
Supplementary Table 6 Somatic CNVs identified by GISTIC2.
Supplementary Table 6b Somatic copy number losses identified by GISTIC2.

cytoband q-value residual q-value wide peak boundaries
9p21.3 2.38E-22 2.38E-22 chr9:21861965-22447740 CDKN2A CDKN2B C9orf53 CDKN2B-AS1
21q21.2 3.56E-09 3.56E-09 chr21:23109562-26758660 LINC00308 D21S2088E LOC339622
13q31.2 7.50E-05 1.54E-04 chr13:84456129-90883540 hsa-mir-622 SLITRK5 SLITRK6 MIR4500HG MIR622 MIR4500
19p12 1.65E-03 1.65E-03 chr19:21605705-21688585 LOC400680
1q32.1 4.78E-03 4.78E-03 chr1:202130505-202163338 PTPRVP
3q13.31 5.49E-03 5.75E-03 chr3:114069111-115342575 ZBTB20-AS1 MIR4796
2q13 7.37E-03 7.37E-03 chr2:114036057-114475318 hsa-mir-1302-3RABL2A DDX11L2 RPL23AP7 CBWD2 FOXD4L1 WASH2P FAM138B
10q26.13 1.06E-02 1.06E-02 chr10:123903232-135534747 hsa-mir-202 hsa-mir-378chsa-mir-4297hsa-mir-4296 ACADSB ADAM8 BNIP3 CTBP2 CYP2E1 DMBT1 DOCK1 ECHS1 GPR26 HMX2 INPP5A MGMT MKI67 OAT HTRA1 PTPRE UROS ADAM12 UTF1 BUB3 FAM53B GLRX3 DPYSL4 TACC2 TUBGCP2 DUX4 FAM175B C10orf137 DUX2 VENTX CUZD1 CALY CHST15 ZRANB1 TTC40 DHX32 PPP2R2D BCCIP PLEKHA1 LHPP IKZF5 C10orf88 LRRC27 GPR123 NKX6-2 KNDC1 MTG1 FANK1 SYCE1 PRAP1 ZNF511 C10orf90 BTBD16 FAM24A PSTK MMP21 CTAGE7P CLRN3 CPXM2 C10orf91 PWWP2B PAOX FAM24B EBF3 TCERG1L C10orf125 JAKMIP3 STK32C LOC283038 HMX3 FLJ46361 ARMS2 C10orf122 LOC387723 NKX1-2 C10orf120 LOC399815 METTL10 FLJ37035 FOXI2 FLJ46300 LOC399829 SPRNP1 FRG2B SPRN MIR202 NPS LOC619207 FAM196A DUX4L7 DUX4L6 DUX4L5 DUX4L3 DUX4L2 LOC100169752
13q14.3 3.96E-03 1.23E-02 chr13:50464535-51796714 hsa-mir-15a GUCY1B2 DLEU2 TRIM13 DLEU1 SPRYD7 RNASEH2B ST13P4 DLEU7 CTAGE10P KCNRG MIR15A MIR16-1 MIR3613
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