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Predicting drug response for basal cell carcinoma by comprehensive genomic
analysis.

Akiyama, Masato
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We performed exome sequencing on blood and tumor samples from 24 cases of
basal cell carcinoma (BCC) of the eyelid. In addition to the three known BCC-associated genes, we
found a significant association of an novel gene, even after multiple testing corrections. The
non-synonymous somatic mutations in the newly identified gene were detected in 12 samples (50%). Of
these, nine were loss-of-function mutations. The somatic mutations in genes belonging to the
Hedgehog signaling pathway were detected in 18 samples (67%), suggesting their significance as major

genes in BCC of the eyelid. Although some mutations in SMO gene were known to affect responsiveness
to vismodegib, the detected mutations in the present study had not been reported to be associated
with response to vismodegib.
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