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BAZ2A GPRIN3 NSD1 TAAR6 SACM1L FAM189A1 NFKBIE SEC16B UEVLD

CACNA1A CDH2 ADAMTS18 ASXL1 OTUD1 CCDC87 ESPNL FRA10AC1 ZGRF1

GABRA6 NPR1 INSL5 TAF7 ZNF266 HERC3 KRT33B RAC1 UBA1

CXCL9 INPP5B ITPKB GPX4 IGFN1 HEATR1 SYNE1 BBX CDCA7

SPG11 EVI5L HDAC10 MAML3 HDAC10 PCDHB11 ZNF596 TBC1D4 CATSPERB

Figure S1. Patient 1: A)VAF of the non-synonymous somatic mutations. B) Clonal composition inferred by PyClone during tumor evolution.
C) percentage of cells with cytogenetics alterations detected by FISH during disease progression. D) Clonal composition inferred by PyClone
of different affected organs
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Figure	S2.	Patient 2:	A)	VAF	of	the	non-synonymous	somatic	mutations.	B)	Clonal	composition	inferred	by	PyClone during	tumor	evolution.	
C)	percentage	of	cells	with	cytogenetics	alterations	detected	by	FISH	during	disease	progression.
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