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Background
" fesponse.remains mcompltely explained by tmer mutational burden UV-associated mutational processes differ across genetic
s ancestry groups and identify melanoma patients more likely
to benefit from immune checkpoint inhibitor therapy

= Underrepresentation of non-European populations in genomic studies
limits understanding of ancestry-associated differences in melanoma
biology and biomarker performance.

= Using >483,000 tumor-only WES samples, we evaluated how genetic
ancestry and UV mutational signatures stratify melanoma biology and
iImmunotherapy outcomes.
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