHGKDIWHU
WKHNQRFNGRZQZDVSHUIRUPHGZLWK969/XFLIHUDVHDWDQ02,RIIRUK,$95HQLOODDWDQ02,
RIIRUK969*)3DWDQ02,RIIRUKDQG9690*)3DWDQ02,RIIRUK
*)3OHYHOV ZHUH GHWHUPLQHG IOXRURPHWULFDOO\ =VFRUHV ZHUH FDOFXODWHG IURP WKUHH LQGHSHQGHQW
H[SHULPHQWVLQGLYLGXDOO\IRUHYHU\JHQHDQGYLUXV
)RU 57 3&5 DQDO\VLV 51$ ZDV LVRODWHG XVLQJ WKH 1XFOHR6SLQ 51$ 3OXV NLW 0DFKHUH\ 1DJHO 
DFFRUGLQJWRWKHPDQXIDFWXUHUCVSURWRFRO)RUSURWHRPLFDQDO\VLVFHOOSHOOHWVZHUHVQDSIUR]HQLQOLTXLG
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QLWURJHQEHIRUHIXUWKHUSURFHVVLQJ)RUZHVWHUQEORWDQDO\VLVFHOOVZHUHO\VHGLQ/DHPPOLEXIIHUERLOHG
IRUPLQDW&DQGVXEMHFWHGWR6'6SRO\DFU\ODPLGHJHOHOHFWURSKRUHVLVDQGZHVWHUQEORWDQDO\VLV
)RU *)3WDJJHG YLUXVHV YLUXV JURZWK ZDV PHDVXUHGE\ GHWHUPLQLQJ *)3 OHYHOV LQ D PLFURSODWHUHDGHU
7HFDQ,QILQLWH3UR ZLWKDQH[FLWDWLRQZDYHOHQJWKRIQPDQGDQHPLVVLRQZDYHOHQJWKRIQP
)RU OXFLIHUDVHWDJJHG YLUXVHV FHOOV ZHUH O\VHG LQ 3DVVLYH /\VLV %XIIHU 3URPHJD  DQG YLUXV ORDG ZDV
GHWHUPLQHGE\PHDVXULQJ)LUHIO\RU5HQLOODOXFLIHUDVH
3URWHLQH[SUHVVLRQDQGSXULILFDWLRQ
'1$ VHTXHQFHV RI 18'7 18'7 ($ 18'7 18'7 ($ 18'7 18'7 ($
18'718'7($ZHUHREWDLQHGDVJ%ORFNVIURP,'7FRQWDLQLQJRYHUKDQJVVXLWDEOHIRU6/,&
FORQLQJ $OO FRQVWUXFWV ZHUH FORQHG LQWR S&RRI\ SURYLGLQJ D NWHUPLQDO +LV0%3 WDJ 3URWHLQ
H[SUHVVLRQ DQG SXULILFDWLRQ ZDV SHUIRUPHG E\ WKH &RUH )DFLOLW\ RI WKH 03, RI %LRFKHPLVWU\ %ULHIO\
SODVPLGV ZHUH WUDQVIRUPHG LQ %/ $, S5$5( EDFWHULD DQG SURWHLQ H[SUHVVLRQ ZDV FDUULHG RXW LQ
DXWRLQGXFWLRQ PHGLXP FRQWDLQLQJ  DUDELQRVH &HOOV ZHUH O\VHG XVLQJ DQ $9(67,1 KLJK SUHVVXUH
KRPRJHQL]HUV DQG FOHDUHG O\VDWH ZDV XVHG IRU SURWHLQ SXULILFDWLRQ XVLQJ D +LV7UDS +3 FROXPQ *(
+HDOWKFDUH   DQG IXUWKHU SXULILHG E\ JHO ILOWUDWLRQ XVLQJ D 6XSHURVH  3&  *(
+HDOWKFDUH  PRELOHSKDVHP07ULV+&OS+P01D&OP00J&O 3URWHLQV
ZHUHGLDO\]HGZLWK'7XEH'LDO\VHU0LGL FXWRIIN'D LQDEXIIHUFRQWDLQLQJP07ULV+&OS+
P01D&OP00J&O DQGP0'77 ,GHQWLW\RIUHFRPELQDQW SURWHLQVZDVFRQILUPHGE\PDVV
VSHFWURPHWU\
3KRVSKDWHUHOHDVHDVVD\
7KH DELOLW\ RI 18',; K\GURODVHV WR UHOHDVH SKRVSKDWHV IURP 51$ ZDV WHVWHG ZLWK D GRXEOHVWUDQGHG
51$ 7KH DVVD\ ZDV SHUIRUPHG ZLWK QJ VXEVWUDWH DQG WZR HQ]\PH FRQFHQWUDWLRQV RI UHFRPELQDQW
18',; K\GURODVHV 18'7 18'7 ($ 18'7 18'7 ($ 18'7 18'7 ($
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18'7 18'7 ($  ORZ Q0  DQG KLJK Q0  $FWLYLW\ ZDV DVVHVVHG LQ WULSOLFDWHV LQ
1(%EXIIHUDIWHULQFXEDWLQJIRUKDW&
,QRUGHUWRWHVW18'7DFWLYLW\RQDSDQHORISRVVLEOHVXEVWUDWHV18'7 Q0 DQG18'7($
Q0  ZHUH LQFXEDWHG IRU  K ZLWK VXEVWUDWHV 0  LQFOXGLQJ $73 *73 873 &73 GRXEOH
VWUDQGHG51$DQGVLQJOHVWUDQGHG51$DW&LQ1(%UHDFWLRQEXIIHU
7R DVVHVV VHTXHQFH VSHFLILFLW\ RI 18'7 51$V ZLWK GLIIHUHQW VWDUWLQJ QXFOHRWLGHV LQFOXGLQJ GRXEOH
VWUDQGHG DQG VLQJOHVWUDQGHG ¶HQGV QJ  ZHUH WHVWHG ZLWK 18'7 DQG 18'7 ($ DW ORZ
Q0 DQGKLJK Q0 FRQFHQWUDWLRQV,QFXEDWLRQRIVXEVWUDWHDQGHQ]\PHZDVSHUIRUPHGLQ1(%
UHDFWLRQEXIIHUIRUKDW&&,3 8  1(% DQG5SS+ 8  1(% VHUYHGDVFRQWUROVIRUUHOHDVHG
LQRUJDQLFSKRVSKDWHLQDOOH[SHULPHQWV7KHJHQHUDWHGLQRUJDQLFSKRVSKDWHZDVGHWHFWHGDIWHUKRXUVRI
LQFXEDWLRQE\DGGLWLRQRIOPDODFKLWHJUHHQUHDJHQW YROXPH>ZY@DPPRQLXPPRO\EGDWHLQ
1 +&O  YROXPHV   >ZY@ 0DODFKLWH JUHHQ VROXWLRQ DQG  YY 7ZHHQ  WR O UHDFWLRQ
VDPSOHVLQZHOOSODWHV7KHDEVRUEDQFHZDVUHDGDWQPLQDPLFURSODWHUHDGHU 7HFDQ,QILQLWH
3UR 7KHDPRXQWRISKRVSKDWHUHOHDVHGLVFDOFXODWHGIURPDSKRVSKDWHVWDQGDUGFXUYH
3KRVSKDWHUHOHDVHIURPȖ3ODEHOOHG51$
Ȗ3 ODEHOOHG 51$ ZDV V\QWKHVL]HG E\ LQ YLWUR WUDQVFULSWLRQ DFFRUGLQJ WR WKH 0(*$VFULSW 7 .LW
7KHUPR )LVKHU 6FLHQWLILF  VXSSOHPHQWHG ZLWK 0 >Ȗ3@ *73 3HUNLQ (OPHU   )RU WKH PHU
VLQJOHVWUDQGHG51$WKHS*(;37PHU51$ QDWXUH SODVPLGOLQHDUL]HGE\(FR5,
FOHDYDJHVHUYHGDVWHPSODWH)RUWKHGV51$,97WZRDQQHDOHGSULPHUSDLUV 6XSSOHPHQWDU\7DEOH 
11 ZHUHXVHGDVWHPSODWH$IWHULQFXEDWLRQIRUKDW&DQG'1DVHGLJHVWLRQZLWK785%2'1DVH
7KHUPR )LVKHU 6FLHQWLILF  IRU  PLQXWHV DW & WKH 51$ ZDV SXULILHG DFFRUGLQJ WR WKH 'LUHFW]RO
51$H[WUDFWLRQNLW =\PR5HVHDUFK )RUJHQHUDWLRQRIDGRXEOHVWUDQGHG51$RIWKHPHUVV51$D
QWDQWLVHQVH51$ 0HWDELRQ  ¶DFXFXFXFXFXFXFXFXFFF¶ ZDVDQQHDOHGWRWKHLQYLWURWUDQVFULEHG
51$
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7KH ODEHOOHG 51$V ZHUH LQFXEDWHG ZLWK SXULILHG 18'7 Q0  18'7 Q0  18'7
Q0 18'7 Q0 DQG5SS+ XQLWV SXUFKDVHGIURP1(%LQDVROXWLRQ O FRQWDLQLQJ
1(%%XIIHU [ DW&5HDFWLRQVDPSOHV O ZHUHWDNHQDWDQGPLQXWHVDQGTXHQFKHGZLWK
ORI('7$ P0S+ DQDO\]HGE\7/&RQ3(,FHOOXORVH 0HUFN0LOOLSRUH DQGGHYHORSHG
ZLWKSRWDVVLXPSKRVSKDWHEXIIHU 0S+ 6SRWLQWHQVLWLHVLPDJHGE\XVLQJD*(7\SKRRQ)/$
,PDJHU
)RU WLPH FRXUVH H[SHULPHQWV WKH ODEHOOHG 51$ ZDV LQFXEDWHG ZLWK SXULILHG 18'7 RU 18'7 ($
Q0 LQDVROXWLRQ O FRQWDLQLQJ1(%%XIIHU [ IRU±PLQDW&5HDFWLRQVDPSOHV 
O  ZHUH TXHQFKHG DWWLPH LQWHUYDOV ZLWK  O RI ('7$  P0 S+   DQG DQDO\]HG E\ 7/& RQ
3(,FHOOXORVH 0HUFN 0LOOLSRUH  GHYHORSHG ZLWK SRWDVVLXP SKRVSKDWH EXIIHU  0 S+   6SRW
LQWHQVLWLHVLPDJHGE\XVLQJD*(7\SKRRQ)/$,PDJHU
6\QWKHVLVRISSS$S*DQGSSS*S$
'LQXFOHRWLGHV ZHUH V\QWKHVL]HG XVLQJ '07ƍ27%'06U$ E]  '07ƍ27%0'6U* LE  DPLGLWHV
DQG U$ %]  DQG U* LEX  &3* &KHPJHQHV  RQ PLFURPRO VFDOH E\ XVLQJ VWDQGDUG VROLG SKDVH
ROLJRULERQXFOHRWLGH FRXSOLQJ WHFKQLTXHV 7KH &3*ERXQG GLPHUV ZHUH WULSKRVSKRU\ODWHG XVLQJ WKH
F\FORWULSKRVSKDWH SURWRFRORI WULSKRVSKDWHV\QWKHVLV 45  ZLWK WKH H[FHSWLRQWKDW  DIWHU GHSURWHFWLRQ RI
WKHGLQXFOHRWLGHVWKHUHDFWLRQPL[WXUHZDVFRQYHUWHGLQWRWKHWULHWK\ODPRQLXPVDOWXVLQJ'RZH[(W1+
EHIRUHUHYHUVHSKDVHFKURPDWRJUDSK\RQD6RXUFH53FROXPQ'HF1+SSS$S*DQG'HF1+SSS*S$53
+3/& SURGXFW SHDNV ZHUH FRQYHUWHG LQWR SSS$S* DQG SSS*S$ DV GHVFULEHG WKH SXUH SSS*S$ DQG
SSS$S*ZDVLVRODWHGDVWULHWK\ODPPRQLXPVDOWVE\LRQH[FKDQJHFKURPDWRJUDSK\RQD+L6FUHHQ'($(
))FROXPQXVLQJDJUDGLHQWRI07ULHWK\ODPPRQLXPELFDUERQDWH7KHVWUXFWXUHRIWKHSSS$S*DQG
SSS*S$GLPHUVZDVYHULILHGE\/&06DQDO\VLV
+3/&$QDO\VLV
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$VKRUW51$ SSS*S$2' ZDVLQFXEDWHGIRUKDW&LQDVROXWLRQ O FRQWDLQLQJ1(%
%XIIHU [  ZLWK UHFRPELQDQW 18'7 Q0  18'7 ($ Q0  5SS+  XQLWV  RU OHIW
XQWUHDWHG5HDFWLRQVPL[WXUHVZHUHTXHQFKHGZLWKORI('7$ P0S+ DQGGLOXWHG
ZLWKZDWHU)RUWLPHFRXUVHPHDVXUHPHQWVWKHWZRVKRUW51$V SSS*S$RUSSS$S*2'HDFK 
ZHUH LQFXEDWHG ZLWK SXULILHG UHFRPELQDQW 18'7 Q0  18'7 Q0  DQG 18'7 ($
Q0  UHVSHFWLYHO\LQ D VROXWLRQ O  FRQWDLQLQJ 1(% %XIIHU [  DW & 5HDFWLRQ VDPSOHV
O ZHUHWDNHQDIWHUDQGKRXUVTXHQFKHGZLWKORI('7$ P0S+ DQG
GLOXWHGZLWKZDWHU$OLTXRWV O ZHUHDQDO\]HGE\UHYHUVHGSKDVH 53 +3/&RQDQ$*,/(17
 6\VWHP XVLQJ DQ ;%ULGJH & FROXPQ  P [PP :$7(56  &KURPDWRJUDSK\ ZDV
SHUIRUPHG XVLQJ D WZR HOXHQW EXIIHU V\VWHP %XIIHU $ FRQVLVWV RI DQ DTXHRXV VROXWLRQ RI  P0
(W1+2$FS+DQGEXIIHU%FRQVLVWVRIDQDTXHRXVVROXWLRQRIP0(W1+2$FS+DQG
 YY 0H&1&KURPDWRJUDPVZHUHUHFRUGHGDWDZDYHOHQJWKRIQP+3/&ZDVSHUIRUPHGXVLQJ
WKH IROORZLQJ JUDGLHQW FRQGLWLRQ  % RYHU  PLQ WR  % RYHU  PLQ WR  % RYHU  PLQ WR
%RYHUPLQKHOGDW%IRUPLQWR%RYHUPLQKHOGDW%IRUPLQZLWKD
IORZ UDWH RI  POPLQ 4XDQWLILFDWLRQ RI HOXWHG FRPSRXQGV ZDV SHUIRUPHG E\ LQWHJUDWLRQ RI WKH
FRUUHVSRQGLQJSHDNDUHDV
$VVHVVPHQWRI51$LQWHJULW\
7RDVVHVV51$LQWHJULW\DIWHUWUHDWPHQWZLWKUHFRPELQDQW1XGL[+\GURODVHVVPDOOUHDFWLRQVDPSOHVZHUH
DQDO\]HGE\WKH%LRDQDO\]HU $JLOHQW XVLQJWKH$JLOHQW6PDOO51$NLWDFFRUGLQJWRWKHPDQXIDFWXUHU¶V
SURWRFRO
4XDQWLWDWLYH573&5DQDO\VLV
7RWDO51$ZDVLVRODWHGXVLQJWKH1XFOHR6SLQ51$3OXVNLW 0DFKHU\1DJHO 1H[W±QJRI51$
ZDVUHYHUVHWUDQVFULEHGZLWK3ULPH6FULSW570DVWHU0L[ 7$.$5$ DQG WKHUHDIWHUTXDQWLILHGE\UHDO
WLPH3&5XVLQJWKH4XDQWL)DVW6<%5*UHHQ573&5.LW 4LDJHQ DQGD&);7RXFK5HDO7LPH3&5
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'HWHFWLRQ6\VWHP %LR5DG (DFKF\FOHLQFOXGHGVDW&DQGVDW&IROORZHGE\DPHOWLQJ
FXUYHDQDO\VLV3ULPHUVHTXHQFHVDUHGHSLFWHGLQ6XSSOHPHQWDU\7DEOH
*HQHUDWLRQRI&5,635&DVNQRFNRXWFHOOV
'RXEOHVWUDQGHGQXFOHRWLGHJXLGHVHTXHQFHV 6XSSOHPHQWDU\7DEOH WDUJHWLQJWKHKXPDQNudt2DQG
Xrn1JHQHZHUHGHVLJQHGDQGFORQHGLQWRS/HQWL&5,635Y $GGJHQH DVSUHYLRXVO\GHVFULEHG
46, 47 +(.7FHOOVZHUHFRWUDQVIHFWHGZLWKWKHREWDLQHGSOHQWL&5,635YYHFWRU ௗȝJ S[3$;
ௗȝJ DQGS0'* ௗȝJ LQDFPGLVKXVLQJ3(,KSRVWWUDQVIHFWLRQWKHPHGLXPZDVUHSODFHG
ZLWKௗPORIIUHVK'0(0KSRVWWUDQVIHFWLRQWKHPHGLXPZDVFROOHFWHGILOWHUHGWKURXJKDௗP
SRUHVL]HPHPEUDQH 0LOOLSRUH DQG+XKFHOOVZHUHLQIHFWHGZLWKWKHOHQWLYLUXVKSRVWLQIHFWLRQ
PHGLXP ZDV UHSODFHG ZLWK '0(0 FRQWDLQLQJ SXURP\FLQ ௗJPO  IRU IRXU SDVVDJHV .QRFNRXW
HIILFLHQF\ZDVDQDO\]HGE\ZHVWHUQEORWWLQJ
51$GHJUDGDWLRQDVVD\V
'HJUDGDWLRQRIQJRIDQLQYLWURWUDQVFULEHG+&951$FDUU\LQJDILUHIO\OXFLIHUDVHZDVDVVHVVHGE\
LQFXEDWLQJLWHLWKHUZLWK X 51DVH Q0 UHFRPELQDQW18'7XQLWUHFRPELQDQW;51RUERWK
 Q0 18'7 DQG  XQLW ;51 IRU K DW & 7R GHWHUPLQH 51$ OHYHOV DIWHU LQFXEDWLRQ ILUHIO\
OXFLIHUDVH51$ZDVTXDQWLILHGXVLQJT3&5
'HJUDGDWLRQRIYLUDO51$ZDVHYDOXDWHGLQFHOOFXOWXUH+XKFHOOVFDUU\LQJDNQRFNRXWRI18'7
;51RUDGRXEOHNQRFNRXWRI18'7DQG;51ZHUHLQIHFWHGRQLFHZLWK969ZWDW02,IRUK
&\FORKH[LPLGZDVDGGHGZKHQFHOOVZHUHVKLIWHGWR&7RWDO51$ZDVKDUYHVWHGKSRVWLQIHFWLRQ
9LUDO51$OHYHOVZHUHTXDQWLILHGXVLQJT3&5
*HQHUDWLRQRI1XGWNQRFNRXWPLFH
7KHNudt2DOOHOHZDVGHOHWHGE\LQWURGXFLQJDSRO\ $ VLJQDODIWHUH[RQLQDFRQVWUXFWSXUFKDVHGIURP
WKH (XURSHDQ &RQGLWLRQDO 0RXVH 0XWDJHQHVLV FRQVRUWLXP (8&200  7KLV JHQHWLFDOO\ PRGLILHG (6
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FHOOFORQH &ORQH,'(3'BB+&HOOW\SH-01 ZDVLQMHFWHGLQWR&%/EODVWRF\VWGRQRUV
0DOHFKLPHUDVZHUHEUHGZLWK&%/IHPDOHVWRSURGXFHKHWHUR]\JRXV1XGWWPDPLFHFRQWDLQLQJD
FDVVHWWHHQFRGLQJIRUWKHODF=JHQHDQHRP\FLQUHVLVWDQFHDVSOLFHDFFHSWRUDQGDSRO\$VLWHIODQNHGE\
)57VLWHV
)RU JHQRW\SLQJ 1XGW NQRFNRXW PLFH HDU SXQFKHV ZHUH FROOHFWHG IURP GD\ ROG PLFH DQG
JHQRW\SHGE\3&5XVLQJWKHIROORZLQJSULPHUV1XGWBIZG¶FFDJFWWWFWWJWDFDDDJWJJ¶1XGWZWBIZG
¶JDDWWWFWJFWJFWJFDJJF¶1XGWBUHY¶FFWDJWJDDJJJDFDDDJFDJF¶DQGXVLQJWKHIROORZLQJSDUDPHWHUV
&IRUPLQIROORZHGE\F\FOHVRI&IRUV&IRUVDQG&IRUPLQ7KHZLOGW\SH
DOOHOHZDVGHWHFWHGDVDEDQGDWESZKHUHDVWKHLQVHUWHGWPDFDVVHWWHZDVGHWHFWHGDVEDQGVRI
ESDQGES
ODF=H[SUHVVLRQLQPRXVHRUJDQV
)RU GHWHUPLQLQJ H[SUHVVLRQ OHYHOV RI 1XGW LQ GLIIHUHQW PRXVH RUJDQV WLVVXH RI ZLOGW\SH DQG
KHWHUR]\JRXVPLFHZHUHLVRODWHGDQGO\VHGXVLQJD)DVW3UHSKRPRJHQL]HUZLWK66PDWUL[EHDGV 03
%LRPHGLFDOV /\VDWHVZHUHFOHDUHGE\FHQWULIXJDWLRQDQGWKHȕJDODFWRVLGDVHH[SUHVVLRQGULYHQIURPWKH
ODF= JHQH RI WKH WPD FDVVHWWH ZDV DVVHVVHG E\ WKH )OXR5HSRUWHU ODF=*DODFWRVLGDVH 4XDQWLILFDWLRQ NLW
7KHUPR)LVKHU6FLHQWLILF DFFRUGLQJWRWKHPDQXIDFWXUHU¶VSURWRFROH[FHSWWKDWWKHDVVD\ZDVSHUIRUPHG
LQDZHOOIRUPDWDQGKDOIRIWKHLQGLFDWHGYROXPHVZHUHXVHG
3URWHRPLFDQDO\VLVRI1XGWNQRFNRXWLQPRXVHERQHPDUURZFHOOV
)RU SURWHRPLF DQDO\VLV ZLOGW\SH DQG 1XGW NQRFNRXW ERQH PDUURZ FHOOV [FHOO OLQHUHSOLFDWH 
UHSOLFDWHV  ZHUH O\VHG LQ O RI O\VLV EXIIHU  6'6  P0 '77 LQ  P0 7ULV S+  
VXSSOHPHQWHG ZLWK FRPSOHWH SURWHDVH LQKLELWRU 5RFKH  DQG ERLOHG IRU  PLQXWHV DW & 3URWHLQ
FRQFHQWUDWLRQ RI FOHDUHG FHOO O\VDWHV ZDV DVVHVVHG XVLQJ 3LHUFH QP 3URWHLQ $VVD\ 7KHUPR )LVKHU
6FLHQWLILF DFFRUGLQJWRWKHPDQXIDFWXUHU¶VSURWRFRO3URWHLQFRQFHQWUDWLRQVIRUDOOFHOOOLQHVDQGUHSOLFDWHV
ZHUHHTXDOL]HGWRJSURWHLQFRQWHQWDQGDON\ODWHGZLWKP0,$$IRUPLQLQWKHGDUN3URWHLQV
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ZHUHSUHFLSLWDWHGZLWKDFHWRQHDQGUHVXVSHQGHGLQORIGHQDWXUDWLRQEXIIHU 08UHD07KLRXUHD
LQ  P0 +(3(6 S+   3URWHLQ GLJHVWLRQ ZDV SHUIRUPHG E\ DGGLQJ  SURWHLQHQ]\PH  WU\SVLQ
DQG/\V&RYHUQLJKWDWURRPWHPSHUDWXUHDQGSHSWLGHVZHUHSXULILHGRQVWDJHWLSV DQGDQDO\VHGE\/&
0606XVLQJWKH(DV\QDQR/&V\VWHPFRXSOHGWRD4([DFWLYH +)PDVVVSHFWURPHWHU 7KHUPR
)LVKHU6FLHQWLILF 3HSWLGHPL[WXUHVZHUHVHSDUDWHGRQDFP&UHYHUVHGSKDVHFROXPQ 5HSURVLO3XU
&$40îPP'U0DLVFK XVLQJDPLQXWHOLQHDUJUDGLHQWRIWREXIIHU
% IRUPLFDFLGDQG$&1 ZLWKDIORZUDWHRIQ/PLQ7KHPDVVVSHFWURPHWHUZDVVHWXSWR
UXQD7RSPHWKRGDFTXLULQJIXOOVFDQV P]5 DWP] DWDWDUJHWRIHLRQV
IROORZHG E\ LVRODWLRQ RI WKH WHQ PRVW DEXQGDQW LRQV +&' IUDJPHQWDWLRQ WDUJHW H LRQV PD[LPXP
LQMHFWLRQWLPHPVLVRODWLRQZLQGRZP]1&(DQGXQGHUILOOUDWLRRI DQGGHWHFWLRQWKH
2UELWUDSFHOO
3K\ORJHQHWLF$QDO\VLV
7R HVWDEOLVK WKH SK\ORJHQHWLF UHODWLRQVKLS EHWZHHQ different human Nudix hydrolases and bacterial
RppHSURWHLQVHTXHQFHVIURPDOO+VDSLHQV1XGL[K\GURODVHVDQG(FROL5SS+ZHUHDQDO\]HGXVLQJWKH
&OXVWDO:WRRO
+RPRORJ\6HDUFKHV
2UWKRORJRXV

VHTXHQFHV

ZHUH

FROOHFWHG

XVLQJ

WKH

ZHEVHUYHU

PRU)HXV

48 

KWWSFKLPERUD]RELRFKHPPSJGHPRUIHXV  7KH PXOWLSOH VHTXHQFH DOLJQPHQW ZDV JHQHUDWHG XVLQJ
PDIIW 49  DQG VXEPLWWHG WR WKH *EORFNV ZHEVHUYHU 50  WR VHOHFW FRQVHUYHG EORFNV IRU IXUWKHU
SK\ORJHQHWLFDQDO\VLV7KHSK\ORJHQHWLFWUHHZDVFDOFXODWHGZLWK3K\PO 51 XVLQJVWDQGDUGSDUDPHWHUV
DQG ERRWVWUDSSLQJ ZLWK  LWHUDWLRQV 7KH UHVXOWLQJ WUHH ZDV GLVSOD\HG XVLQJ 'HQGURVFRSH 52  DQG
YLVXDOO\DGDSWHGXVLQJ$GREH,OOXVWUDWRU
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)LJXUH/HJHQGV
)LJXUH1XGL[K\GURODVHVSUHSDUH51$IRUGHJUDGDWLRQ
D  6FKHPDWLFUHSUHVHQWDWLRQ RI SURFHVVHVLQYROYHG LQ ¶¶ 51$ GHJUDGDWLRQ (XNDU\RWLFDQGEDFWHULDO
PHVVHQJHU P 51$ DUH SURFHVVHG E\ SURWHLQV '&3 DQG 5SS+ UHVSHFWLYHO\ WR JHQHUDWH
PRQRSKRVSKRU\ODWHG VXEVWUDWHV IRU WKH ¶¶ H[RQXFOHDVH ;51 RU 51DVH ( :H K\SRWKHVL]H WKDW D
PDPPDOLDQ 1XGL[ +\GURODVH FRXOG SUHSDUH YLUDO 51$ IRU GHJUDGDWLRQ E\ UHPRYLQJ S\URSKRVSKDWH
JURXSV E *)3H[SUHVVLRQLQ+H/DFHOOVWKDWZHUHWUDQVIHFWHGZLWKVL51$SRROVWDUJHWLQJWKHLQGLFDWHG
18'7 JHQH IRU  KRXUV DQG LQIHFWHG ZLWK 969*)3 [D[LV  RU969$9*)3 \D[LV    K DIWHU
LQIHFWLRQ*)3H[SUHVVLRQZDVDQDO\VHGE\IOXRURPHWULFDQD\OVLVIRU*)3'RWFRORXULQGLFDWHVPD[LPXP
]VFRUHRIWKHWZRYLUXVHV F $FHOOV OHIWSDQHO RU+H/DFHOOV ULJKWSDQHO ZHUHWUHDWHGZLWKVL51$
SRROV IRU  KRXUV WDUJHWLQJ 18'7 18'7 18'7 18'7 RU QRQWDUJHWLQJ VL51$ FRQWURO
VL6FUDPEOHG DQGLQIHFWHGZLWK,QIOXHQ]D$UHSRUWHUYLUXVH[SUHVVLQJWKHUHQLOODOXFLIHUDVHDW02,
K SRVW LQIHFWLRQ UHQLOOD OXFLIHUDVH DFWLYLW\ ZDV GHWHUPLQHG E\ OXPLQHVFHQFH PHDVXUHPHQWV +LVWRJUDPV
VKRZPHDQVRIWKUHHWHFKQLFDOUHSOLFDWHVDQG6(RIWKUHHLQGHSHQGHQWPHDVXUHPHQWV5/8UHODWLYHOLJKW
XQLWV

 P

 P  P DV DQDO\]HG E\ WZRZD\ DQDO\VLV RI YDULDQFH $129$ 

VWDWLVWLFVZLWK%RQIHUURQLCVSRVWWHVW
)LJXUH1XGWUHOHDVHVSKRVSKDWHVIURPDWULSKRVSKRU\ODWHG51$VXEVWUDWH
D  &RRPDVVLH JHO RI +LV0%3WDJJHG UHFRPELQDQW 1XGL[ K\GURODVHV LQFOXGLQJ PXWDQWV KDYLQJ SRLQW
PXWDWLRQVLQWKHFDWDO\WLF1XGL[ER[ E 3KRVSKDWHUHOHDVHDFWLYLW\RIUHFRPELQDQWZLOGW\SHDQGPXWDQW
1XGL[K\GURODVHVDWORZ Q0 DQGKLJK Q0 FRQFHQWUDWLRQDQG&,3DVFRQWURO3KRVSKDWHUHOHDVH
DFWLYLW\ ZDV DVVHVVHG DIWHU  K LQFXEDWLRQ LQ D PDODFKLWH JUHHQ DVVD\ XVLQJ QJ in vitro WUDQVFULEHG
GRXEOHVWUDQGHGWULSKRVSKRU\ODWHG51$ ,97 DVVXEVWUDWH2QHRXWRIWKUHHLQGHSHQGHQWH[SHULPHQWV
ZLWKVLPLODUUHVXOWVLVVKRZQ F 51$ZDVLQFXEDWHGIRUKZLWKWKHLQGLFDWHG1XGL[K\GURODVHDQGLWV
LQWHJULW\ ZDV GHWHUPLQHG XVLQJ D %LRDQDO\]HU G  $V E  EXW QJ VLQJOHVWUDQGHG WULSKRVSKRU\ODWHG
51$ZDVXVHGDVVXEVWUDWHIRUWKHLQGLFDWHGUHFRPELQDQWSURWHLQ H $V E EXW0VLQJOHQXFOHRWLGHV
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ZHUH LQFOXGHG DV DGGLWLRQDO VXEVWUDWHV IRU 18'7 0 PHU GRXEOHVWUDQGHG 51$ ZDV XVHG DV
FRQWURO2QHRXWRIWKUHHLQGHSHQGHQWH[SHULPHQWLVVKRZQ
)LJXUH18'7LVSUHSDULQJ51$WRVHUYHDVDVXEVWUDWHIRU;51
D Ȗ3UDGLRODEHOOHGLQYLWURWUDQVFULEHGPHUVV51$VXEVWUDWHZDVOHIWXQWUHDWHGRUZDVVXEMHFWHGWR
DKLQFXEDWLRQRIQ018'718'718'718'7RU5SS+DW&5HDFWLRQPL[WXUHV
ZHUHDQDO\]HGE\7/&DQGDXWRUDGLRJUDSK\3LRUJDQLFSKRVSKDWHUHPDLQLQJLQSXW51$DIWHUWUHDWPHQW
LQ FRPSDULVRQ WR XQWUHDWHG 51$ LV GHSLFWHG RQ WKH ERWWRP E  51$ VSHFLHV JHQHUDWHG E\ PRFN
WUHDWPHQWRULQFXEDWLRQZLWK18'718'7($RU5SS+RIDYHU\VKRUWWULSKRVSKRU\ODWHG51$
VXEVWUDWH SSS*S$ IRUKDW&ZHUHVHSDUDWHGE\+3/&+LVWRJUDPVVKRZWKHDEVRUEDQFHDWQP
F 6HSDUDWLRQRI51$VSHFLHVE\+3/&RIDVKRUW51$VXEVWUDWH SSS*S$ WUHDWHGZLWKQ018'7
IRU  K K RU K G  7LPHUHVROYHG TXDQWLILFDWLRQ RI WKH DPRXQW RI JHQHUDWHG 51$ VSHFLHV DIWHU
WUHDWPHQWRISSS*SDZLWKQ018'7RU18'7($ H +&9ILUHIO\OXFLIHUDVH51$OHYHOVDIWHU
PRFNWUHDWPHQWRULQFXEDWLRQZLWKX51DVHQ018'7X;51RUQ018'7WRJHWKHU
ZLWK X ;51 51$ ZDV DPSOLILHG DQG TXDQWLILHG E\ T573&5 XVLQJ SULPHUV VSHFLILF WR WKH ILUHIO\
OXFLIHUDVH WDJ +LVWRJUDP VKRZV WKH IROG FKDQJH FRPSDUHG WR LQSXW 51$ DQG 6' RI WZR LQGHSHQGHQW
H[SHULPHQWV I 'HJUDGDWLRQRILQFRPLQJYLUDO51$ZDVGHWHUPLQHGE\LQIHFWLQJ+XK FHOOVODFNLQJ
WKHH[RQXFOHDVH;5118'7;51DQG18'7RU18'7DVFRQWUROZLWK969DW02,9LUXV
UHSOLFDWLRQ EORFNHG XVLQJ F\FORKH[LPLG  7RWDO 51$ ZDV LVRODWHG K SRVW LQIHFWLRQ DQG F\FORKH[LPLG
DGGLWLRQDQGOHYHOVRIWKH1WUDQVFULSWRI9HVLFXODUVWRPDWLWLVYLUXVZHUHGHWHUPLQHGE\T573&5$8
DUELWUDU\XQLWV9699HVLFXODUVWRPDWLWLVYLUXV
)LJXUH,PSDFWRI1XGWRQYLUXVJURZWK
D 'HSOHWLRQRIWKH18'7SURWHLQLQPLFHZDVDVVHVVHGE\SURWHRPLFDQDO\VLVRIERQHPDUURZFHOOV
LVRODWHGIURPNudt2ZLOGW\SHRUNudt2NQRFNRXWPLFH/)4LQWHQVLW\RI18'7DQG*$3'+SHSWLGHVLV
GHSLFWHG E  $FFXPXODWLRQ RI LQIHFWLRXV YLUDO SDUWLFOHV LQ VXSHUQDWDQWV RI Nudt2 ZLOGW\SH RU Nudt2

89

6. Publication 1

/DXGHQEDFKet al. 


NQRFNRXWERQHPDUURZFHOOVLQIHFWHGZLWKHLWKHUZLOGW\SH9690PXWDWHG969RU969$9*)3DW
D02,RIIRUKZDVTXDQWLILHGE\WKH7&,'PHWKRG F $FFXPXODWLRQRILQIHFWLRXVYLUDOSDUWLFOHV
LQVXSHUQDWDQWVFROOHFWHGWRWKHLQGLFDWHGWLPHSRLQWVRINudt2ZLOGW\SHRUNudt2NQRFNRXW0()VLQIHFWHG
ZLWK HLWKHU ZLOGW\SH 969 DW D 02, RI  RU +69 DW D 02, RI  IRU  K ZDV TXDQWLILHG E\ WKH
7&,'PHWKRG G 9LUDO51$ORDGLQNudt2ZLOGW\SHDQGNQRFNRXW0()VLQIHFWHGZLWKHLWKHU969
+69 RU 6)9 51$ OHYHOV ZHUH TXDQWLILHG E\ T573&5 DQDO\VLV XVLQJ VSHFLILF SULPHUV IRU WKH 1
WUDQVFULSWRI969'1$SRO\PHUDVH,RI+69RUQVSWUDQVFULSWRI6)9'DWDZHUHQRUPDOL]HGWRPXULQH
ActB51$DQGWKHPHDQRIWZRWHFKQLFDOUHSOLFDWHVDUHUHSUHVHQWHG$UELWUDU\XQLWVRIWKUHHELRORJLFDO
UHSHWLWLRQVDUHVKRZQ

P

P PDVDQDO\]HGE\WZRZD\DQDO\VLVRIYDULDQFH

$129$  VWDWLVWLFV ZLWK %RQIHUURQLCV SRVWWHVW /)4 ODEHOIUHHTXDQWLILFDWLRQ 969 9HVLFXODU
VWRPDWLWLVYLUXV+69+HUSHVVLPSOH[YLUXV6)96HPOLNLIRUHVWYLUXV
6XSSOHPHQWDU\)LJXUH1XGL[K\GURODVHVKDYHDQLPSDFWRQYLUXVJURZWK
D  &HOO YLDELOLW\ ZDV GHWHUPLQHG  K DIWHU VL51$ NQRFNGRZQ XVLQJ D OXPLQHVFHQFHEDVHG DVVD\
5HODWLYHFHOOYLDELOLW\ZDVDVVHVVHGE\DVVXPLQJWKHDYHUDJHFHOOYLDELOLW\RIWKHZKROHVL51$VFUHHQVHW
DV  YLDEOH E  3K\ORJHQHWLF DQDO\VLV RI DOO KXPDQ 1XGL[ K\GURODVHV DQG WKH EDFWHULDO 5SS+ ZDV
SHUIRUPHGXVLQJ&OXVWDO: F .QRFNGRZQHIILFLHQF\RI18'718'718'7DQG18'7ZDV
GHWHUPLQHG E\ TXDQWLI\LQJ WKH UHVSHFWLYH 51$ OHYHOV LQ VL51$ NQRFNGRZQ FHOOV E\ T573&5 XVLQJ
SULPHUV VSHFLILF IRU WKH DPSOLILFDWLRQ RI KXPDQ 18'7 18'7 18'7 DQG 18'7 7KH
NQRFNGRZQHIILFLHQF\ZDVGHWHUPLQHGLQFRPSDULVRQWRDQRQWDUJHWLQJVL51$FRQWURO VL6FUDPEOHG  G 
18'7 NQRFNGRZQ ZDV DV ZHOO GHWHUPLQHG E\ :HVWHUQ %ORW DJDLQVW 18'7 DQG ȕDFWLQ DV ORDGLQJ
FRQWURO
6XSSPHQWDU\)LJXUH18'7LVEURDGO\DFWLYHRQWULSKRVSKRU\ODWHG51$VXEVWUDWHV
D 3K\ORJHQHWLFWUHHRIWKH1XGWIDPLO\RISURWHLQV1XGWLVFRQVHUYHGIURPQHPDWRGHVWRPDPPDOV
DQGLVDOVRIRXQGLQLQVHFWVDQGILVK EF 3KRVSKDWHUHOHDVHDFWLYLW\RIUHFRPELQDQWZLOGW\SHDQGPXWDQW
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18'7 LQ D ORZ Q0  DQG KLJK Q0  FRQFHQWUDWLRQ DQG &,3 DV FRQWURO ZDV DVVHVVHG DIWHU  K
LQFXEDWLRQRQ51$VXEVWUDWHVZLWKYDU\LQJVWDUWLQJQXFOHRWLGHVDQGYDU\LQJOHQJWKVRIVLQJOHVWUDQGHG¶
HQGVDVLQGLFDWHGXVLQJDPDODFKLWHJUHHQDVVD\DVUHDGRXW2QHRXWRIWKUHHLQGHSHQGHQWH[SHULPHQWVLV
VKRZQ G ,QWHJULW\RIQJRIWKHLQGLFDWHG51$ZDVGHWHUPLQHGRQDQ$JLOHQW6PDOO51$FKLSDIWHU
LQFXEDWLRQIRUKZLWKQ0UHFRPELQDQWZLOGW\SH18'7
6XSSOHPHQWDU\ )LJXUH  18'7 FOHDYHV WKH ȖSKRVSKDWH RI YDULRXV WULSKRVSKRU\ODWHG 51$
VXEVWUDWHV
D Ȗ3UDGLRODEHOOHGLQYLWURWUDQVFULEHGPHU51$VXEVWUDWHZDVVXEMHFWHGWRDKLQFXEDWLRQZLWK
Q018'7Q018'7($RUXQLWV5SS+IRUWKHLQGLFDWHGWLPHLQWHUYDOVDQGDQDO\VHGE\
7/& DQG DXWRUDGLRJUDSK\ GHPRQVWUDWLQJ ȖSKRVSKDWH UHOHDVH 3L RUJDQLF SKRVSKDWH 51$ UHPDLQLQJ
LQSXW51$DIWHUWUHDWPHQWLQFRPSDULVRQWRXQWUHDWHG51$ E Ȗ3UDGLRODEHOOHGLQYLWURWUDQVFULEHG
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+3/& G  7LPHUHVROYHG TXDQWLILFDWLRQ RI WKH DPRXQW RI JHQHUDWHG 51$ VSHFLHV DIWHU WUHDWPHQW RI
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Supplementary Figure 3
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Supplementary Table 1
siRNA target sequences used in the siRNA screen
Sequence Name
Hs_NUDT1_3
Hs_NUDT1_4
Hs_NUDT1_5
Hs_NUDT2_10
Hs_NUDT2_7
Hs_NUDT2_8
Hs_NUDT5_2
Hs_NUDT5_3
Hs_NUDT5_6
Hs_NUDT6_5
Hs_NUDT6_6
Hs_NUDT6_7
Hs_NUDT9_5
Hs_NUDT9_6
Hs_NUDT9_3
Hs_NUDT12_6
Hs_NUDT12_7
Hs_NUDT12_5
Hs_NUDT13_6
Hs_NUDT13_5
Hs_NUDT13_7
Hs_NUDT14_1
Hs_NUDT14_2
Hs_NUDT14_4
Hs_NUDT15_4
Hs_NUDT15_6
Hs_NUDT15_7
Hs_NUDT16_1
Hs_NUDT16_2
Hs_NUDT16_3
Hs_NUDT17_7
Hs_NUDT17_6
Hs_NUDT17_5
Hs_NUDT18_1
Hs_NUDT18_2
Hs_NUDT18_3
Hs_NUDT19_4
Hs_NUDT19_3
Hs_NUDT19_2
Hs_DCP2_5
Hs_DCP2_6
Hs_DCP2_1
Hs_NUDT21_5
Hs_NUDT21_1
Hs_NUDT21_3
Hs_NUDT22_4
Hs_NUDT22_1
Hs_NUDT22_3
Hs_DDX58_6 (RIG-I)
Hs_DDX58_10 (RIG-I)
Hs_DDX58_11 (RIG-I)
Scrambled (control)

siRNA target sequence 5’->3’
CTCCTGCTTCAGAAGAAGAAA
CCGGGTTTCATCTGGAATTAA
CCGCGAGGTGGACACGGTCTA
CAGGCATCAGATGGCATTCAT
TGCCAGGGTCCTGCAGTTATA
AGGATCCTTGTGGGCCTTCTA
CAGGCTTGTCAAACTGTACTA
TACATGGATCCTACTGGTAAA
TTCCTACGCTCTAGCACTGAA
CACGCAGAATCGGATTCATCA
CTGGTTGTACAAGATCGAAAT
GAGCTGTATTTGATGAAAGTA
ATGGATAATCTTATGCTAGAA
CACGCTGCAGATCCCATTATA
AAGATTAGTGCCACACTGAAA
AGCCGAGCTATTGCACATCAA
ATGATTGGTTGCTTAGCTCTA
AAGGTCGGATATTAAATAAGT
CAGGGAACGGAAGCCGTTGAA
CCACAACGTGTTGATTAACAA
TAGCCCGGATCAAGTCACTTA
CAGCGTGACCGTTCTCTTATT
AAAGGCTTGCATAGCTCCAAA
CTCCAGACAGACCATGTTCTA
CAGCAGTACTCTTCTCACTAA
CTCAAGAGCCTTTCAAGGGTA
ATCTGGTGTGATATTGTAATA
CTCCCTGTTTATATGCGTACA
CAGGTCAACACTAATACCACT
ATGTATGAAGGTGGTTCTCAA
CCCAACCATGGCAGAGGACAA
CCCGGATCCAACCAAACCCAA
TACCATCACATTGTTCTGTAT
CTGGGCCGAGATCACAGTGAT
AAGCGAGGAGTCCAAAGCTCA
ATCCTGCACCTGGTTGAACTA
TACGAAGTGAGAAGACTTGCA
CACGTTTATCCTAAGAACTCT
CACCGGATAGTGACATACCAT
CCGGTGATTCATGTTTGTGAA
CTGCTTATAAATGTTATTGTA
CTGGGTTATCAGAGTAATGAA
CTGCACATATTACAAAGCCTA
ATCGTGATGAGAAACCTAATA
CCAAGTGTAGCTGAGCAATTA
AGGCGCCATCATCCTCTACAA
CTGGGCCTTACTTCCTACCGA
CCGAGACTTCCTGGGCACCAA
AACGTTTACAACCAGAATTTA
TTCTACAGATTTGCTCTACTA
CTCCTCCTACCCGGCTTTAAA
AAGGTAATTGCGCGTGCAACT
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Supplementary Table 2
Nucleotide sequences used as templates in in vitro transcriptions
Sequence
Name
dsRNA IVT4
dsRNA IVT4_as
G0
G0_as
G8
G8_as
G4[GGAA]
G4[GGAA]_as
G4[GAAA]
G4[GAAA]_as
G4[GCAA]
G4[GCAA]_as
G4[GUAA]
G4[GUAA]_as
A8
A8_as
A4[AGAA]
A4[AGAA]_as
A1
A1_as

Sequence 5’ -> 3’
TTGTAATACGACTCACTATAGGGACGCTGACCCAGAAGATCTACTAGAAATAGTAGATCTTCTGGGTCAGCGTCCC
GGGACGCTGACCCAGAAGATCTACTATTTCTAGTAGATCTTCTGGGTCAGCGTCCCTATAGTGAGTCGTATTACAA
AATTCCTGCAGTAATACGACTCACTATAGGCGCCGCGGTAACGCGGCGCCACGCGGAAACGCGCC
GGCGCGTTTCCGCGTGGCGCCGCGTTACCGCGGCGCCTATAGTGAGTCGTATTACTGCAGGAATT
AATTCCTGCAGTAATACGACTCACTATAGGAACAACGGCGCCGCGGTAACGCGGCGCCACGCGGAAACGCGCC
GGCGCGTTTCCGCGTGGCGCCGCGTTACCGCGGCGCCGTTGTTCCTATAGTGAGTCGTATTACTGCAGGAATT
AATTCCTGCAGTAATACGACTCACTATAGGAAGGCGCCGCGGTAACGCGGCGCCACGCGGAAACGCGCC
GGCGCGTTTCCGCGTGGCGCCGCGTTACCGCGGCGCCTTCCTATAGTGAGTCGTATTACTGCAGGAATT
AATTCCTGCAGTAATACGACTCACTATAGAAAGGCGCCGCGGTAACGCGGCGCCACGCGGAAACGCGCC
GGCGCGTTTCCGCGTGGCGCCGCGTTACCGCGGCGCCTTTCTATAGTGAGTCGTATTACTGCAGGAATT
AATTCCTGCAGTAATACGACTCACTATAGCAAGGCGCCGCGGTAACGCGGCGCCACGCGGAAACGCGCC
GGCGCGTTTCCGCGTGGCGCCGCGTTACCGCGGCGCCTTGCTATAGTGAGTCGTATTACTGCAGGAATT
AATTCCTGCAGTAATACGACTCACTATAGTAAGGCGCCGCGGTAACGCGGCGCCACGCGGAAACGCGCC
GGCGCGTTTCCGCGTGGCGCCGCGTTACCGCGGCGCCTTACTATAGTGAGTCGTATTACTGCAGGAATT
AATTCCTGCAGTAATACGACTCACTATTAGAACAACGGCGCCGCGGTAACGCGGCGCCACGCGGAAACGCGCC
GGCGCGTTTCCGCGTGGCGCCGCGTTACCGCGGCGCCGTTGTTCTAATAGTGAGTCGTATTACTGCAGGAATT
AATTCCTGCAGTAATACGACTCACTATTAGAAGGCGCCGCGGTAACGCGGCGCCACGCGGAAACGCGCC
GGCGCGTTTCCGCGTGGCGCCGCGTTACCGCGGCGCCTTCTAATAGTGAGTCGTATTACTGCAGGAATT
AATTCCTGCAGTAATACGACTCACTATTAGGCGCCGCGGTAACGCGGCGCCACGCGGAAACGCGCC
GGCGCGTTTCCGCGTGGCGCCGCGTTACCGCGGCGCCTAATAGTGAGTCGTATTACTGCAGGAATT
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Supplementary Table 3
qRT-PCR primers used in this study
Sequence Name
hu_NUDT2_fw
hu_NUDT2_rv
hu_NUDT12_fw
hu_NUDT12_rv
hu_NUDT14_fw
hu_NUDT14_rv
hu_NUDT17_fw
hu_NUDT17_rv
VSV-N_fw
VSV-N_rv
ms_ActB_fw
ms_ActB_rv
SFV-nsp3_fw
SFV-nsp3_rev
HSV-DNA Polymerase I_fw
HSV-DNA Polymerase I_rv
Fireﬂy Luc_fw
Fireﬂy Luc_rv
hu_GAPDH_fw
hu_GAPDH_fw

Sequence 5’ -> 3’
CACTGGACTCCTCCCAAAGG
TCCTCTTGGGTCTCCCTCAG
TTGGGCAAAACTTGTATCGAC
CTTCATCCTCCTATGCCAGC
AAGAGAACGGTCACGCTGTC
CCGCCTCACCCTACCTG
GACTGTCTTGCTAACCCGAAG
GGCAGGTGTAGTCCACTCTC
ATCGGAATATTTGACCTTGTA
ACTGTTCATTGATCATTTTGC
CTCTGGCTCCTAGCACCATGAAGA
GTAAAACGCAGCTCAGTAACAGTCCG
GCAAGAGGCAAACGAACAGA
GGGAAAAGATGAGCAAACCA
AGCCTGTACCCCAGCATCAT
TGGGCCTTCACGAAGAACA
CTCACTGAGACTACATCAGC
TCCAGATCCACAACCTTCGC
GATTCCACCCATGGCAAATTC
AGCATCGCCCCACTTGATT
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Supplementary Table 4
Nucleotide guide sequences cloned in pLentiCRISPRv2
Sequence Name
NUDT2_gRNA1
NUDT2_gRNA2
NUDT2_gRNA3
NUDT2_gRNA4
NUDT2_gRNA5
NUDT2_gRNA6
XRN1_gRNA1
XRN1_gRNA2
XRN1_gRNA3
XRN1_gRNA4
XRN1_gRNA5
XRN1_gRNA6

Sequence 5’ -> 3’
ATGAGCACCAAGCCTACCGC
AATTGCATTGTTGTCCACTT
TAACTAGGCCATGTGGAACC
CATCAGATGGCATTCATCAC
TCTCCTTGAACTGAGCCAAC
CCATTATTGAGGGGTTCAAA
TTAAGAGAAGAAGTTCGATT
TAAAACGCCTCCCACGCTGC
GCTTGGATTAACAAGTCATG
TAATGCGAAACAACACCTCC
GTATCCCTGTCTCAGCGAAG
TTTCACCACTTCGCTGAGAC
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Structure of human IFIT1 with capped RNA reveals adaptable mRNA
binding and mechanisms for sensing N1 and N2 ribose 2-O methylations
Yazan M. Abbas, Beatrice Theres Laudenbach, Saúl Martı́nez-Montero, Regina Cencic,
Matthias Habjan, Andreas Pichlmair, Masad J. Damha, Jerry Pelletier, and Bhushan Nagar.
Structure of human IFIT1 with capped RNA reveals adaptable mRNA binding and mechanisms
for sensing N1 and N2 ribose 2’-O methylations. Proc Natl Acad Sci U S A 114, E2106-E2115
(2017).
The collaborative manuscript ‘Structure of human IFIT1 with capped RNA reveals adaptable
mRNA binding and mechanisms for sensing N1 and N2 ribose 2-O methylations’ published in
the Proceedings of the National Academy of Sciences (PNAS) presents novel insights into the
binding of capped RNA by IFIT1. The crystal structure of IFIT1 with capped RNA revealed
that a central positively charged tunnel that sterically excludes RNAs that are methylated at the
2’-OH positions of the ribose of the ﬁrst and second nucleotides. This structural feature thereby
provides speciﬁcity for viral capped RNAs that do not show these speciﬁc methylation marks in
contrast to cellular RNAs. The sequestration of capped RNAs lacking 2’-OH methylation by
IFIT1 prohibits binding of eIF4E and thereby inhibits translation of these RNAs. I contributed
with functional validation of IFIT1 mutant cells infected with a human coronavirus mutant
lacking the 2’-OH methyltransferase. My ﬁndings highlighted the importance of RNA binding
to IFIT1 and consequential IFIT1-mediated inhibition on virus growth.
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IFIT1 (IFN-induced protein with tetratricopeptide repeats-1) is an
effector of the host innate immune antiviral response that prevents
propagation of virus infection by selectively inhibiting translation of
viral mRNA. It relies on its ability to compete with the translation
initiation factor eIF4F to specifically recognize foreign capped mRNAs,
while remaining inactive against host mRNAs marked by ribose 2′-O
methylation at the first cap-proximal nucleotide (N1). We report here
several crystal structures of RNA-bound human IFIT1, including a 1.6-Å
complex with capped RNA. IFIT1 forms a water-filled, positively
charged RNA-binding tunnel with a separate hydrophobic extension
that unexpectedly engages the cap in multiple conformations (syn
and anti) giving rise to a relatively plastic and nonspecific mode of
binding, in stark contrast to eIF4E. Cap-proximal nucleotides encircled
by the tunnel provide affinity to compete with eIF4F while allowing
IFIT1 to select against N1 methylated mRNA. Gel-shift binding assays
confirm that N1 methylation interferes with IFIT1 binding, but in an
RNA-dependent manner, whereas translation assays reveal that
N1 methylation alone is not sufficient to prevent mRNA recognition
at high IFIT1 concentrations. Structural and functional analysis show
that 2′-O methylation at N2, another abundant mRNA modification, is
also detrimental for RNA binding, thus revealing a potentially synergistic role for it in self- versus nonself-mRNA discernment. Finally,
structure-guided mutational analysis confirms the importance of
RNA binding for IFIT1 restriction of a human coronavirus mutant
lacking viral N1 methylation. Our structural and biochemical analysis
sheds new light on the molecular basis for IFIT1 translational inhibition of capped viral RNA.
IFIT1 crystal structure innate immunity
self vs. nonself 2′-O methylation

|

responses, such as the type I IFN antiviral program (5, 8, 9), which
culminates in the induction of hundreds of IFN-stimulated genes
(ISGs) (10).
Among the most potently induced of the ISGs are the IFITs
(IFN-induced proteins with tetratricopeptide repeats), a family of
antiviral effectors whose expression can also be triggered downstream of IFN-independent signaling (11). IFITs are conserved
throughout vertebrate evolution, with humans and most mammals
encoding five paralogues—IFIT1, IFIT1B, IFIT2, IFIT3, and
IFIT5—although many also possess species-specific duplications
and deletions. For example, mice lack IFIT5 and were only recently discovered to have also lost IFIT1 (12). Therefore, what is
currently known as mouse Ifit1 (54% sequence identity with human IFIT1) is actually an ortholog of human IFIT1B. In humans,
IFIT1B (67% sequence identity with human IFIT1) is not known
to be IFN-inducible (11), and recent data suggest that it may be
nonfunctional (12). IFITs are structurally related and are composed of tandem copies of the tetratricopeptide repeat (TPR), a
helix–turn–helix motif. Structures of several IFITs have shown that
their TPRs coalesce into distinct superhelical subdomains that
form clamp-shaped structures (13–16).
Significance
IFIT1 is an antiviral effector of host innate-immunity that selectively recognizes the 5′-end of viral mRNAs, which are often
capped to mimic host mRNA, and blocks their translation. Our
X-ray structural analysis reveals that the cap and four additional
nucleotides are encircled by IFIT1 through a central tunnel in an
adaptable manner, which gives it the flexibility required to defend
against many different viruses, and to deter their ability to rapidly
evolve. Host mRNA, normally ribose methylated at the first and
second nucleotides following the cap, avoids IFIT1 recognition
through tight complementary interfaces at these positions. This
study uncovers the molecular basis for how IFIT1 selectively recognizes viral mRNAs and will help guide development of viral
vaccines and mRNA therapeutics.

| mRNA cap recognition |
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nfection by a virus relies on its ability to exploit the host’s
translational machinery to convert its genome into protein
products that can ultimately be used to assemble new viral particles. In eukaryotes, endogenous mRNA is protected by a highly
conserved 5′ cap structure consisting of an N7-methylguanosine
triphosphate (m7Gppp/Cap0) moiety. This is recognized by the
eukaryotic translation initiation factor 4E to promote capdependent translation (eIF4E together with eIF4G and eIF4A
comprise eIF4F) (1). In higher eukaryotes, the mRNA cap is
further modified by ribose 2′-O methylation on the first and
sometimes second cap-proximal nucleotides (N1 and N2, where
N is any nucleotide) (Fig. S1A), resulting in Cap1- (m7GpppNmN)
or Cap2- (m7GpppNmNm) mRNA (2, 3). N1 methylation was
recently shown to serve as a molecular signature of “self,” which can
subvert mammalian antiviral responses (4, 5). As such, many viruses
also produce Cap1-mRNA, either through the action of host- or
virally encoded 2′-O methyltransferases (MTases) or through viral
“cap-snatching” enzymes (6, 7). Hence, Cap0-mRNAs (along with
other virus-derived RNAs) are marked as “nonself” and can trigger
E2106–E2115 | PNAS | Published online March 1, 2017
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RNA Binding and Inhibition of in Vitro Translation by Human IFIT1.

The interaction between IFIT1 and capped-RNA is well established,
but the precise structural determinants of the viral RNA important
for binding are as yet unclear. Thus, we began by carrying out EMSAs
between human IFIT1 and two 5′ capped sequences derived from
genomes of coronaviruses known to be restricted by human IFIT1 or
mouse Ifit1: human coronavirus strain 229E (HCoV) and murine
hepatitis virus strain A59 (MHV) (18). Human IFIT1 bound the
capped-RNAs with apparent affinities of ∼250 nM and <100 nM,
respectively (Fig. 1A). Binding strength decreased as the stability and
proximity of RNA secondary structure to the 5′-end increased (Fig.
1A and Fig. S1B), confirming the preference for ssRNA as previously
demonstrated for human IFIT1 and mouse Ifit1 (13, 21). As with
IFIT5, RNA binding is generally sequence-nonspecific and replacing
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Fig. 1. RNA binding and inhibition of in vitro translation by human IFIT1.
(A) EMSAs between human IFIT1 and capped-RNA visualized by SYBR Gold
staining. Cap0-MHV, first 41 nt of MHV strain A59; Cap0-HCoV, first 42 nt of
HCoV strain 229E; Cap0-GGG42, ACU to GGG modification of HCoV. The RNA
secondary structure minimum free energy (kcal/mol) and 5′-overhang length
(ovg) are indicated (see also Fig. S1B). (B) Schematic of bicistronic mRNA
reporter. (C) Translation assay with IFIT1 titrated into Krebs extracts programmed with Cap0/m7Gppp reporter, and titration following a 10-min
preincubation of the reporter with extracts. FF and Ren luciferase (luc.) activities at each concentration were normalized against buffer control, which
was set to 1. Data represent the mean of two independent measurements
performed in duplicate ± SD.
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the first 3 nt of HCoV (sequence ACU) with GGG resulted in only a
modest enhancement of binding (Fig. 1A, Right). IFIT1 also binds
uncapped PPP-RNA, but this is inherently weaker and more sensitive
to the presence of predicted secondary structure at the 5′-end (Fig.
S1C). This finding is in contrast to IFIT5, which binds PPP-RNA but
cannot accommodate capped RNA, as shown by its crystal structure
and a variety of biochemical assays from several groups (13, 18, 19).
To understand the contribution of IFIT1 binding to capped
RNA in a more physiological context, we used an in vitro translation system to assess the effect on translation initiation. The
system consists of Krebs extracts programmed with a bicistronic
Cap0-mRNA reporter (27). The 5′-cistron expresses a Firefly luciferase (FF) reporter that is translated in a cap-dependent manner, whereas the 3′-cistron expresses a Renilla luciferase (Ren)
reporter under the control of an internal ribosome entry site
(IRES) from hepatitis C virus (HCV) (Fig. 1B). Ren expression
serves as an internal control for nonspecific translational inhibition
by IFIT1. Titrating human IFIT1 into these extracts at concentrations ranging from ∼30 nM to 5 μM showed that IFIT1 could
inhibit Cap0-dependent translation with IC50 values of ∼50–
200 nM (Fig. 1C, and other figures herein). Interestingly, addition
of IFIT1 after the reporter was preincubated with translation extracts for 10 min resulted in its inhibitory activity being reduced by
more than an order-of-magnitude (IC50 > 5 μM), presumably
because of the formation of a closed-loop mRNP that facilitates
ribosome reinitiation (28). This result suggests that optimal
IFIT1 activity in vivo is probably only realized in cells that are
already expressing the protein before infection, as might be the
case for cells activated by IFN signaling in a paracrine manner.
In all cases, cap-independent translation of Ren was reduced
by at most 15–20%, which is likely because of nonspecific binding
of IFIT1 to either the IRES, ribosomal RNA (19), transfer RNA
(19), or translation factors (e.g., eIF3e) (29). This finding is in
contrast to one report showing nearly complete inhibition of
HCV–IRES-mediated translation by 600 nM IFIT1 in rabbit
reticulocyte lysates (30). This discrepancy may be attributed to
differences in translation efficiency between Krebs extracts and
rabbit reticulocyte lysates. Finally, titration of IFIT5 in these
assays did not produce the same level of translational inhibition
(Fig. S1D) (IC50 ≥ 5 μM), consistent with the notion that
IFIT5 cannot specifically bind capped-RNA. Taken together,
our data are consistent with an IFIT1 antiviral mechanism that is
dependent on the recognition of mRNA cap structures to compete with eIF4F (18, 19).
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Recently, it was discovered that IFITs play a prominent role in
impeding viral replication by directly binding the 5′ end of viral RNA
(17). Thus, IFIT1 and IFIT1B can compete with eIF4F to selectively
bind and sequester viral Cap0-mRNA, resulting in its translational
inhibition (18–20). In this manner, mouse Ifit1 has been shown to
restrict a broad spectrum of wild-type and mutant viruses lacking
2′-O MTase activity, including alphaviruses, coronaviruses, flaviviruses, and vaccinia virus (4, 18, 21–25), whereas mutating viral
N1 methylation enhanced coronavirus and flavivirus sensitivity to
human IFIT1 (18, 23, 24, 26). In contrast, host cellular mRNA is
not targeted as it bears N1 2′-O methylation, which interferes with
IFIT1 and IFIT1B binding (18–20). That many cytoplasmic virus
families have adapted by acquiring 2′-O MTases to generate their
own Cap1-mRNA, thereby potentially escaping IFIT1/IFIT1B
restriction, underscores the importance of these proteins in this
process (7). Furthermore, alphaviruses, which display only Cap0mRNA, can still subvert mouse Ifit1 activity by encoding capproximal structural elements (21, 22), which has also been
shown to interfere with RNA binding and enhance pathogenicity.
IFIT1, along with IFIT5, can also recognize uncapped viral
triphosphate (PPP)-RNA (another nonself marker of infection) to
potentially inhibit the replication of some negative-sense singlestranded (ss) RNA viruses (13, 17). The crystal structure of human
IFIT5 bound to uncapped PPP-RNA revealed that the RNA sits
in a narrow, positively charged tunnel at the core of the protein,
with a network of electrostatic interactions specifically recognizing
the PPP moiety (13). Up to four nucleotides are also stably bound
within the tunnel in a sequence-nonspecific manner. The sequence
identity between IFIT5 and IFIT1 (55%) and a structure of the
N-terminal region of IFIT1 suggested that IFIT1 accommodates
capped RNA in a similar fashion. However, IFIT5 cannot bind
capped mRNA (13, 18, 19), and indeed protein residues at the
base of the tunnel would block any further progression beyond the
PPP moiety. Thus, how IFIT1-like proteins can accommodate
Cap0-mRNA remains unclear.
We report here several crystal structures of RNA-bound human
IFIT1. The structures reveal that the positively charged
RNA-binding tunnel of IFIT1 is distinct from that found in
IFIT5 and further extended to allow binding of both capped and
uncapped RNAs. Strikingly, mRNA binding and cap recognition by
IFIT1 appears to be adaptable and its mechanism is evolutionarily
divergent from eIF4E and other cap-binding proteins. The shape of
the tunnel in the vicinity of the 2′-hydroxyls of N1 and N2 sterically
occludes RNA methylated at these positions. A comprehensive
analysis of the interaction between human IFIT1 and differentially
methylated capped RNAs corroborates the structural findings, revealing that either N1 or N2 methylation alone interferes with
IFIT1 binding, but in an RNA-dependent manner. Combining
N1 and N2 methylation resulted in an additive and potentially
synergistic effect in inhibiting IFIT1 activity, particularly toward
susceptible RNA sequences and at high IFIT1 concentrations.
Our structural and biochemical analysis therefore sheds light on
IFIT1 antiviral activity and reveals a previously uncharacterized
role for N2 ribose methylation and Cap2 structures as signatures
of self mRNA.
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Overall Structure of Full-Length Human IFIT1. To gain insight into the

mechanisms of viral RNA binding by IFIT1, we initially crystallized
RNA-bound, full-length, wild-type human IFIT1 (residues 1–478) in
complex with short PPP- and m7Gppp-containing oligoadenosines.
The IFIT1–RNA complex purified and crystallized as a dimer with
two molecules in the asymmetric unit, but diffracted X-rays to only
∼2.7 Å. To improve the resolution, we mutated the dimerization
interface at the C-terminal end of the protein to produce a
monomeric version that crystallized in a different space group and
diffracted X-rays to 1.58-Å resolution (Table S1). The overall folds
of the wild-type and monomeric mutant are essentially the same
(rmsd 0.35 Å). Henceforth, we describe only the high-resolution
structures with respect to RNA binding, whereas all functional
assays were performed with wild-type protein.
Human IFIT1 is made up of 23 α-helices, 18 of which form
9 TPR motifs that together form three distinct subdomains
interrupted by non-TPR structural elements (Fig. 2 A and B and
Fig. S2 A–C). The overall structure is similar to the previously
determined RNA-bound structure of human IFIT5 (rmsd 1.9 Å)
(Fig. S2D) and the N-terminal region of human IFIT1 (rmsd
0.8 Å) (Fig. S2E) (13). The subdomains are arranged to form a
clamp-shaped structure with a central RNA-binding tunnel that is
∼30–40 Å in length and 12–19 Å in width, accommodating only
ssRNA with a total of five nucleotides (cap + four RNA nucleotides) (Fig. 2 B–D). As with IFIT5, a pair of long non-TPR pivot
helices connect the second and third subdomains and likely
function in an analogous fashion to regulate closure of the protein
around the RNA (13) (Fig. S2C). About 30–40% of the tunnel
volume is occupied by bound water molecules (Fig. 2E), which
appears to be an important facet for recognition of different RNA
sequences and structures (discussed below). We demarcate four
distinct regions of the tunnel according to their role in RNA
binding: (i) the cap-binding pocket, which houses the N7-methylguanosine moiety; (ii) the triphosphate channel, which links the
cap-binding pocket to the 5′-end of the RNA; (iii) the first dinucleotide (N1 and N2), where the presence of 2′-O methylation
is sensed; and (iv) the second dinucleotide (N3 and N4), where the
requirement for single stranded 5′-ends is reinforced.
The IFIT1 RNA-Binding Tunnel Houses a Functionally Distinct CapBinding Pocket. IFIT1 and IFIT5 were previously characterized

as PPP-RNA binding proteins (17), although more recent
evidence revealed that the primary role of IFIT1 is in binding
capped-RNA. Conversely, the role of IFIT5 remains restricted
to recognition of 5′-phosphorylated RNAs (13, 14, 16). The
structure of IFIT1 bound to PPP-RNA revealed that, like IFIT5,
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(A) Schematic of IFIT1 subdomains. (B) Cartoon representation of human
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(dark red) determined by CAVER (50). (C) Cross-section of IFIT1 colored by
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the PPP moiety is ligated by numerous specific electrostatic
interactions from protein side chains (Fig. S3 A–C). However,
there are some key differences. IFIT5 recognition of PPP-RNA
uses a positively charged metal ion bound between the α- and
γ-phosphates, which stabilizes a bent conformation of the PPP
facilitated by T37 at the base of the tunnel in IFIT5 (Fig. 3A).
The corresponding position in IFIT1 is occupied by an arginine
(R38), and an ion is no longer part of its PPP binding. This results
in a more extended conformation of the PPP that allows it to
reach toward the entrance of a neighboring unoccupied pocket.
The crystal structure of IFIT1 bound to m7Gppp-RNA revealed
that this adjacent pocket harbors the cap moiety. Whereas most of
the RNA-binding tunnel is positively charged, the cap-binding
pocket is generally more hydrophobic and interactions with the
cap occur predominantly through nonspecific van der Waals
contacts (Figs. 2C and 3B). Surprisingly, we found that the m7G
base adopts both syn- and anti-conformations with approximately
equal occupancies (Fig. 3C and Fig. S3D) (discussed in detail
below). In either conformation, m7G sits atop a tryptophan residue (W147) making π–π stacking interactions, reminiscent of
other cap-binding proteins, such as eIF4E (31) (Fig. 3 D and E).
Additionally, the base is abutted by I183 from the same side as
W147, and on the other side by L46 and T48 emanating from a
flexible loop that forms the outer wall of the pocket, which we
term the “cap-binding loop” (Fig. 3 D and E and Fig. S2F). The
ribose of m7G is similar in the syn- and anti-modes of binding,
adopting an S-type conformation that is stabilized by an intramolecular hydrogen bond between the ribose 3′-OH and the
bridging β-phosphate (Fig. S3D). It sits in a pocket formed by Q42,
L46, R187, Y218, I183, and L150 (Fig. 3E), and two ordered water
molecules: the first coordinated by Q42 and the second bridging
the ribose 3′-OH to the backbone carbonyl of W147 (Fig. S3F).
As in PPP-RNA–bound IFIT1, the bridging triphosphate in
the cap-bound structure is in an extended conformation stabilized by numerous electrostatic interactions, although pulled
slightly toward the cap-binding pocket (Fig. 3F and Fig. S3E).
The γ-phosphate interacts with K151, R255, Y218, and R187,
and the β-phosphate is coordinated by K151, R187, and R38.
Additionally, six highly ordered water molecules mediate hydrogen bonds with the α- and γ-phosphates (Fig. S3F). Finally,
m7Gppp binding is facilitated by a high degree of interresidue
coordination: for example, R38 is held in place by D34, and
W147 is coordinated by E176 (Fig. S3G).
In IFIT5, although most of these cap-binding residues are
conserved, substitutions at a few key positions render it unable to
bind cap productively. As described above, replacement of R38 in
IFIT1 with T37 in IFIT5 causes it to recognize a more compact
conformation of the PPP in a metal-dependent manner. This
positions the γ-phosphate away from the putative cap-binding
pocket, which draws in several residues, such as Q41 (from helix
α2) and K48 (from the putative cap-binding loop), causing them to
block access to its putative cap-binding pocket (Fig. 3G and Fig.
S3 H and I). Therefore, the formation of a positively charged
RNA-binding tunnel with an accessible and spatially separated
cap-binding pocket in IFIT1 explains, at least in part, why it can
bind capped-RNA, whereas IFIT5 cannot. The preference for an
arginine or threonine on helix α2 is highly conserved among
IFIT1/1B-like and IFIT5-like sequences, respectively (Fig. S3J),
and the identity of this PPP bridging residue (Arg or Thr) appears
to play a major role in determining the 5′ specificities of IFIT1/1B- or
IFIT5-like proteins. Interestingly, a small group of mammalian
IFIT5-like proteins retain an arginine at this position; these sequences probably have a hybrid IFIT1/IFIT5 character, and possibly
resemble an ancestral IFIT1/IFIT5 precursor protein, because they
all belong to nonplacental mammals (e.g., opossum and platypus)
(Fig. S3K).
IFIT1 Can Nonspecifically Accommodate Multiple Forms and Conformations
of the Cap. The high-resolution structure of the monomeric

IFIT1 mutant (1.58 Å) allowed us to unambiguously build two
conformations for the m7G base that are consistent with the
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γ-phosphate from PPP–RNA-bound IFIT1 points toward the nearby unoccupied cap-binding pocket. (B) Protein cross-section and close-up the cap-binding
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interacting with the m7Gppp-moiety. See also Movie S1. Shown are both conformations of the m7GpppA dinucleotide, which was modeled as a single residue
during model building and refinement. (G) Cross-sections of the IFIT1 and IFIT5 RNA-binding tunnels (gray/black) with m7Gppp- or PPP-RNA (red sticks). The
asterisk (*) shows where K48 and Q41 block the IFIT5 putative cap-binding pocket (see Fig. S3 H–K).

electron density, which has a relatively symmetric shape because of
an ∼180° rotation about the N-glycosidic bond connecting the base
to the ribose. Multiple base conformations were also evident in the
lower-resolution wild-type m7Gppp-RNA cocrystals. This results
in the interactions at the base periphery being quite distinct in
the two conformations (Fig. 4A). Notably, there are no direct
hydrogen bonds from the protein toward the base in either
conformation, but there are a small number of water-mediated
interactions. In the anti-orientation, N3 of the base is weakly
hydrogen bonded to a water molecule that is coordinated by
Q42. The N7-methyl (C7) and O6 groups make van der Waals
contacts with N216, and the remainder of the base is partially
oriented toward water molecules near the proximal opening of
the tunnel leading to bulk solvent. In the syn-orientation, the
N7-methyl and O6 are instead pointing toward the bulk solvent,
whereas N2 is nestled between Y218 and N216.
Because of the presence of the N7-methyl group on m7G, it
acquires a delocalized positive charge on its imidazole ring that
could in principle enhance the stacking with W147 through additional cation–π interactions (31, 32). However, the geometry of
cation–π stacking changes with the base orientation (Fig. 4A).
Whereas the anti-conformation places the positive charge at an
angle away from W147, the syn-conformation places it directly
over the indole ring of W147. To test whether N7-methylation and
associated positive charge controls cap orientation, we determined
the structure of Gppp-RNA (lacking the N7-methyl group) bound
to IFIT1 (1.7 Å) (Fig. 4B and Fig. S4A). Here, the base exists only
in the anti-conformation, indicating that the ability of the base to
adopt two conformations depends, at least in part, on N7-methylation.
The presence of two base conformations is also determined by the
chemical environment surrounding the base, because the structure
of an N216 mutant of monomeric IFIT1 (N216A) bound to
m7Gppp-RNA also resulted in the base adopting only the anticonformation (Fig. S4B).

Despite these observations, IFIT1 appears not to be selective
for N7-methylation. In fact, gel-shift assays suggest that GpppRNA binding is, in some cases, more efficient than m7GpppRNA binding (Fig. S4C) (18, 19), in stark contrast to the case
with eIF4E, whose cap binding is strongly dependent on proper
methylation (31). In the absence of the methyl group, the guanine ring moves closer to N216, making a hydrogen bond with it
through O6 (Fig. 4B, Left), although removing this hydrogen
bond through mutation (N216A or N216D) does not weaken
Gppp-RNA binding (Fig. S4D). Interestingly, the water structure
surrounding Gppp-RNA changes compared with m7Gppp-RNA,
such that almost all hydrogen bond donor and acceptor sites on
the unmethylated base are now satisfied (Fig. 4B, Right), and this
may be a contributing factor for maintaining strong Gppp-RNA
binding (relative to m7Gppp-RNA).
The physiological relevance of Gppp-RNA binding by IFIT1 is
unclear, but one possibility is that it may facilitate targeting of
transient intermediates formed during viral mRNA capping. We
therefore tested IFIT1 activity in extracts programmed with a
Gppp-capped reporter (Fig. S4E). In this system, although
overall translation is less efficient than in Cap0-programmed
extracts, translation initiation still proceeds through binding of
the cap-proximal nucleotides via eIF4G (33). IFIT1 titration
resulted in translational inhibition similar to m7Gppp-capped
mRNA (IC50 ∼ 200 nM), highlighting the importance of binding
not only the cap, but also the proximal nucleotides to provide
additional affinity to allow competition with eIF4F (19).
Because cap binding does not rely on any guanine-specific hydrogen bonds, we wondered whether IFIT1 could also recognize
Appp-capped RNAs. Indeed, IFIT1 can bind Appp-RNA (Fig.
S4F) and inhibit translation initiation from an Appp-capped reporter (IC50 ∼ 500 nM) (Fig. S4E). Thus, it appears that IFIT1 has
evolved to recognize not only canonically capped mRNA, but
rather diverse 5′-5′ linked base modifications of the mRNA
PNAS | Published online March 1, 2017 | E2109
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Q42 and N3 becomes more ordered in the Gppp-RNA structure (same resolution and crystal form but B-factor decreases from 28 Å2 to 15.3 Å2). The water
at N7 (§) appears only in the Gppp-bound form. The water at N1 appears to be
in two conformations and was modeled as two water molecules.

through relatively nonspecific interactions in the pocket. The
notion of lack of specificity is underscored by the structure of
IFIT1 with PPP-RNA, where the cap-binding pocket is occupied
by PEG (polyethylene glycol) molecules from the crystallization
solution, which form interactions that mimic cap binding
(Fig. S4G).
Mutational Analysis of Cap Recognition. To test whether our

structural findings are functionally valid, we mutated several
residues involved in cap binding and assayed them in fluorescent
gel-shift binding assays (with m7Gppp-43 RNA) (Table S2)
and the translational inhibition assays described above (Fig. 5 and
Fig. S4I). Both R38A and K151M are critical for binding, and
K151M reduces IFIT1 inhibitory activity by one to two orders-ofmagnitude (IC50 > 5 μM). Y218A and Q42A weakened binding
to capped RNA and reduced IFIT1 inhibitory activity. N216A retains
full binding to m7Gppp-RNA, indicating that the N216–cap
interactions (e.g., with the N7-methyl) are dispensable. W147 is
perhaps the most important residue inside the cap-binding pocket
as W147M essentially abolished m7Gppp-RNA binding, whereas
mutation to another aromatic residue (W147F) largely retained
binding. Accordingly, W147M reduced IFIT1 translation inhibition
∼40-fold, and W147F mostly retained inhibitory activity (compared
with W147M). Mutation of E176, which coordinates W147, had
similar effects as W147F. From the cap-binding loop, T48 was
deemed dispensable, but L46 was required for optimal binding and
translational inhibition. All cap-binding pocket mutants tested here
retained binding toward PPP-RNA, except for R38A and K151M
(which target the PPP moiety), indicating that the protein fold was
not disrupted by the mutations (Fig. S4J). Taken together, the data in
the mutational analysis confirm the importance of cap binding and
E2110 | www.pnas.org/cgi/doi/10.1073/pnas.1612444114

here likely applies to all mammalian IFIT1- and IFIT1B-like proteins,
as the residues involved in N7-methylguanosine triphosphate
recognition are highly conserved (Figs. S4M and S5). Two notably
prevalent differences in cap-binding residues compared with human
IFIT1 include Q42 and N216, which are replaced with a glutamate
and aspartate, respectively, in many of the orthologs and paralogs
(including human IFIT1B). Both substitutions are conservative,
because neither would disrupt hydrogen-bonding patterns nor
interfere with the van der Waals interactions with the cap. We
tested this by carrying out an EMSA between m7Gppp-RNA and
IFIT1 N216D or IFIT1 Q42E (Fig. S4L). Whereas N216D had no
impact on RNA binding, Q42E weakened the interaction and in
translation assays, Q42E reduced IFIT1 activity similarly to Q42A
(Fig. 5B, Right). In other IFIT1-like proteins, such as rabbit
IFIT1 and rabbit IFIT1B [both of which bind m7Gppp-RNA with
∼20 and 10 nM affinity, respectively (19)], the natural Q42E
variation is likely overcome by compensatory interactions.
Unlike IFIT1B from other species, human IFIT1B lacks an
apparent function in RNA binding (12). Sequence comparison
shows that, along with Q42E, human IFIT1B has acquired additional substitutions that could impact RNA recognition:
L150 is replaced with an Ala, which would affect cap ribose interactions, and R255 with Gln, which would disrupt a salt-bridge
with the γ-phosphate (Fig. 3 E and F). Supporting this theory,
mutation of R255 in human IFIT1 (R255M) was shown to disrupt capped- and PPP-RNA binding (13, 18). On the other hand,
mice lack a bona fide IFIT1 ortholog and instead encode three
copies of IFIT1B-like proteins (12), currently annotated as
mouse Ifit1, mouse Ifit1b, and mouse Ifit1c (Fig. S5). Mouse
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the role of the RNA-binding tunnel in mediating translational inhibition by IFIT1.
Our results are in agreement with previous mutational binding
assays based on in silico modeling (19). In this model, Phe45 and Tyr-50 from the cap-binding loop were also predicted to
interact with the base; however, our structures reveal that these
two residues are distal from the m7G moiety and are probably
important for maintaining subdomain contacts, or helping preorganize the cap-binding loop (Fig. S4K).
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Fig. 5. Functional validation of cap recognition. (A) Mutational analysis of
cap-binding residues investigated by fluorescent EMSA with 3′-end–labeled
(pCp-Cy5) RNA. (Left) Quantification of percent bound (Upper band, Right)
for each mutant normalized against IFIT1. Data represent the mean of three
independent measurements ± SD. (B) In vitro translation assays with RNA
binding mutants and Cap0 reporter. Data represent the mean of two
measurements ± SD.
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Ifit1b and Ifit1c harbor several substitutions that would disrupt
RNA binding, such as R255G and Q42T in both, and R187H in
Ifit1b (Fig. S5). Consistent with this finding, pull-downs showed
that mouse Ifit1c cannot bind capped RNA directly (18).
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IFIT1 Cap Binding Is Distinct from Canonical Cap-Binding Proteins.

Binding of Cap-Proximal Nucleotides. Recognition of the four RNA

nucleotides following the cap is conformation-specific and can be
divided into two distinct dinucleotide groups diverging between
N2 and N3 (Fig. 2 C–E). The RNA backbone lies along the
superhelical axis of the protein, and is recognized by specific
hydrogen bonds and salt bridges from protein residues targeting
the 5′-phosphates and 2′-hydroxyls of N2 and N3 (Fig. S6 A and B).
In contrast, recognition of the bases is predominantly through
sequence-nonspecific van der Waals and stacking interactions. The
first dinucleotide (N1 and N2) adopts geometry similar to CpG
dinucleotides found within Z-form RNA and UUCG tetraloops
(39), and is tightly sandwiched between multiple protein residues
(Fig. S6 A and C). The second dinucleotide (N3 and N4) adopts
A-form helical geometry with the bases also stacked upon each
other and abutted by protein residues from above and below (Fig.
S6 B and D). The large water network inside the tunnel interacts with
all groups of the RNA, and mediates both intermolecular protein–
RNA and intramolecular RNA–RNA interactions (Fig. S6E).
Interestingly, a large part of this extensive water network is
involved in protein–base contacts, allowing IFIT1 to recognize a
wide variety of RNA sequences that may exist at the 5′-end of
viral RNA. A small degree of sequence-dependent binding affinity
variation may exist because there are two adenine-specific hydrogen
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Fig. 6. Comparison with the canonical cap-binding proteins eIF4E (PDB ID
code 1EJ1), CBC (PDB ID code 1H2T), and VP39 (PDB ID code 1V39). In IFIT1,
some of the nearby water molecules are shown as transparent red spheres,
and T48 adopts two conformations.

bonds at N2 and N4 (Fig. S6 A and B), although RNA binding assays
show that adenosines are not strictly required at these positions.
The 3′-end of the RNA (N4) emerges from the C-terminal
opening of the tunnel and points toward a positively charged,
solvent-exposed groove formed by the pivot helices and the third
subdomain (Fig. 7). This surface is contiguous with the RNA-binding
tunnel and also appears to contribute to RNA interactions because the analogous region in IFIT5 can apparently bind tRNA
(14). In IFIT1, the groove does play some role in RNA binding,
as primer-extension toe-printing assays suggested that IFIT1 has
a 6- to 8-nt footprint at the 5′-end of mRNA, and mutational
analysis of this region had an impact on mRNA binding (19).
However, cocrystal structures of IFIT1 with longer oligonucleotides (6–8 nt in length) revealed extra electron density for only
the 5′-phosphate of a fifth nucleotide, as was shown for IFIT5 (13),
suggesting that only the first four nucleotides are stably bound by
IFIT1, whereas residues in the positively charged groove probably
contribute to nonspecific RNA binding.
IFIT1 Senses Ribose 2′-O Methylation at N1 and N2. The mRNA of
higher eukaryotes is normally modified by ribose 2′-O methylation at N1 and N2 (40). Whereas all cellular mRNAs are
methylated at N1 in the nucleus by the endogenous Cap1methyltransferase (CMTr1) (2), ribose methylation at N2 arises
from secondary methylation in the cytoplasm through the action
of CMTr2 (3, 41), and accompanies N1 methylation on up to
50% of cellular mRNAs (42, 43). N1 ribose methylation is a
molecular determinant of self that can protect mRNA from
IFIT1/IFIT1B recognition (18, 19), but the role of N2 methylation
in this process is unknown. To gain additional insight into self- vs.
nonself-mRNA discernment by IFIT1, and to explore the
uncharacterized role of ribose N2 methylation in this process, we
examined the interaction between human IFIT1 and differentially
methylated RNA. Note that, to distinguish the naturally occurring
Cap1 and Cap2 structures (m7GpppNmN- and m7GpppNmNm-)
from capped RNAs that contain ribose N2 methylation only
(m7GpppNNm-), we refer to the latter as Cap0N2Me-RNA.
When bound to IFIT1, N1 and N2 adopt a rare Z-RNA–like
conformation that is dependent on their respective ribose conformations (Fig. S6F) (39). Whereas N2 is in the favorable
C3′-endo conformation, N1 adopts a C2′-endo conformation and
PNAS | Published online March 1, 2017 | E2111
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The IFIT1 cap-binding mechanism described here is quite distinct
from canonical cap-binding proteins such as eIF4E (34), capbinding complex (CBC) (35), and VP39 (vaccinia virus N1 2′-O
MTase) (36). Through convergent evolution these proteins
evolved a highly specific cap-binding slot between two aromatic
side-chains that engage the methylated guanine in a cation–π
sandwich (31). Charge–charge interactions with the delocalized
positive charge and van der Waals contacts with the N7-methyl
also play a role (31). In these proteins, the absence of N7methylation and associated positive charge on the base results
in >100-fold loss in binding affinity (37). These proteins also rely
on hydrogen bonds targeting groups at the m7G base periphery.
The cumulative effect of these restrictions results in highly specific
recognition of the cap in a single anti-conformation of m7G (Fig. 6).
In contrast, IFIT1 engagement of the cap is relatively less
specific, permitting both syn- and anti-base orientations, as described above. Although IFIT1 does use one aromatic residue for
cap stacking, the remainder of its sandwich is formed by aliphatic
side chains (Leu-46, Thr-48, and Ile-183) rather than another aromatic residue. Therefore, the lack of an electron-rich, aromatic
cap-binding slot reduces the dependence on an electron-deficient,
N7-methylated base. Additionally, protein contacts with the N7methyl are dispensable (e.g., the N216A mutant), and they are
altogether absent when the cap is in the syn-configuration. Importantly, IFIT1 lacks any sequence specific hydrogen bonding
from protein residues, and instead uses a more plastic, watermediated hydrogen-bonding network for base recognition.
Finally, at physiological pH m7G exists in an equilibrium between two forms: a positively charged “keto tautomer” and a
zwitterionic “enolate tautomer” (in which N1 is deprotonated)
(Fig. S4H) (34). The canonical cap-binding proteins are highly
selective for guanine as the base and in particular, its keto form.
These aspects are enforced by two elements: (i) the cation–π
sandwich, which is only compatible with an electron-deficient,
positively charged keto tautomer (38); and (ii) Asp or Glu residues at one end of the cap-binding slot, which hydrogen bond
with a protonated N1 and the N2-amino group. Conversely,
IFIT1 does not form any keto- or enolate-specific interactions
with the base, suggesting that IFIT1 is not selective for the
tautomerization state, reinforcing the lack of guanine specificity.
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Fig. 7. IFIT1 forms a positively charged, solvent-exposed RNA binding
groove. See Fig. S5 for residues in this region.

places its 2′-OH in close proximity to the side chains of two
highly conserved residues, R187 and Y157 (Fig. 8A and Fig.
S6A). Modeling of ribose 2′-O methylation on N1 to mimic
Cap1-mRNA shows that the methyl group would clash with these
protein residues (Fig. 8A). Rotating the methyl group away introduces a steric clash with the RNA itself and interferes with the
water network. Interestingly, N2 ribose methylation is also predicted to disrupt RNA binding to IFIT1, because of hydrogen
bonds with H289 and steric hindrance by Q290 (Fig. 8A and Fig.
S6A). Thus, the IFIT1 tunnel is restricted to interact with RNAs
not methylated at these 2′-hydroxyls.
Consistent with this finding, either N1 or N2 methylation of
HCoV and GGG42 RNAs is sufficient to disrupt binding with up
to 2.5 μM IFIT1 (Fig. 8B and Fig. S7 A and B). Surprisingly, at
the same concentrations, individual N1 or N2 methylation only
partially reduced the interaction between IFIT1 and MHV
RNA, and combining both was required to fully abolish binding
for this sequence (Fig. 8B and Fig. S7 A–C). This RNAdependent effect is likely because of the longer overhang and
decreased secondary structure stability of the MHV sequence
compared with HCoV/GGG42 (Fig. 1A and Fig. S1B), allowing
it to maintain relatively strong binding to IFIT1, even when
modified with a single ribose methylation, and requiring the
additive effect of multiple methylations (N1+N2) to avoid
IFIT1 recognition. However, we cannot rule out the existence of
RNA-sequence or other structural elements within MHV that
intrinsically enhance its affinity for IFIT1. At higher protein
concentrations (5 μM IFIT1) where nonspecific interactions may
play a role, the additive effects of N1+N2 ribose methylations
also became apparent for the GGG42 RNA (Fig. S7 D and E).
Consistent with the above findings, single N1 or N2 methylation of
the reporter mRNA reduced IFIT1 inhibitory activity in translation
assays by ∼10-fold (IC50 ∼ 1 μM) (Fig. 8C), whereas translation of
Cap1- and Cap0N2Me-mRNA was still strongly inhibited by 5 μM
IFIT1. This finding intriguingly suggests that N1- or N2-methyl steric
hindrance can be overcome at very high IFIT1 concentrations, possibly from nonspecific RNA interactions contributed by the solvent
exposed groove of IFIT1. As before, combining N1 and N2
methylations (Cap2 reporter) resulted in a striking rescue of translational inhibition, restoring FF levels to 90% even in the presence
of 5 μM IFIT1 (Fig. 8C). Taken together, our combined structural
and functional analysis confirms the role of N1 methylation in interfering with IFIT1 inhibitory activity, and reveals an analogous
function for N2 methylation. Importantly, our data suggest that the
combination of N1 and N2 methylation, as found in nearly half of
endogenous mRNAs, produces an additive and potentially synergistic protective effect against IFIT1 recognition, which is particularly evident under circumstances where IFIT1 can overcome
individual 2′-O methylation in an RNA-dependent or protein
concentration-dependent manner.
To further confirm the importance of 2′-O methyl sensing for
IFIT1 activity, we mutated the residues predicted to clash with
N1 or N2 ribose methylations, and tested their impact on RNA
binding and translational inhibition (Fig. 8 D and E). At N1,
E2112 | www.pnas.org/cgi/doi/10.1073/pnas.1612444114

Y157F had only a minor effect on capped RNA binding, but both
R187H and R187A abolished the interaction. At N2, mutating
either H289 (H289A) or Q290 (Q290E) partially reduced binding,
and combining either mutant with Y157F (DM-YH, Y157F/
H289A; or DM-YQ, Y157F/Q290E) completely disrupted binding. Translation assays also showed reductions in IFIT1 inhibitory
activity for all mutants, with R187H and the two double mutants
having the greatest effect. It should be noted, however, that these
residues are highly conserved (Fig. S4M), and as such, play an
integral role in general RNA binding that extends beyond 2′-O
methyl sensing (Fig. S6 A and B). Thus, capped-RNA recognition
and 2′-O methyl sensing by IFIT1 are two tightly linked processes
that have likely coevolved.
Functional Validation of IFIT1 Activity Against 2′-O Methyltransferase
Deficient Human Coronavirus. Human IFIT1 has been shown to in-

hibit replication of viruses lacking N1 ribose 2′-O methylation, such
as HCoV 229E bearing a D129A (DA) mutation in its viral 2′-O
MTase gene (18). Therefore, to functionally validate our results in a
biological context, we tested the antiviral activity of IFIT1 RNAbinding mutants against wild-type HCoV 229E and HCoV 229E
DA. First, we verified that the IFIT1 mutants used in cell-based
assays (R187H, W147M, Y157F, and Q290E) disrupted the
interaction with Cap0-HCoV RNA (Fig. S7F). Next, we reconstituted Flp-In T-REx 293 IFIT1 knockout cells with human
IFIT1 or IFIT1 mutants, and assayed HCoV growth in these cells
(Fig. 8 F and G). Although expression of a control protein (GFP)
led to comparable accumulation of both wild-type and DA virus in
the supernatant of infected cells, expression of IFIT1 significantly
reduced growth of the DA mutant virus, but not wild-type virus
(Fig. 8F). In contrast, IFIT1 R187H, which disrupts interactions
with the cap ribose and bridging triphosphate (Fig. 3 E and F),
was unable to impair HCoV 229E DA virus growth (Fig. 8F).
Similarly, W147M, which disrupts cap recognition, or Y157F and
Q290E, which impair binding to Cap0-HCoV RNA (Fig. S7F), lost
their antiviral activity against HCoV 229E DA (Fig. 8G). Thus,
IFIT1 binding to 2′-O unmethylated viral RNA is required for its
antiviral properties.
Discussion
The ability of many viruses to cap their mRNA and mimic the
host’s allows them to hijack a cell’s translational machinery and
replicate new virus particles. To counteract this, host cells have
evolved as part of their antiviral program, the IFIT proteins. By
competing with eIF4E/eIF4F for binding to capped RNA,
IFIT1 can prevent viral propagation by latching onto the ends of
mRNA and preventing assembly of ribosomal initiation complexes (18, 19). Whereas recognition of the cap by eIF4E and
other cap-binding proteins occurs in a highly specific manner (31,
37), we surprisingly found that recognition of the cap moiety by
IFIT1 is instead nonspecific with regards to both sequence and
structure. Through its highly water-filled cap-binding pocket,
IFIT1 can accommodate not only bona fide cap in different
orientations, but also an unmethylated cap, adenine cap, and
presumably other structures too. This built-in plasticity may in
part be to allow IFIT1 to maintain a broad spectrum of antiviral
activity, and to thwart the ability of viral structures to rapidly
evolve. Another possibility is that IFIT1 genes simply have not
had enough time to evolve exquisite cap specificity, because they
emerged relatively recently in evolution [jawed vertebrates (12)]
compared with eIF4E and CBC, which are essential genes in all
eukaryotes (34, 35). Regardless, the penalty for this plasticity is
likely a reduction in affinity for the cap moiety and in this respect, the recognition of nucleotides beyond the cap provides
IFIT1 the additional affinity required to compete with an otherwise very tight eIF4F–5′-cap complex.
The recognition of cap-proximal nucleotides by IFIT1 also plays
a critical role in discerning self from nonself. Our structural
analysis revealed that IFIT1 forms a tight interacting surface
around the ribose 2′-hydroxyls of N1 and N2, thus preventing
recognition of endogenous mRNAs methylated at these positions
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clash with N1 and N2 methylations. (Right) In silico rigid body modeling of N1 and N2 methylations (purple dots). (B) SYBR Gold-stained EMSAs between
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and restricting IFIT1 activity to unmethylated viral mRNAs. This
finding is supported by a comprehensive gel-shift analysis that
showed a preference for recognizing Cap0 structures over N1 or
N2 methylated RNA, in vitro translation assays that showed a
reduction in IFIT1’s ability to inhibit translation of N1 or N2
methylated mRNA reporters, and human coronavirus infectivity
assays that showed enhanced IFIT1 antiviral activity when viral
N1 methylation was mutated. In this way, IFIT1 effector function
complements RIG-I receptor activity (summarized in Fig. S7 H–J),
as RIG-I detects blunt-ended, base-paired PPP- and Cap0-RNAs
to up-regulate IFIT1 and other ISGs (8, 9).
Cellular N1 methylation was generally thought to be the primary determinant of self, protecting endogenous mRNA from
IFIT1 recognition, but we discovered that the ability to discern
between Cap0 and Cap1 structures is diminished for one of our
RNAs (MHV) (Fig. 8B), an effect that is possibly linked to its 5′sequence or secondary structure. This finding is in accordance
with a recent study by Daugherty et al., who demonstrated that
human IFIT1 can target both Cap0 and Cap1 mRNAs when
overexpressed in a yeast system (12). Furthermore, while this
manuscript was under revision, Young et al. similarly showed
that N1 methylation of a reporter gene only partially reduced its
sensitivity to human IFIT1 in an in vitro translation system (44).
Interestingly, using viral mRNA in the same system, Young et al.

also noted potential RNA-dependent effects for N1 methylation.
Taken together, these observations lead to the conclusion that
N1 methylation alone may not be enough to protect all endogenous mRNAs from IFIT1, and that there are other determinants
of self that govern IFIT1 activity.
Our structural and functional analysis reveals that N2
methylation by CMTr2 could fulfill this role, providing an
additional safeguard against aberrant recognition of mRNAs
that are otherwise susceptible to IFIT1 (Fig. 8B). However, as
Cap2 structures are not as ubiquitous as Cap1 (40), other elements
may prevent self-recognition. For example, actively translating
mRNAs are generally found in preformed mRNP complexes and,
as indicated by our order-of-addition experiment (Fig. 1C), would
be protected from IFIT1 competition. Similarly, newly synthesized
mRNAs undergo a pioneer round of translation directed by the
CBC (45), which may also offer protection from IFIT1. Adenosine
N6-methylation of the first transcribed nucleotide is another
modification that accompanies ribose N1 methylation on ∼20–
30% of cellular mRNAs, in the form of N6,O2′-dimethyladenosine (m6Am) (46, 47). Our structure suggests that m6Am could
protect self-mRNAs by disrupting water-mediated interactions
and impinging on nearby residues (Fig. S6 A and E), and thus merits
further investigation. Finally, cap-proximal secondary structure
PNAS | Published online March 1, 2017 | E2113
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elements could combine with mRNA modifications to further
prevent self-recognition.
To what extent do viruses exploit these mechanisms to alter
IFIT1 activity? Our observations support the model whereby
viral N1 methylation evades or dampens IFIT1 activity (Fig. 8 F
and G), and is consistent with previous studies showing enhanced
sensitivity of coronaviruses and flaviviruses to IFIT1 when viral
N1 methylation was mutated (18, 23, 24, 26). Similarly, Young
et al. recently showed that parainfluenza virus type 5 (PIV5) was
more sensitive to human IFIT1-mediated restriction than PIV3,
partly because PIV5 mRNAs were not completely N1methylated during infection (44). On the other hand, vesicular
stomatitis virus (VSV) has been shown to uniformly N1methylate its mRNAs in vivo (48, 49), yet it remains sensitive
to IFIT1 restriction (12). One explanation is that the short and
potentially unstructured 5′ UTRs of VSV mRNAs could allow
IFIT1 to overcome N1 methylation (as described here for MHV
RNA). Alternatively, VSV mRNAs may display another pattern
specifically recognized by IFIT1 (as proposed by Daugherty
et al.), such as RNA-sequence or -structural elements (12).
Further work is needed to validate either notion, and to determine if this ability to overcome viral N1 methylation is an adaptation that allows IFIT1 to target other Cap1-containing
viruses, or if it is restricted to VSV and related viruses.
IFIT1B (which includes mouse Ifit1) is the only other IFIT
family member known to specifically recognize capped RNAs to
inhibit viral replication (18, 19). Our analysis supports the notion
that both proteins use a similar mode of cap-recognition, and
thus should display overlapping antiviral activities. However,
recent evidence suggested otherwise (12). Based on our structural and functional data, we propose that both IFIT1 and
IFIT1B can target Cap0-containing viruses, but they may differ
in their sensitivity to cap-proximal modifications, such as methylation, RNA-sequence, or RNA-structure. These differences
and underlying molecular mechanisms are not entirely clear yet,
but one possibility is that the ability to overcome N1 methylation
in an RNA-dependent manner could distinguish IFIT1 from
IFIT1B proteins, and may explain why IFIT1 overexpression
inhibited wild-type VSV replication (a Cap1-containing ssRNA
virus), whereas IFIT1B overexpression did not (12). Regardless,
in humans IFIT1B appears to be nonfunctional, and has been
deleted or pseudogenized in several other mammals, consistent
with the notion that widespread viral evasion strategies (e.g.,
N1 methylation) have generally defeated IFIT1B (12), whereas
IFIT1 was retained possibly because of its adaptable nature.
Taken together, through a relatively nonspecific cap-binding
pocket and a potentially plastic RNA binding mechanism,
IFIT1 appears to have grafted adaptability onto an otherwise
germ-line–encoded member of the innate immune system, to
broadly defend against rapidly evolving viral pathogens. At the
same time, the host evolved multiple mechanisms that combine to
limit detrimental IFIT1 activity against endogenous mRNAs.
Clearly, further work is needed to validate the physiological relevance of these notions, particularly with respect to understanding
how IFIT1 can overcome N1 methylation in an RNA-dependent
manner, the differential specificities of IFIT1 and IFIT1B proteins,
and if viruses exploit CMTr2 and other enzymes to modify their
mRNA and evade IFIT1. Finally, it has been established that
human IFIT1 can form complexes with other IFIT family members
(IFIT2 and IFIT3) and several host factors (17), which could play a
role in modulating self- vs. nonself-mRNA recognition and translational inhibition. Our structural and functional analysis of IFIT1capped RNA interactions will provide a framework for future
structure-guided studies of IFIT function. Moreover, these efforts
will provide important contributions to the development of mRNA
therapeutics and to vaccine design, as emerging research suggests
1. Pelletier J, Graff J, Ruggero D, Sonenberg N (2015) Targeting the eIF4F translation
initiation complex: A critical nexus for cancer development. Cancer Res 75(2):250–263.
2. Bélanger F, Stepinski J, Darzynkiewicz E, Pelletier J (2010) Characterization of hMTr1,
a human Cap1 2’-O-ribose methyltransferase. J Biol Chem 285(43):33037–33044.
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that rendering viruses more susceptible to IFIT1-like antiviral responses, by inhibiting their mRNA 2′-O methylation or modifying
their 5′-secondary structure, is a strategy for the rapid development
of live, attenuated vaccines (e.g., refs 21–24).
Materials and Methods
Detailed discussions of the materials and methods used in this study are
provided in SI Materials and Methods.
Protein Expression and Purification. IFIT proteins, RNMT (Human N7-MTase),
and TbMTr2 (Trypanosoma brucei Cap2 MTase) were expressed in
Escherichia coli, and purified by Ni-affinity, ion-exchange, and size-exclusion
chromatography. CMTr2 (Human Cap2 MTase) was expressed in Sf9 insect cells
and purified by Ni-affinity and size-exclusion chromatography.
IFIT1 Crystallography. IFIT1 monomeric mutants (L457E/L464E or N216A/L457E/
L464E) were purified to homogeneity and mixed with molar excess chemically
synthesized oligos (see SI Materials and Methods for synthesis, purification,
and MS of oligos) and crystallized in 27–32% (vol/vol) PEG 200, 0.1 M Tris pH
8.1, and 200 mM CaCl2. Crystals were flash-frozen in liquid nitrogen without
additional cryoprotection, and diffraction data were collected at Canadian
Light Source beamline 08ID-1 (Table S1). Initial structures were determined
by molecular replacement, subsequent structures by rigid body refinement.
RNA EMSA. RNAs for EMSAs were prepared using T7 RNA polymerase and purified by denaturing PAGE. Appp-GGG42 was capped cotranscriptionally; other
modifications were performed with CIP (New England Biolabs), vaccinia capping
enzyme (New England Biolabs), Cap1 2′-O MTase (New England Biolabs), or
home-made CMTr2 or TbMTr2. All 5′ caps and RNA sequences were confirmed
by LC/MS. RNA sequences and mass spec summary are in Tables S2 and S3,
respectively. The 3′-end labeling of m7Gppp-43 with pCp-Cy5 was performed
with T4 RNA ligase (New England Biolabs). For EMSAs, purified proteins and RNA
were mixed at the indicated concentrations in each figure, and resolved by
native PAGE [1× TBE, 10% (vol/vol) gels]. Bands were visualized with SYBR
Gold and UV imaging (unlabeled RNA), or with a Typhoon R3 imager (for
pCp-Cy5 labeled RNA). Band densitometry was performed with ImageJ.
Reporter mRNA Preparation and in Vitro Translation Assay. The bicistronic
reporter (5′-UTR sequence is in Table S2) was in vitro transcribed with
SP6 RNA polymerase in the presence of either m7GpppG, GpppG, or
ApppG RNA Cap Analog (New England Biolabs). N1/N2 methylations were
performed post transcriptionally using mRNA Cap1 2′-O MTase (New
England Biolabs) and/or TbMTr2. In vitro translations were set up at a
final volume of 10 μL with 4 ng/μL reporter mRNA (∼4 nM final) and 1 μL
protein in untreated Krebs-2 extracts, and performed as described in SI
Materials and Methods.
Virus Infectivity Assay. Flp-In T-REx 293 IFIT1−/− cells were cotransfected with
plasmids for IFIT1 and CD13 (HCoV receptor). Cells were treated with
20 units of IFN-β or left untreated and 24 h later infected with HCoV 229E
wild-type and HCoV 229E DA with a multiplicity of infection of 1 and 1.25,
respectively. Eighteen hours postinfection, virus accumulation was tested by
quantitative RT-PCR or TCID50 analysis.
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The arms race between viruses and their hosts greatly advanced both, the viral strategies to exploit the host cell as well as the host defense system. Over the course of
evolution, the host cell developed simple but eﬀective mechanisms to detect and clear
viral pathogens and thereby adapted to the sophisticated strategies viruses themselves
evolved to evade the cellular defense system. The repertoire of host cells include pattern
recognition receptors which are able to speciﬁcally sense viral genetic material, that lacks
features host nucleic acids evolved to have. Moreover, host restriction factors represent
a simple yet eﬀective method to contain virus growth and nucleic acid turnover serves as
an eﬀective instrument to clear the cell from nucleic acids and thereby prohibits further
virus spread. In this dissertation, I identiﬁed novel aspects of the host defense system. In
particular, I present a novel strategy of the host to speciﬁcally degrade viral and furthermore insights into how a restriction factor inhibits translation of capped viral transcripts.
Novel aspects in antiviral immunity
The full potential of antiviral immunity is not yet known. However, in recent years it
became clear that sensing by pattern recognition receptors and the subsequent induction
of cytokines and type I interferons is not the only layer of nucleic acid immunity. Another
layer of complexity was added, when ﬁrst insights revealed speciﬁc degradation of viral
nucleic acids. In general, RNA degradation is a process that is tightly regulated in order
to regulate the abundance of mRNA and to spot aberrant cellular RNAs that need to be
degraded. Targeted degradation of mRNA lowers the expression levels of speciﬁc proteins
and thereby recycles the nucleotides needed for the synthesis of other transcripts the
cell requires. The RNAs degraded by 5’- and 3’-exonucleases also include viral nucleic
acids. However, the proteins involved to speciﬁcally degrade pathogenic nucleic acids
are not known yet. Comparing the RNA degradation mechanisms of eukaryotes and
prokaryotes revealed some striking similarities. mRNAs of both kingdoms are protected
from degradation by either a 5’-cap structure in case of eukaryotes or a 5’-PPP group in
case of bacteria. In order to be degraded, both chemical structures need to be removed.
Notably, removal of the 5’-cap structure by DCP2 and dephosphorylation of the 5’-PPP
group by RppH involves two proteins of the Nudix hydrolase family of proteins. Given
that the genetic material of RNA viruses is chemically very similar to the mRNA of bacteria I took this assumption as a starting point to explore potential phosphatases of the
human Nudix hydrolase family to use PPP-RNA as a substrate. In the work presented
here, I could identify a novel mechanism involving NUDT2 that is speciﬁcally preparing
5’-PPP RNA substrates for degradation by the exonuclease XRN1. Furthermore, this
mechanism seems to be universal and demands no speciﬁc sequence or structural feature
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of the RNA substrate. Since the activity of Nudix hydrolases and especially of NUDT2
is conserved throughout evolution, this form or immunity may represent an ancient
defense mechanism. Using Vesicular Stomatitis Virus (VSV) as model virus elucidated
the antiviral capacity of NUDT2 in mouse embryonic ﬁbroblasts and its importance is
highlighted by the impact on the mortality of VSV infected mice that lack the Nudt2
gene. The RNA of VSV serves as an ideal substrate for NUDT2 since its 5’-end is
triphosphorylated and VSV is replicating in the cytoplasm of infected cells. Besides
being localized to the cytoplasm, NUDT2 is also found in the nucleus. Since other
classes of RNA viruses (e.g. IAV) use the nucleus of the host cell for their replication
purposes, NUDT2 could serve as a broad acting surveillance system for viruses bearing
5’-PPP groups. Further studies, including diﬀerent classes of RNA viruses as well as
DNA viruses will give more detailed insights into the speciﬁcity of NUDT2. Already
previously it was shown that the RNA of HCV is degraded in an XRN1 dependent
manner 150 . However, it was unclear how the 5’-PPP RNA is prepared for degradation
by the exonuclease XRN1 that strictly uses only 5’-monophosphorylated RNA as a
substrate. It was hypothesized by Stanley Lemon and others 121;151;152 that an as yet
unidentiﬁed cellular pyrophosphatase would need to remove phosphates from the 5’-end
of viral RNAs to make it amenable for XRN1 cleavage. The mechanism of NUDT2 to
remove phosphates from 5’-PPP RNA substrates to launch RNA degradation represents
the ﬁrst mechanism of a RNA degradation pathway that speciﬁcally targets viral RNAs.
Several publications already emphasized the importance of viral RNA degradation
or implied cellular proteins and pathways relevant for viral RNA degradation. This
included both canonical cellular RNA turnover routes, the 5’-3’ decay mediated by
XRN1 or 3’-5’ degradation by the exosome complex. However, none of the published
data showed a targeted viral RNA degradation. NUDT2 could serve this role, since
5’-PPP RNAs are not present in cells under steady-state conditions and enter the cells
only through virus infection. At the current stage, the observed phenotype is correlative
since we could not show an active degradation of a speciﬁc viral RNA. To address this
point, it would be insightful to develop targeted experiments, for instance pulse-chase
experiments, which allow to unequivocally determine the stability of viral and cellular
RNAs.
The relevance of NUDT2 is as well emphasized by the fact that many viruses evolved
a variety of mechanisms to shield their triphosphorylated RNA ends to evade such a
degradation mechanism. Many viruses hide from NUDT2 by protecting their nucleic
acids with a 5’-cap structure just as their host does. The capping of host mRNAs takes
place in the nucleus, therefore many viruses that replicate in the cytoplasm either achieve
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a cap structure by encoding for their own capping machinery or by abducting it from
cellular mRNAs in a process called cap snatching 153 . Other viruses like Picornaviruses
bear a structural element at their 5’-end called internal ribosome entry site (IRES) that
could oﬀer a barrier for exonucleases 154 . Some RNA viruses also protect their RNA by
the attachment of a viral genome-linked protein (VPg). HCV employs an unconventional
mechanism to stabilize its RNA by recruiting miR-122 to its 5’-end. This liver-speciﬁc
miRNA was shown to protect the viral nucleic acids from degradation by XRN1 155 . In
addition, counter-measures of other plus-strand RNA viruses (e.g. ﬂaviviruses) could be
the formation of membranous replication factories that shield the viral nucleic acids
from cellular proteins 156 . It is not clear yet, how NUDT2 would gain access to such
cellular compartments or if the impact of NUDT2 on growth of those viruses is indeed
limited by these viral counter-mechanisms. Screening more viruses would enhance our
understanding of the comprehensiveness by which NUDT2 initiates RNA degradation.
An important point to consider is the impact of NUDT2 on the functionality of the
innate immune system. NUDT2 is constitutively expressed and not induced upon
stimulation by type I interferons (Philipp Hubel, unpublished data). However, NUDT2
is removing triphosphates from viral RNAs and may thereby modulate the stimulatory
potential of viral PAMPs. It could well be, that the activity of NUDT2 needs to be
tightly regulated in order to allow a proper immune response besides the clearance of
viral genomic material. This could either involve a kinetic regulation where pattern
recognition receptors like RIG-I ﬁnd enough time to sense their putative ligand and
initiate an antiviral response or a spatial separation of NUDT2 and pattern recognition
receptors in diﬀerent cellular compartments or cytoplasmic sub-compartments induced
by speciﬁc viruses. Moreover, NUDT2 could potentially be held in an inactive state
by other proteins bound to it. Stimulation with cytokines like type I interferons may
abrogate these inhibitory factors and release fully active NUDT2. Identifying potential
interaction partners of NUDT2 by aﬃnity puriﬁcation coupled to mass spectrometry
would give valuable insights into such a potential regulation mechanism of NUDT2
on the protein level. Such ﬁndings could theoretically be used to develop therapeutic
antiviral strategies. Boosting NUDT2 activity by modulating its activity would elevate
the degradation of viral nucleic acids and decrease virus load.
In this PhD work, I chose growth of Vesicular stomatitis virus as functional readout to
discover mammalian pyrophosphatases able to initiate a viral RNA degradation pathway.
Thereby I found exclusively NUDT2 to have an impact on virus growth and the ability
to release phosphates from a triphosphorylated RNA substrate. However, it could well
be that other mammalian Nudix hydrolases have redundant functions. Testing their
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potential on growth of other viruses including viruses with for instance capped nucleic
acids could reveal the importance of other Nudix proteins. Moreover, I cannot exclude
that NUDT2 had redundant function to other proteins. It could be that alternative
cellular phosphatases similarly prepare viral RNA for degradation by nucleases. Most
cellular phosphatases use post-translationally modiﬁed proteins as substrate and were
not shown to be active on RNA. Another prerequisite for 5’-3’ degradation of the RNA
body would be a remaining monophosphate group since OH-RNA cannot serve as
substrate for XRN1.
Further roles of dephosphorylation by NUDT2 in cellular homeostasis

The novel role of NUDT2 introduced here raises the question of cellular triphosphorylated RNA substrates for NUDT2. The principal substrate of NUDT2 is the thermal or
genotoxic stress-induced diadenosine tetraphosphate (Ap4A) 157 . It is synthesized by a
number of proteins including DNA ligases, ﬁreﬂy luciferase and most aminoacyl-tRNA
synthetases 158 . Besides some other proteins, NUDT2 plays the major role in cleaving
Ap4A to reduce intracellular levels 159 . Intracellular Ap4A was implicated to act as a
second messenger, as transcriptional regulator and to be involved in the regulation of
DNA replication 160;161 . 5’-PPP RNA as a substrate for NUDT2 was not indicated so far.
However, with the new role identiﬁed here one could speculate that besides clearing the
cell from viral triphosphorylated nucleic acids, endogenous triphosphorylated RNAs can
serve as substrate as well. Only little is known about the presence of such endogenous
5’-PPP RNAs. Most nucleic acid species generated by the RNA polymerases in the
nucleus are processed and modiﬁed in such a manner, that no stimulatory motif is
present when being exported to the cytoplasm. However, some Pol-III transcripts
including 5S rRNA and many ncRNAs were not shown to be modiﬁed at the 5’-end and
probably bear triphosphorylated 5’-ends. Although, being mostly sequestered in protein
complexes (e.g. 5S rRNA in ribosomes, vault ncRNA in the major vault complex) such
endogenous 5’-PPP RNAs would be highly stimulatory by activating the intracellular
pattern recognition receptor RIG-I. It may be that another essential function of NUDT2
involves rendering such potential stimulatory self-nucleic acids harmless. This would
put NUDT2 on par with nucleases like TREX1 or DNase II that clear the cell from selfstimulatory DNA molecules and prohibit the development of autoinﬂammation through
a chronic induction of type I interferons. However, several important questions remain
to be solved. In light of improvements of increasingly sophisticated, sensitive and fast
genomics methods, mutations in the genome of patients with type I interferonopathies
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could elucidate the importance of NUDT2 in the onset of autoinﬂammatory diseases.
Moreover, exploring the identity of potential stimulatory endogenous RNA molecules or
the identiﬁcation of triggers that lead to the release or detachment of such RNAs in the
cytosol would greatly enhance our understanding of type I interferonopathies.
Antiviral restriction factor specificity
A further aspect of my work stresses the counter mechanisms cells evolved to contain
viral replication. The restriction factor IFIT1 sequesters capped viral RNAs lacking
methylation marks host mRNAs normally have. By binding to these RNAs the translation of speciﬁcally viral transcripts is inhibited. Interestingly, the crystal structure of
IFIT1 with capped RNA revealed that the cap-binding pocket is relatively unspeciﬁc.
Besides accommodating the canonical m7G-cap structure, unmethylated cap structures
and adenine caps could as well ﬁt. A stricter speciﬁcity is introduced by a tight tunnel
that excludes methylation on the ribose of the ﬁrst (N1) and second nucleotide (N2).
Previously, N1 methylation alone was thought to be a suﬃcient feature of self. However,
observations from the crystal structure and experimental data of others 162;163 suggest
that probably N2 methylation could provide an additional layer of safety to protect
cellular mRNAs from IFIT1 restriction. This novel insights could potentially aid the
development of live attenuated vaccines that only recently with the development of a
2’-O-methyltransferase mutant dengue virus showed promising ﬁrst results 164 .
Together with IFIT5, IFIT1 was originally described as a PPP-RNA binding protein.
However, diﬀerences is some key residues are responsible that IFIT1 is able to bind
capped-RNA, whereas access to the cap-binding pocket is blocked in IFIT5. Replacement
of an arginine residue in IFIT1 to a threonine residue in IFIT5 causes several residues
to be pulled into the putative cap-binding pocket, which is then blocked. Interestingly,
nonplacental mammals seem to have an IFIT5-like protein that still carries the arginine
residue as IFIT1 does. These proteins therefore probably show a hybrid IFIT5/IFIT1
function and present a genealogical IFIT5/IFIT1 precursor protein. Together, the
work presented in this dissertation provides novel insights into important areas of
nucleic acid immunity. Restricting virus replication and spread is the most important
objective innate immunity is able to accomplish and represents an eﬃcient and powerful
mechanism to prevent detrimental outcomes for the organism.
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Bujnicki. Rna methyltransferases involved in 5’ cap biosynthesis. RNA biology,
11:1597–1607, 2014.
[10] J Zhao, L Hyman, and C Moore. Formation of mrna 3’ ends in eukaryotes:
mechanism, regulation, and interrelationships with other steps in mrna synthesis.
Microbiology and molecular biology reviews : MMBR, 63:405–445, June 1999.
[11] Y Huang and G G Carmichael. Role of polyadenylation in nucleocytoplasmic
transport of mrna. Molecular and cellular biology, 16:1534–1542, April 1996.
[12] A. Gregory Matera, Rebecca M. Terns, and Michael P. Terns. Non-coding RNAs:
lessons from the small nuclear and small nucleolar RNAs. Nature Reviews Molecular
Cell Biology, 8(3):209–220, mar 2007.
[13] John Karijolich and Yi-Tao Yu. Spliceosomal snrna modiﬁcations and their
function. RNA biology, 7:192–204, 2010.
[14] Thomas M. Carlile, Maria F. Rojas-Duran, Boris Zinshteyn, Hakyung Shin, Kristen M. Bartoli, and Wendy V. Gilbert. Pseudouridine proﬁling reveals regulated
mRNA pseudouridylation in yeast and human cells. Nature, 515(7525):143–146,
nov 2014.
[15] Schraga Schwartz, Douglas A. Bernstein, Maxwell R. Mumbach, Marko Jovanovic,
Rebecca H. Herbst, Brian X. León-Ricardo, Jesse M. Engreitz, Mitchell Guttman,
Rahul Satija, Eric S. Lander, Gerald Fink, and Aviv Regev. Transcriptome-wide
mapping reveals widespread dynamic-regulated pseudouridylation of ncRNA and
mRNA. Cell, 159(1):148–162, sep 2014.
[16] Xiaoyu Li, Ping Zhu, Shiqing Ma, Jinghui Song, Jinyi Bai, Fangfang Sun, and
Chengqi Yi. Chemical pulldown reveals dynamic pseudouridylation of the mammalian transcriptome. Nature Chemical Biology, 11(8):592–597, jun 2015.
[17] Françoise Wyers, Mathieu Rougemaille, Gwenaël Badis, Jean-Claude Rousselle,
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Klipp, Andreas Herrmann, Max Flöttmann, and Christian Sieben. Viral RNA
degradation and diﬀusion act as a bottleneck for the inﬂuenza a virus infection
eﬃciency. PLOS Computational Biology, 12(10):e1005075, oct 2016.
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Calderón-Montaño, Cecilia Lindskog, Per-Henrik Edqvist, Damian J. Matuszewski,
Hammou Ait Blal, Ronnie P. A. Berntsson, Maria Häggblad, Ulf Martens, Matthew
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