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Supplemental Figure S1 Comparing CAGE-defined TSSs of human and other
species in alignable regions (A) Assessing how many CAGE-defined non-human
TSSs (‘robust’ annotations) that can be aligned to the human genome have CAGE-
defined TSSs within the corresponding loci (mapped TSS locus+100bp, same
transcriptional strand) in human (compared to human ‘robust’ and ‘permissive’
annotations respectively). Inside the brackets are numbers of mapped TSSs between
two species. (B) Comparing the expression levels of the alignable non-human TSSs
with robust CAGE signal in human homologous loci to those without robust CAGE
signal in human. “Max. expression” means the maximum expression level across all
samples for each TSS, using the expression data from FANTOM. Statistical
significance was calculated using the Wilcoxon rank sum test (“***” p <0.001). For
those non-human TSSs that can be aligned to human genome but don’t have CAGE-
defined TSSs in human, it could be due to: 1) lack of CAGE-seq data for tissues/cell
types/developmental stages expressing such TSSs in human; 2) very low expression
in human thus difficult to detect by current techniques; and 3) no expression in human
at all (i.e. the “expression turnover without sequence turnover” scenario defined in
Young et al. 2015).



