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Captured-based sequencing of 176 genes

BL1, ACTB, ADGRV1, ANKRD26, ARID1A, ASXL1, ASXL2, ATG2B, ATM, ATRX, B2M, BCL10, BCL2,
CL6, BCL7A, BCOR, BCORL1, BIRC3, BRAF, BTG1, BTK, CALR, CARD11, CARMIL2, CBL, CBLB,
BLC, CCND1, CCND3, CCR4, CCR7, CD28, CD58, CD70, CD79A, CD79B, CDKN2A, CDKN2B,

, CHEK2, CIITA, CRBN, CREBBP, CSF3R, CUX1, CXCR4, DDX41, DIS3, DNMT3A, DTX1,

, EED, EGR1, EGR2, EP300, EPOR, ETNK1, ETV6, EZH2, FAS, FAT1, FBXW?, FLT3, FOXO1,
ATA1, GATA2, GATA3, GNA13, GPR183, HIST1H1E, HLA-B, HRAS, ID3, IDH1, IDH2, IKZF1,
IL4R, IRF2BP2, IRF4, ITPKB, JAK1, JAK2, JAK3, KDM6A, KIT, KLF2, KMT2A, KMT2C, KMT2D,
LUC7L2, MAX, MEF2B, MIR145, MIR146A, MPL, MS4A1, MYC, MYD88, NCOR2, NF1, NFE2,

, NFKBIE, NOTCH1, NOTCH2, NPM1, NRAS, NSD2, OSBPL10, PHF6, PIK3CD, PIM1, PLCG1,
, POT1, PPM1D, PRDM1, PRKCB, PRPF8, PTEN, PTPN1, PTPN11, RAD21, RB1, RHOA,

, RRAGC, RUNX1, SETBP1, SETD2, SETDB1, SF1, SF3A1, SF3B1, SGK1, SH2B3, SMARCA4,
'B1, SMC1A, SMC3, SOCS1, SPI1, SPIB, SRC, SRSF2, SRY, STAG2, STAT3, STAT5B, STATS6,
SuUZ12, TCF3, TENT5C, TERC, TERT, TET1, TET2, THPO, TMEM30A, TNFAIP3, TNFRSF14, TP53,
TRAF2, TRAF3, U2AF1, U2AF2, UBA1, UBE2A, UBR5, VAV1, WT1, XPO1, ZRSR2
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Supplementary Fig.1. Details and results of the sequencing strategy. (A) The
sequencing strategy of the 38 samples - 33 were informative. (B) The capture-
based panel of 176 genes. (C) Mean coverage of target sequencing and WES.
(D) Venn diagram of variants detected by target sequencing and WES.
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Supplementary Fig.2. Prevalence of co-altered mutations with SWI/SNF
mutated samples (contingency with Fisher’s exact test) and overall survival of
principle known pejorative factors : IRF4 (A), TP53 (B) and CDKN2A/B (C).
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Supplementary Fig.3.

Prevalence of the different alterations compared to other studies

(A) Prevalence of the cohort compared to Kogure Y et al., Blood,

2022. (B) Prevalence of the cohort compared to Margais A et al.,
Leukemia, 2021



