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Supplemental Figure S19 Meta-profiles of functional signatures in GM 12878 cell
line for different TSS subgroups, defined by transcript types. (A) For ‘primate’
TSS subgroups. (B) For ‘hominid’ TSS subgroups. Statistical significance was
calculated using the one-tailed Wilcoxon rank sum tests (“*”, p < 0.05; “**” p < 0.01;
“rEE” p <0.001).



