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Fig. S10. Single base substitution (SBS) mutation spectra and transcriptional strand bias in ptaquiloside-treated human bladder UC
cells. a, Counts of mutations on the genic transcribed and untranscribed strands in genes with low (group 1) to high (group 4) levels of
expression. b, Counts of mutations in specific trinucleotide context on the genic transcribed and untranscribed strands in genes with
low (group 1) to high (group 4) levels of expression. The SBS mutation spectra are comprised of 96 substitution types, which are derived
from six possible SBS mutations, each with 4 possible bases directly 5’ and 3’. Double and single asterisks indicate significant enrichment

of mutations on one strand at p < 0.01 and p < 0.05, respectively.



