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Figure S7. Nucleosome occupancy in robustness-conferring sequences.
(A) The unc-47 locus of C. elegans, shown from the next annotated upstream gene (epac-1) to the 
end of unc-47 transcript (teal boxes depict exons, lines depict introns, gray boxes depict UTRs). The 
extent of C. elegans full-length and proximal promoters used in experiments are shown with black 
bars. Blue and yellow colors represent nucleosome depletion and enrichment, respectively. The 
data are derived from the “adjusted nucleosome coverage” track as experimentally determined by 
Valouev et al. (2008) and accessed via UCSC genome browser. The scale of adjusted nucleosome 
coverage is indicated on the left. (B) Trinucleotide bins, based on the data presented in Valouev et 
al. (2008) Figure 7. (C) Enrichment/depletion of three categories of trinucleotides in four sequences 
that confer robustness relative to the sequence of the pPD95.75 vector ( log scale). (D) 
Enrichment/depletion of three categories of trinucleotides in proximal and distal unc-47 promoters  
from C. elegans, C. briggsae, C. brenneri and C. remanei relative to the sequence of the pPD95.75 
vector (log scale). (E) Nucleosome occupancy of the 1kb fragment from the C. elegans daf-25 locus 
used in the experiment shown in Figure 5B and of the 1kb fragment from the C. elegans let-2 locus 
used in the experiment shown in Figure 5C.


