A. Normal sample read coverage (WGS & exome) B. Tumor WGS coverage over variant positions

Comparison of read coverages from each data source Distribution of variant read coverage (tumor, WGS)
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C. Tumor variant allele frequency (WGS vs. exome) D. Tumor variant allele frequeny (exome vs. RNA)

Detection of variants by WGS versus exome ) Detection and RNA expression of variants identified by exome
n = 1,369 (998 observed in both [72.9%]) n = 889 (479 observed in both [53.9%]) /
R = 0.46 (spearman) R = 0.26 (spearman)
R = 0.56 (pearson) - R R = 0.38 (pearson) ,
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