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Genome analysis during recurrence of urothelial cancer
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All exome analysis was performed on 4 cases, 4 samples at the first onset,
and 5 samples at the time of recurrence (including 1 case relapse). The average depth of the
specimen was 117 and 12046 SNVs were identified on average. The common SNVs in the first and
recurrent cases were 10683 on average in 4 cases, and it is considered that they have the same
origin from the phylogenetic tree analysis, but this analysis alone cannot conclude either seeding
or multicentric development It was Many gene mutations reported in The Cancer Genome Atlas were also

found. FAM8A1, HLA-DRB1, HLA-DRB5, HRNR, NBPF1, NBPF10, NBPF20, and PABPC3 were found as common
mutated genes In recurrent cases.
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