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Overall, n=309 n (%) HCC, n=112 n (%) BDC, n=78 n (%) PDAC, n=64 n (%) NENs, n=55 n (%)



MUC16† 143 (46.3) MUC16† 55 (49.1) TP53 38 (48.7) KRAS 56 (87.5) MUC16† 25 (45.5)



TP53 118 (38.2) CTNNB1 39 (34.8) MUC16† 32 (41.0) TP53 41 (64.1) MEN1 16 (29.1)



SYNE1† 83 (26.9) TP53 34 (30.4) SYNE1† 29 (37.2) MUC16† 31 (48.4) SYNE1† 13 (23.6)



KRAS 79 (25.6) USH2A† 30 (26.8) KRAS 23 (29.5) SMAD4 17 (26.6) FAT1† 12 (21.8)



USH2A† 74 (23.9) SYNE1† 25 (22.3) USH2A† 21 (26.9) SYNE1† 16 (25.0) BRIP1, ARID1A, USH2A†, KMT2D 9 (16.4)



FAT1† 61 (19.7) FAT1† 23 (20.5) ARID1A 16 (20.5) USH2A† 14 (21.9) DAXX, PRKDC† 8 (14.5)



LRP1B† 51 (16.5) LRP1B† 21 (18.8) RECQL4†, ADAMTSL1†,
FAT1†, KMT2D, ERBB3 13 (16.7) FAT1† 13 (20.3) LRP1B†, FANCA 7 (12.7)



KMT2D 50 (16.2) ADAMTS15†,
KMT2D 20 (17.9) LRP1B†, PRKDC†, KMT2C† 12 (15.4) LRP1B†, FANCA 11 (17.2) ATRX, ADAMTS18†, APC, RNF43,



SETD2, CREBBP 6 (10.9)



CTNNB1 48 (15.5) MUC4†, ATM,
ARID1A 17 (15.2) PIK3CA 11 (14.1) ADAMTSL1†, KMT2C†,



RICTOR, PRKDC†, ATM 10 (15.6)



MUC6†, TP53, ERBB3, SPEN, BLM†,
BRCA2, ROS1, IRS1†, ADAMTS15†,



ADAMTSL1†, KDM6A, PDGFRB, MUC4
†, KMT2C†, ARID2, RICTOR



5 (9.1)



ARID1A 47 (15.2) PRKDC† 16 (14.3) MUC6†, ERBB2 10 (12.8) MUC6† 9 (14.1)



ARID1B†, TSC2, POLD1, ADAMTS9†,
MTOR, EP300, ERCC5†, ATM,



NOTCH3, KIT, LIG1†, ALK, RPTOR,
TET1†, JAK3, IRS2



4 (7.3)



Table 2. Most frequently altered genes in the overall cohort and by tumor type



† ACT-only gene. ACT-only genes were defined as genes covered exclusively by ACT Onco+®. Genes without this symbol were classified as Common genes.



Genes with identical frequencies were grouped within the same cell, and n (%) is shown once for each frequency tier.
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				Table 2. Most frequently altered genes in the overall cohort and by tumor type





				Overall, n=309		n (%)		HCC, n=112		n (%)		BDC, n=78		n (%)		PDAC, n=64		n (%)		NENs, n=55		n (%)

				MUC16†		143 (46.3)		MUC16†		55 (49.1)		TP53		38 (48.7)		KRAS		56 (87.5)		MUC16†		25 (45.5)

				TP53		118 (38.2)		CTNNB1		39 (34.8)		MUC16†		32 (41.0)		TP53		41 (64.1)		MEN1		16 (29.1)

				SYNE1†		83 (26.9)		TP53		34 (30.4)		SYNE1†		29 (37.2)		MUC16†		31 (48.4)		SYNE1†		13 (23.6)

				KRAS		79 (25.6)		USH2A†		30 (26.8)		KRAS		23 (29.5)		SMAD4		17 (26.6)		FAT1†		12 (21.8)

				USH2A†		74 (23.9)		SYNE1†		25 (22.3)		USH2A†		21 (26.9)		SYNE1†		16 (25.0)		BRIP1, ARID1A, USH2A†, KMT2D		9 (16.4)

				FAT1†		61 (19.7)		FAT1†		23 (20.5)		ARID1A		16 (20.5)		USH2A†		14 (21.9)		DAXX, PRKDC†		8 (14.5)

				LRP1B†		51 (16.5)		LRP1B†		21 (18.8)		RECQL4†, ADAMTSL1†, FAT1†, KMT2D, ERBB3		13 (16.7)		FAT1†		13 (20.3)		LRP1B†, FANCA		7 (12.7)

				KMT2D		50 (16.2)		ADAMTS15†, KMT2D		20 (17.9)		LRP1B†, PRKDC†, KMT2C†		12 (15.4)		LRP1B†, FANCA		11 (17.2)		ATRX, ADAMTS18†, APC, RNF43, SETD2, CREBBP		6 (10.9)

				CTNNB1		48 (15.5)		MUC4†, ATM, ARID1A		17 (15.2)		PIK3CA		11 (14.1)		ADAMTSL1†, KMT2C†, RICTOR, PRKDC†, ATM		10 (15.6)		MUC6†, TP53, ERBB3, SPEN, BLM†, BRCA2, ROS1, IRS1†, ADAMTS15†, ADAMTSL1†, KDM6A, PDGFRB, MUC4†, KMT2C†, ARID2, RICTOR		5 (9.1)

				ARID1A		47 (15.2)		PRKDC†		16 (14.3)		MUC6†, ERBB2		10 (12.8)		MUC6†		9 (14.1)		ARID1B†, TSC2, POLD1, ADAMTS9†, MTOR, EP300, ERCC5†, ATM, NOTCH3, KIT, LIG1†, ALK, RPTOR, TET1†, JAK3, IRS2		4 (7.3)



				† ACT-only gene. ACT-only genes were defined as genes covered exclusively by ACT Onco+®. Genes without this symbol were classified as Common genes.

				Genes with identical frequencies were grouped within the same cell, and n (%) is shown once for each frequency tier.















