Supplemental Figure 5: Somatic Mutation Profiles in Baseline ctDNA. Somatic mutations
identified from ctDNA are presented descriptively as an Oncoplot using maftools package (32)
from bioconductor. The oncoplot includes all genes that were altered in = 4 patients or actionable
oncogenes (OncoKB Level 1) with oncogenic mutations in = 1 patient. The TMB stacked barplot
shows the number of somatic and non-silent mutations identified in a sample. Amp: ctDNA
amplification =22.6. Amplifications are not counted in the stacked TMB bars on top of the oncoplot.
FGFR_Status indicates whether the FGFR2 or FGFR3 alteration identified locally was confirmed
by the baseline ctDNA analysis.

Altered in 27 (93.1%) of 29 samples.
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