Supplementary figures
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SF1. Schematic presentation of the gene fusion analysis bioinformatic pipeline
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SF 2. Schematic presentation of the copy number variation analysis bioinformatic pipeline
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SF 3. Schematic presentation of the single-nucleotide variants analysis bioinformatic pipeline. yellow – the Genome Analysis Toolkit (GATK) package

SF 4. Type of detected aberrations. CNV – copy number variation, SNV - single-nucleotide variant


SF 5. The most frequently altered genes. SNV - single-nucleotide variant 
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SF6. Circos plot of all gene fusions. grey – translation, blue – inversion, green – duplication, red – deletion


SF7. Type and number of gene fusions detected in the study cohort



ST 1. Gene fusions detected in the study cohort, with coverage > 10%. black – genes with coverage more than 10%, red – genes with coverage less than 10%
	Study group

	Gene 1
	Gene 2

	AXL
	LOXL4

	NTRK3
	B2M

	PTCH1
	NTRK2

	SYNPO2,MYOZ2
	ROS1

	HMGA2
	HSPBAP1

	RP11-118B18.1
	BRAF

	PSD3
	ETV1

	PHF1
	MAPK3

	TP53
	RP11-846F4.11,RP11-260A9.1

	MIR3687,TEKT4P2
	NOTCH2NL

	STX11
	ROS1

	SYNPO2,MYOZ2
	ROS1

	FOXO1
	TRIO

	ETS1
	NNT

	FLT1
	PALM2-AKAP2

	FLT1
	AKAP2

	FLI1
	MIR3687,TEKT4P2





[bookmark: _GoBack]SF 8. Single-nucleotide variant classification
 
SF9. Gene fusion in a specific sarcoma subtype. MFS – myxofibrosarcoma, MLPS – myxoid liposarcoma, MPNST - malignant peripheral nerve sheath tumor, PLPS – pleomorphic liposarcoma, UPS – undifferentiated pleomorphic liposarcoma

SF10. Gene amplification in a specific sarcoma subtype. MFS – myxofibrosarcoma, MLPS – myxoid liposarcoma, MPNST - malignant peripheral nerve sheath tumor, PLPS – pleomorphic liposarcoma, UPS – undifferentiated pleomorphic liposarcoma

SF 11. Large deletion in a specific sarcoma subtype. MFS – myxofibrosarcoma, MLPS – myxoid liposarcoma, MPNST - malignant peripheral nerve sheath tumor, PLPS – pleomorphic liposarcoma, UPS – undifferentiated pleomorphic liposarcoma

SF12. Single-nucleotide variant in a specific sarcoma subtype. MFS – myxofibrosarcoma, MLPS – myxoid liposarcoma, MPNST - malignant peripheral nerve sheath tumor, PLPS – pleomorphic liposarcoma, SNV - single-nucleotide variant, UPS – undifferentiated pleomorphic liposarcoma
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SF13. Survival analysis by sarcoma subtype: (A) Overall survival, (B) Local recurrence-free survival, (C) Progression-free survival. LRFS – local recurrence-free survival, OS – overall survival, PFS - progression-free survival
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SF14. Survival analysis by genetic aberration: (A) OS by presence of gene amplification, (B) LRFS by presence of gene amplification, (C) DMFS by presence of gene amplification, (D) RFS by presence of gene amplification, (E) OS by presence of large deletion, (F) LRFS by presence of large deletion, (G) DMFS by presence of large deletion, (H) DMFS by presence of large deletion, (I) OS by presence of pathogenic single-nucleotide variant, (J) LRFS by presence of pathogenic single-nucleotide variant, (K) DMFS by presence of pathogenic single-nucleotide variant, (L) RFS by presence of pathogenic single-nucleotide variant. DMFS – distant metastasis-free survival, LRFS – local recurrence-free survival, OS – overall survival, RFS - progression-free survival



Number of gene fusion

Number	HMGA2::HSPBAP1	JAK2::TRPC6	HMGA2::AC007115.1,LINC02823	HMGA2::DCN	HMGA2::PRH1	HMGA2::AC018630.2	HMGA2::TAS2R14	NAB2::STAT6	RP11-118B18.1::BRAF	FUS::DDIT3	MIR3687,TEKT4P2::NOTCH2NL	FOXO1::TRIO	MIR3687,TEKT4P2::FLI1	STX11::ROS1	SYNPO2,MYOZ2::ROS1	CPQ::FGFR1	YAP1::FGF10	FLI1::MIR3687,TEKT4P2	MIR3687,TEKT4P2::EML4	MIR3687,TEKT4P2::NOTCH1	PIK3CA::HFM1	EGR2::FOXO1	EGR2::AL133318.1	FOXO1::AC067751.1	FOXO1::AC024598.1	FOXO1::AC067752.1	NRG1::GS1-57L11.1	TP53::RP11-846F4.11,RP11-260A9.1	EXT1::RP11-51L5.3	SGSH::PRKCA	ETS1::NNT	FLT1::PALM2-AKAP2	FLT1::AKAP2	BCL2::MIR3687,TEKT4P2	MIR3687,TEKT4P2::AR	SDHAF1,SYNE4::MSH2	NTRK3::B2M	PIK3CA::RP11-481K9.4,SLC25A3	PIK3CA::SLC25A3	TP53::ATP1B2	SDCCAG8::AKT3	AXL::LOXL4	PSD3::ETV1	MLLT3::ZSCAN22	PHF1::MAPK3	BCOR::AL451086.1,PINCR	APP::ERG	1	1	2	1	1	1	1	1	1	3	1	1	1	1	2	2	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	
Number of gene fusion [n]



Variant classification

Number	

[NAZWA KATEGORII]
0,3%
[NAZWA KATEGORII]
0,3%
non-coding variant
[PROCENTOWE]


synonymous variant	missense variant	frameshift truncation	inframe deletion	other non-coding variant	intron variant	107	111	1	1	24	99	
Gene fusion in sarcoma subtype

MFS	HMGA2::HSPBAP1	JAK2::TRPC6	HMGA2::AC007115.1,LINC02823	HMGA2::DCN	HMGA2::PRH1	HMGA2::AC018630.2	HMGA2::TAS2R14	NAB2::STAT6	RP11-118B18.1::BRAF	FUS::DDIT3	MIR3687,TEKT4P2::NOTCH2NL	FOXO1::TRIO	MIR3687,TEKT4P2::FLI1	STX11::ROS1	SYNPO2,MYOZ2::ROS1	CPQ::FGFR1	YAP1::FGF10	FLI1::MIR3687,TEKT4P2	MIR3687,TEKT4P2::EML4	MIR3687,TEKT4P2::NOTCH1	PIK3CA::HFM1	EGR2::FOXO1	EGR2::AL133318.1	FOXO1::AC067751.1	FOXO1::AC024598.1	FOXO1::AC067752.1	NRG1::GS1-57L11.1	TP53::RP11-846F4.11,RP11-260A9.1	EXT1::RP11-51L5.3	SGSH::PRKCA	ETS1::NNT	FLT1::PALM2-AKAP2	FLT1::AKAP2	BCL2::MIR3687,TEKT4P2	MIR3687,TEKT4P2::AR	SDHAF1,SYNE4::MSH2	NTRK3::B2M	PIK3CA::RP11-481K9.4,SLC25A3	PIK3CA::SLC25A3	TP53::ATP1B2	SDCCAG8::AKT3	AXL::LOXL4	PSD3::ETV1	MLLT3::ZSCAN22	PHF1::MAPK3	BCOR::AL451086.1,PINCR	APP::ERG	1	1	2	1	1	1	1	1	1	1	1	1	1	1	1	2	1	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	MLPS	HMGA2::HSPBAP1	JAK2::TRPC6	HMGA2::AC007115.1,LINC02823	HMGA2::DCN	HMGA2::PRH1	HMGA2::AC018630.2	HMGA2::TAS2R14	NAB2::STAT6	RP11-118B18.1::BRAF	FUS::DDIT3	MIR3687,TEKT4P2::NOTCH2NL	FOXO1::TRIO	MIR3687,TEKT4P2::FLI1	STX11::ROS1	SYNPO2,MYOZ2::ROS1	CPQ::FGFR1	YAP1::FGF10	FLI1::MIR3687,TEKT4P2	MIR3687,TEKT4P2::EML4	MIR3687,TEKT4P2::NOTCH1	PIK3CA::HFM1	EGR2::FOXO1	EGR2::AL133318.1	FOXO1::AC067751.1	FOXO1::AC024598.1	FOXO1::AC067752.1	NRG1::GS1-57L11.1	TP53::RP11-846F4.11,RP11-260A9.1	EXT1::RP11-51L5.3	SGSH::PRKCA	ETS1::NNT	FLT1::PALM2-AKAP2	FLT1::AKAP2	BCL2::MIR3687,TEKT4P2	MIR3687,TEKT4P2::AR	SDHAF1,SYNE4::MSH2	NTRK3::B2M	PIK3CA::RP11-481K9.4,SLC25A3	PIK3CA::SLC25A3	TP53::ATP1B2	SDCCAG8::AKT3	AXL::LOXL4	PSD3::ETV1	MLLT3::ZSCAN22	PHF1::MAPK3	BCOR::AL451086.1,PINCR	APP::ERG	0	0	0	0	0	0	0	0	0	2	0	0	0	0	0	0	0	1	1	1	1	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	MPNST	HMGA2::HSPBAP1	JAK2::TRPC6	HMGA2::AC007115.1,LINC02823	HMGA2::DCN	HMGA2::PRH1	HMGA2::AC018630.2	HMGA2::TAS2R14	NAB2::STAT6	RP11-118B18.1::BRAF	FUS::DDIT3	MIR3687,TEKT4P2::NOTCH2NL	FOXO1::TRIO	MIR3687,TEKT4P2::FLI1	STX11::ROS1	SYNPO2,MYOZ2::ROS1	CPQ::FGFR1	YAP1::FGF10	FLI1::MIR3687,TEKT4P2	MIR3687,TEKT4P2::EML4	MIR3687,TEKT4P2::NOTCH1	PIK3CA::HFM1	EGR2::FOXO1	EGR2::AL133318.1	FOXO1::AC067751.1	FOXO1::AC024598.1	FOXO1::AC067752.1	NRG1::GS1-57L11.1	TP53::RP11-846F4.11,RP11-260A9.1	EXT1::RP11-51L5.3	SGSH::PRKCA	ETS1::NNT	FLT1::PALM2-AKAP2	FLT1::AKAP2	BCL2::MIR3687,TEKT4P2	MIR3687,TEKT4P2::AR	SDHAF1,SYNE4::MSH2	NTRK3::B2M	PIK3CA::RP11-481K9.4,SLC25A3	PIK3CA::SLC25A3	TP53::ATP1B2	SDCCAG8::AKT3	AXL::LOXL4	PSD3::ETV1	MLLT3::ZSCAN22	PHF1::MAPK3	BCOR::AL451086.1,PINCR	APP::ERG	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	1	1	1	1	1	1	1	1	1	1	1	1	0	0	0	0	0	0	0	0	0	0	0	0	0	0	UPS	HMGA2::HSPBAP1	JAK2::TRPC6	HMGA2::AC007115.1,LINC02823	HMGA2::DCN	HMGA2::PRH1	HMGA2::AC018630.2	HMGA2::TAS2R14	NAB2::STAT6	RP11-118B18.1::BRAF	FUS::DDIT3	MIR3687,TEKT4P2::NOTCH2NL	FOXO1::TRIO	MIR3687,TEKT4P2::FLI1	STX11::ROS1	SYNPO2,MYOZ2::ROS1	CPQ::FGFR1	YAP1::FGF10	FLI1::MIR3687,TEKT4P2	MIR3687,TEKT4P2::EML4	MIR3687,TEKT4P2::NOTCH1	PIK3CA::HFM1	EGR2::FOXO1	EGR2::AL133318.1	FOXO1::AC067751.1	FOXO1::AC024598.1	FOXO1::AC067752.1	NRG1::GS1-57L11.1	TP53::RP11-846F4.11,RP11-260A9.1	EXT1::RP11-51L5.3	SGSH::PRKCA	ETS1::NNT	FLT1::PALM2-AKAP2	FLT1::AKAP2	BCL2::MIR3687,TEKT4P2	MIR3687,TEKT4P2::AR	SDHAF1,SYNE4::MSH2	NTRK3::B2M	PIK3CA::RP11-481K9.4,SLC25A3	PIK3CA::SLC25A3	TP53::ATP1B2	SDCCAG8::AKT3	AXL::LOXL4	PSD3::ETV1	MLLT3::ZSCAN22	PHF1::MAPK3	BCOR::AL451086.1,PINCR	APP::ERG	0	0	0	0	0	0	0	0	0	0	0	0	0	0	1	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	1	1	1	1	1	1	1	1	1	1	1	1	1	1	PLPS	HMGA2::HSPBAP1	JAK2::TRPC6	HMGA2::AC007115.1,LINC02823	HMGA2::DCN	HMGA2::PRH1	HMGA2::AC018630.2	HMGA2::TAS2R14	NAB2::STAT6	RP11-118B18.1::BRAF	FUS::DDIT3	MIR3687,TEKT4P2::NOTCH2NL	FOXO1::TRIO	MIR3687,TEKT4P2::FLI1	STX11::ROS1	SYNPO2,MYOZ2::ROS1	CPQ::FGFR1	YAP1::FGF10	FLI1::MIR3687,TEKT4P2	MIR3687,TEKT4P2::EML4	MIR3687,TEKT4P2::NOTCH1	PIK3CA::HFM1	EGR2::FOXO1	EGR2::AL133318.1	FOXO1::AC067751.1	FOXO1::AC024598.1	FOXO1::AC067752.1	NRG1::GS1-57L11.1	TP53::RP11-846F4.11,RP11-260A9.1	EXT1::RP11-51L5.3	SGSH::PRKCA	ETS1::NNT	FLT1::PALM2-AKAP2	FLT1::AKAP2	BCL2::MIR3687,TEKT4P2	MIR3687,TEKT4P2::AR	SDHAF1,SYNE4::MSH2	NTRK3::B2M	PIK3CA::RP11-481K9.4,SLC25A3	PIK3CA::SLC25A3	TP53::ATP1B2	SDCCAG8::AKT3	AXL::LOXL4	PSD3::ETV1	MLLT3::ZSCAN22	PHF1::MAPK3	BCOR::AL451086.1,PINCR	APP::ERG	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	
Number of gene fusion [n]




Gene amplification in sarcoma subtype

MFS	CCND1	MDM2	BRAF	CUX1	EGFR	MET	KRAS	PIK3C2G	DNMT1	PAX8	CCND3	ETV1	NRG1	FANCD2	RAF1	FGF10	FLT4	RICTOR	FANCI	FGF7	CCNE1	DICER1	JAK2	KDM5A	NOTCH2	RPTOR	SMC3	TSC2	ARID1B	MAP3K4	NOTCH1	PTCH1	AKT2	KMT2B	KMT2C	TMPRSS2	E2F3	PIK3CB	PTPRT	CHEK2	1	2	1	1	1	1	1	1	1	1	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	MPNST	CCND1	MDM2	BRAF	CUX1	EGFR	MET	KRAS	PIK3C2G	DNMT1	PAX8	CCND3	ETV1	NRG1	FANCD2	RAF1	FGF10	FLT4	RICTOR	FANCI	FGF7	CCNE1	DICER1	JAK2	KDM5A	NOTCH2	RPTOR	SMC3	TSC2	ARID1B	MAP3K4	NOTCH1	PTCH1	AKT2	KMT2B	KMT2C	TMPRSS2	E2F3	PIK3CB	PTPRT	CHEK2	0	1	0	0	0	1	0	0	0	0	1	1	1	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	PLPS	CCND1	MDM2	BRAF	CUX1	EGFR	MET	KRAS	PIK3C2G	DNMT1	PAX8	CCND3	ETV1	NRG1	FANCD2	RAF1	FGF10	FLT4	RICTOR	FANCI	FGF7	CCNE1	DICER1	JAK2	KDM5A	NOTCH2	RPTOR	SMC3	TSC2	ARID1B	MAP3K4	NOTCH1	PTCH1	AKT2	KMT2B	KMT2C	TMPRSS2	E2F3	PIK3CB	PTPRT	CHEK2	0	0	0	0	0	0	0	0	0	0	0	0	0	1	1	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	UPS	CCND1	MDM2	BRAF	CUX1	EGFR	MET	KRAS	PIK3C2G	DNMT1	PAX8	CCND3	ETV1	NRG1	FANCD2	RAF1	FGF10	FLT4	RICTOR	FANCI	FGF7	CCNE1	DICER1	JAK2	KDM5A	NOTCH2	RPTOR	SMC3	TSC2	ARID1B	MAP3K4	NOTCH1	PTCH1	AKT2	KMT2B	KMT2C	TMPRSS2	E2F3	PIK3CB	PTPRT	CHEK2	0	0	0	0	0	0	0	0	0	0	1	0	0	0	0	2	1	3	1	3	2	2	2	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	MLPS	CCND1	MDM2	BRAF	CUX1	EGFR	MET	KRAS	PIK3C2G	DNMT1	PAX8	CCND3	ETV1	NRG1	FANCD2	RAF1	FGF10	FLT4	RICTOR	FANCI	FGF7	CCNE1	DICER1	JAK2	KDM5A	NOTCH2	RPTOR	SMC3	TSC2	ARID1B	MAP3K4	NOTCH1	PTCH1	AKT2	KMT2B	KMT2C	TMPRSS2	E2F3	PIK3CB	PTPRT	CHEK2	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	
Number of gene amplification [n]




Large deletion in sarcoma subtype

MFS	ANKRD26	FGF9	KIF5B	LAMP1	AKT2	BRCA2	CHD4	CHEK2	EP300	ERBB2	FLT1	KDM5A	PBRM1	PLCG2	SETD2	TOP2A	ZFHX3	STAG2	MTOR	MGA	FGF7	FGFR1	PRKDC	FAT1	PTEN	CHEK1	CREBBP	EGFR	ERBB4	FANCA	FGFR3	JAK2	NOTCH4	NRG1	SPTA1	FGF14	FGFR2	NF1	PREX2	PTPRS	RET	2	1	2	1	1	1	1	1	1	1	1	1	1	2	1	1	2	1	1	1	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	MLPS	ANKRD26	FGF9	KIF5B	LAMP1	AKT2	BRCA2	CHD4	CHEK2	EP300	ERBB2	FLT1	KDM5A	PBRM1	PLCG2	SETD2	TOP2A	ZFHX3	STAG2	MTOR	MGA	FGF7	FGFR1	PRKDC	FAT1	PTEN	CHEK1	CREBBP	EGFR	ERBB4	FANCA	FGFR3	JAK2	NOTCH4	NRG1	SPTA1	FGF14	FGFR2	NF1	PREX2	PTPRS	RET	0	0	0	0	0	0	0	0	0	0	0	0	0	1	0	0	1	0	0	1	1	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	MPNST	ANKRD26	FGF9	KIF5B	LAMP1	AKT2	BRCA2	CHD4	CHEK2	EP300	ERBB2	FLT1	KDM5A	PBRM1	PLCG2	SETD2	TOP2A	ZFHX3	STAG2	MTOR	MGA	FGF7	FGFR1	PRKDC	FAT1	PTEN	CHEK1	CREBBP	EGFR	ERBB4	FANCA	FGFR3	JAK2	NOTCH4	NRG1	SPTA1	FGF14	FGFR2	NF1	PREX2	PTPRS	RET	0	0	0	1	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	1	1	1	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	PLPS	ANKRD26	FGF9	KIF5B	LAMP1	AKT2	BRCA2	CHD4	CHEK2	EP300	ERBB2	FLT1	KDM5A	PBRM1	PLCG2	SETD2	TOP2A	ZFHX3	STAG2	MTOR	MGA	FGF7	FGFR1	PRKDC	FAT1	PTEN	CHEK1	CREBBP	EGFR	ERBB4	FANCA	FGFR3	JAK2	NOTCH4	NRG1	SPTA1	FGF14	FGFR2	NF1	PREX2	PTPRS	RET	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	1	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	UPS	ANKRD26	FGF9	KIF5B	LAMP1	AKT2	BRCA2	CHD4	CHEK2	EP300	ERBB2	FLT1	KDM5A	PBRM1	PLCG2	SETD2	TOP2A	ZFHX3	STAG2	MTOR	MGA	FGF7	FGFR1	PRKDC	FAT1	PTEN	CHEK1	CREBBP	EGFR	ERBB4	FANCA	FGFR3	JAK2	NOTCH4	NRG1	SPTA1	FGF14	FGFR2	NF1	PREX2	PTPRS	RET	2	2	2	1	0	1	0	1	0	2	1	0	1	2	0	1	0	0	1	0	0	0	0	1	3	1	1	1	2	1	1	1	1	1	2	1	1	1	1	1	1	
Number of large deletion [n]




SNV in sarcoma subtype

MFS	EP300	ATM	HSD3B1	ERBB4	GRM3	PREX2	RANBP2	DIS3	ETS1	ETV4	CSF1R	PDGFRA	SPTA1	ERCC5	PLCG2	RAD51B	ZNF217	ROS1	BLM	LATS2	EPHB1	PIM1	KEL	GABRA6	PIK3C2B	PIK3CG	KMT2C	PMS1	TP53	PBRM1	RAD50	PRKN	ETV5	VEGFA	FAT1	APC	TSC1	ERCC2	PLK2	SH2B3	ASXL2	KMT2D	ESR1	PALB2	SF3B1	CREBBP	KAT6A	KLF4	ZFHX3	PTPRS	TSC2	1	1	1	1	1	1	1	1	1	1	1	1	1	1	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	MLPS	EP300	ATM	HSD3B1	ERBB4	GRM3	PREX2	RANBP2	DIS3	ETS1	ETV4	CSF1R	PDGFRA	SPTA1	ERCC5	PLCG2	RAD51B	ZNF217	ROS1	BLM	LATS2	EPHB1	PIM1	KEL	GABRA6	PIK3C2B	PIK3CG	KMT2C	PMS1	TP53	PBRM1	RAD50	PRKN	ETV5	VEGFA	FAT1	APC	TSC1	ERCC2	PLK2	SH2B3	ASXL2	KMT2D	ESR1	PALB2	SF3B1	CREBBP	KAT6A	KLF4	ZFHX3	PTPRS	TSC2	0	0	0	0	0	0	0	0	0	0	0	0	0	0	1	1	1	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	MPNST	EP300	ATM	HSD3B1	ERBB4	GRM3	PREX2	RANBP2	DIS3	ETS1	ETV4	CSF1R	PDGFRA	SPTA1	ERCC5	PLCG2	RAD51B	ZNF217	ROS1	BLM	LATS2	EPHB1	PIM1	KEL	GABRA6	PIK3C2B	PIK3CG	KMT2C	PMS1	TP53	PBRM1	RAD50	PRKN	ETV5	VEGFA	FAT1	APC	TSC1	ERCC2	PLK2	SH2B3	ASXL2	KMT2D	ESR1	PALB2	SF3B1	CREBBP	KAT6A	KLF4	ZFHX3	PTPRS	TSC2	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	1	1	1	1	1	1	1	1	1	2	1	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	PLPS	EP300	ATM	HSD3B1	ERBB4	GRM3	PREX2	RANBP2	DIS3	ETS1	ETV4	CSF1R	PDGFRA	SPTA1	ERCC5	PLCG2	RAD51B	ZNF217	ROS1	BLM	LATS2	EPHB1	PIM1	KEL	GABRA6	PIK3C2B	PIK3CG	KMT2C	PMS1	TP53	PBRM1	RAD50	PRKN	ETV5	VEGFA	FAT1	APC	TSC1	ERCC2	PLK2	SH2B3	ASXL2	KMT2D	ESR1	PALB2	SF3B1	CREBBP	KAT6A	KLF4	ZFHX3	PTPRS	TSC2	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	1	0	0	0	1	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	0	UPS	EP300	ATM	HSD3B1	ERBB4	GRM3	PREX2	RANBP2	DIS3	ETS1	ETV4	CSF1R	PDGFRA	SPTA1	ERCC5	PLCG2	RAD51B	ZNF217	ROS1	BLM	LATS2	EPHB1	PIM1	KEL	GABRA6	PIK3C2B	PIK3CG	KMT2C	PMS1	TP53	PBRM1	RAD50	PRKN	ETV5	VEGFA	FAT1	APC	TSC1	ERCC2	PLK2	SH2B3	ASXL2	KMT2D	ESR1	PALB2	SF3B1	CREBBP	KAT6A	KLF4	ZFHX3	PTPRS	TSC2	1	0	0	0	0	0	1	0	0	0	0	0	0	0	1	0	0	0	0	0	0	0	0	1	0	0	0	0	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	1	
Number of SNV [n]




Type of aberration 

Number	
CNV
[PROCENTOWE]

Gene fusion	SNV	Amplification	Large deletion	53	58	52	72	
TOP 13 altered genes

Gene fusion	ANKRD26	EGFR	FGF7	FLT1	FOXO1	HMGA2	JAK2	KIF5B	PLCG2	PTEN	ROS1	TP53	ZFHX3	0	2	0	3	5	7	1	0	0	0	3	2	0	Amplification	ANKRD26	EGFR	FGF7	FLT1	FOXO1	HMGA2	JAK2	KIF5B	PLCG2	PTEN	ROS1	TP53	ZFHX3	0	1	3	0	0	0	2	0	0	0	0	0	0	Large deletion	ANKRD26	EGFR	FGF7	FLT1	FOXO1	HMGA2	JAK2	KIF5B	PLCG2	PTEN	ROS1	TP53	ZFHX3	4	1	1	2	0	0	1	4	5	4	0	0	3	SNV	ANKRD26	EGFR	FGF7	FLT1	FOXO1	HMGA2	JAK2	KIF5B	PLCG2	PTEN	ROS1	TP53	ZFHX3	0	0	0	0	0	0	0	0	2	0	1	2	1	
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