	A
	[image: image1.png]percent

(G => &) mean=0.96823

w w

“ Sa

= B

o o

35 0 o 35 0 5
crtoncoffint cntatoncoffint
T )0 6558 (6o Qom0 575

w w

“ Sa

= B

o o

35 0 5 35 0 o
oo coffint oo coffint

o (T €y oo 5660 G T & a0 7391

w w

“ Sa

= B

o o

35 0 5 35 0 5

caneation coefficent

caneation coefficent





	B
	[image: image2.png]percent

Am (o

5600
= .
-
£

)
S ————— .- |
oy T
T o)
= .
sy B |
oy T
BRI )
= .
= o
o £
)
e A e

log0p-value)

log0p-value)






Figure S7 Distribution of expression similarities for the different types of single nucleotide substitutions.
Pearson correlation coefficients (A) and corresponding p-values (B) were calculated for the mean expression profiles observed in shared conditions of pairs of motifs from the filtered core dataset that differ by a single nucleotide and share at least one condition where they both display significant expression coherence. For the purpose of plotting the p-value histograms very small p-values were conservatively set to 1e-06. Since both the original motif and the substituted motif are members of the filtered core dataset complementary substitutions were pooled together, rather than counting them twice.
