
Figure S3.

We’ve included three plots below including: (A) Barplot of mean mutational exposures of three
mutational signatures by sex, age groups, smoking status and tumor sites based on the results derived
from pmsignature; (B) Same plot as the previous one based on the results derived from HiLDA; (C) 95%
credible interval of differences in mutational exposures by sex, age groups, smoking status and tumor sites
based on the results derived from the posterior distributions of concentration parameters ααα . Notably, the
distributions of mutational exposures over three signatures by smoking status and tumor sites are different
from that by sex and age groups, which is resulted from the incomplete information on smoking status
and tumor sites for all the patients.
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