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Figure 25| Analysis of Npa3 binding to peptides derived from Rpb2, Rpb3, Rpb5, Rpb6, Rpb9, Rpb11 and Rpb12. 
Boxplot representation of the heatmap describing the Npa3 peptide-binding landscape in the presence of GTP, GDP and 
GMPPCP, respectively. Control experiments were performed without Npa3 and nucleotides to test cross-reactivity of the anti-
His antibody. Intensity distribution is shown in logarithmic scale. Peptides with signal intensity <3.5 were defined as unbound 
(grey area). Red boxes indicate false-positive binding of the antibody to the peptides, either directly or in overlapping regions. 
These peptides were not used for further analysis. Peptide numbers are shown for Npa3 binding peptides above the boxplots.  
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