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0.254

0.00

—0.25-

LI

—

-0.50-

G

OR

AND

ecificit
(targeFt) gene)y

tissue-s

slope

TSS distance
H3K27me3
EP300
H3K9me3
CTCF
DNase
POLR2A
ATAC
POLR2ApS5
H3K4me3
H3K4mef1
H3K27ac
H3K36me3

chromatin activity (sum of features)

- | low [tissue-specif. (target gene
- P (target gene) 67% eQTLs

| [high| chromatin activity at SNV [ 33% not eQTLs

r tissue-specif. (target gene)
L chromatin activity at SNV

23% eQTLs
77% not eQTLs




