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Supplementary Figure 10. U1-PAS axis at mRNA:mRNA and IncRNA:mRNA gene pairs.
1047 and 629 mRNA:mRNA and IncRNA:mRNA gene pairs, respectively, were analyzed similarly
as in Fig la, Fig. 2a, and Fig. 2c, except that larger bins were used (500 bps bin for PAS and 100
bps bin for U1) to smooth the curve due to the low number of genes used to make the plot. For
mRNA:mRNA gene pairs position zero represents the TSS of all genes on the + strand. For

IncRNA:mRNA gene pairs position zero represents the TSS of the coding gene.



