Supplementary Table 1: Summary of pathological categories from 272 samples.

) # with in-
Grade Subtype # Sampleg fu:&i(\),\;:t(r;/o) frame
fusuion
astrocytomas 34 9(26.47%) | 3(8.82%)
WHO grade 11 oligodendrogliomas 21 1(4.76%) | 0(0.00%)
oligodendroastrocytomas 32 3(9.09%) | 1(3.03%)
Total 87 13(14.77%)| 4(4.55%)
anaplastic oligodendroastrocytomas 23 10(43.48%)| 2(8.70%)
WHO grade 111 anaplastic astrocytomas 13 5(38.46%) | 4(30.77%)
anaplastic oligodendrogliomas 11 4(36.36%) | 2(18.18%)
Total 47 19(40.43%)| 8(17.02%)
WHO grade IV primary Gligblastomas 59 34(57.63%)] 18(30.51%)
secondary Glioblastomas 20 13(61.90%)] 7(33.33%)
Total 79  |47(58.75%)] 25(31.25%)
recurrent anaplastic astrocytomas 11 5(45.45%) | 2(18.18%)
recurrent Glioblastomas 20 8(40.00%) | 3(15.00%)
recurrent astrocytomas 9 4(44.44%) | 2(22.22%)
Recurrent — -
recurrent anaplastic oligodendrogliomas 2 1(50.00%) | 0(0.00%)
recurrent anaplastic oligodendroastrocytomas 13 6(46.15%) | 5(38.46%)
recurrent oligodendroastrocytomas 4 1(25.00%) | 0(0.00%)
Total 59  125(42.37%)| 12(20.34%)




Supplemental Table 2: Clinical records and data production statistics of 272 gliomas from discovery cohort

IDH1 Raw Clean Clean Map Map PTPRZ1- FGFR3- RNF213-
SamplelD Gender Age Histology Grade mutation base(Gb) base(Gb) rate(%) base(Gb) rate(%) MET TACC3 SLC26A11
CGGA_171 F 37 OA 2 1 5.93 5.75 96.97 4.53 78.89 - - -
CGGA_235 M 25 OA 2 0 4.77 3.97 83.16 2.76 69.63 - - -
CGGA_236 M 47 O 2 1 4.16 3.98 95.66 3.05 76.71 - - -
CGGA_241 M 34 OA 2 1 6.34 6.09 96.03 4.24 69.64 - - -
CGGA_243 F 31 OA 2 #N/A 5.12 3.11 60.68 2.14 68.8 - - -
CGGA_245 F 39 rA 2 1 451 4.35 96.61 34 78.02 - - -
CGGA_247 M 60 AA 3 #N/A 4.27 4.17 97.63 3.1 74.46 - - -
CGGA_251 M 46 OA 2 1 4.03 3.92 97.19 2.89 73.73 - - -
CGGA_252 F 25 A 2 1 6.56 4.8 73.06 3.61 75.25 - - -
CGGA_254 M 38 OA 2 1 3.77 3.6 95.48 2.83 78.56 - - -
CGGA_256 M 39 A 2 1 5.22 4.79 91.64 3.59 74.96 - - -
CGGA_261 M 28 A 2 1 4.06 3.92 96.54 2.91 74.26 - - -
CGGA_267 M 37 A 2 1 5.19 4.76 91.68 34 71.41 - - -
CGGA_269 F 45 A 2 0 4.22 4.07 96.39 3.25 79.78 - - -
CGGA_272 M 51 sGBM 4 0 5.72 5.46 95.55 4.58 83.83 - - -
CGGA_273 F 35 OA 2 1 6.1 5.89 96.59 4.46 75.71 - - -
CGGA_274 F 55 pGBM 4 0 5.08 4.92 96.89 3.84 78.1 - - -
CGGA_276 M 44 O 2 0 6.29 5.98 95.09 4.38 73.2 - - -
CGGA_283 F 48 (e} 2 1 5.97 4.99 83.46 3.45 69.16 - - -
CGGA_300 F 36 A 2 1 3.22 3.05 94.8 2.35 76.89 - - -
CGGA_309 M 44 rGBM 4 0 7.24 4.83 66.76 3.54 73.27 - - -
CGGA_314 M 39 rAO 3 1 4.68 4.19 89.48 3.17 75.77 - - -
CGGA_318 F 42 rGBM 4 0 4.13 4.02 97.24 3.25 80.97 - - -
CGGA_323 F 49 (e} 2 0 5.63 5.46 96.93 3.97 72.63 - - -
CGGA_330 M 46 AOA 3 0 8.71 5.8 66.66 4.18 72 - - -
CGGA_333 M 41 OA 2 1 5.76 5.6 97.3 4.07 72.67 - - -



IDH1 Raw Clean Clean Map Map PTPRZ1- FGFR3- RNF213-
SamplelD Gender Age Histology Grade mutation base(Gb) base(Gb) rate(%) base(Gb) rate(%) MET TACC3 SLC26A11
CGGA_337 F 50 AOA 3 1 4.89 4.62 94.52 3.51 76.07 - - -
CGGA_374 M 38 sGBM 4 1 4.33 4.18 96.61 3.11 74.49 - - -
CGGA_400 F 39 rAA 3 1 4.55 3.77 82.91 2.73 72.27 - - -
CGGA_413 M 54 pGBM 4 0 5.12 4.93 96.35 3.67 74.38 - - -
CGGA_426 M 51 AA 3 0 4.14 3.98 96 3.3 82.9 - - -
CGGA_431 M 42 rAOA 3 1 3.4 3.11 91.7 2.33 74.74 - - -
CGGA_446 F 35 O 2 1 3.77 3.64 96.44 2.7 74.33 - - -
CGGA_448 M 65 AOA 3 0 55 5.24 95.3 4.24 81.02 - - -
CGGA_458 M 51 rOA 2 1 10.62 9.65 90.87 7.14 74.02 - - -
CGGA_479 F 37 OA 2 1 4.19 4.02 96.05 2.87 71.36 - - -
CGGA_483 F 60 pGBM 4 0 6.76 51 75.4 4.13 80.92 - - -
CGGA_485 M 32 O 2 1 3.58 3.45 96.6 2.67 77.37 - - -
CGGA_488 M 24 AOA 3 0 5.65 4.67 82.63 3.42 73.27 - - -
CGGA_490 F 38 AO 3 1 5.32 5.14 96.64 3.9 75.89 - - -
CGGA_491 F 37 pGBM 4 1 5.47 5.22 95.47 3.72 71.36 - - -
CGGA_493 F 33 A 2 0 4.64 4.42 95.22 3.31 74.83 - - -
CGGA_494 F 59 pGBM 4 0 4.18 3.99 954 2.81 70.44 - - -
CGGA_495 M 54 pGBM 4 0 3.82 3.68 96.4 2.97 80.73 - - -
CGGA_499 M 52 pGBM 4 0 6.2 6.05 97.53 4.62 76.47 - - -
CGGA_501 M 40 O 2 1 5.02 4.87 96.98 3.86 79.19 - - -
CGGA_502 M 40 A 2 1 5.82 4.3 73.88 2.98 69.31 - - -
CGGA_510 M 42 AO 3 1 4.15 3.96 95.39 3.09 78.02 - - -
CGGA_538 F 43 O 2 1 5.82 5.68 97.54 4.3 75.67 - - -
CGGA_541 F 36 OA 2 0 4.84 4.72 97.57 3.1 65.72 - - -
CGGA_543 M 43 (e} 2 1 5.16 4.28 82.99 2.88 67.18 - - -
CGGA_545 F 39 rGBM 4 1 5.77 5.61 97.25 4.41 78.62 - - -
CGGA_551 M 45 (e} 2 1 5.15 4.99 96.97 3.51 70.38 - - -



IDH1 Raw Clean Clean Map Map PTPRZ1- FGFR3- RNF213-
SamplelD Gender Age Histology Grade mutation base(Gb) base(Gb) rate(%) base(Gb) rate(%) MET TACC3 SLC26A11
CGGA_560 M 44 AOA 3 1 5.86 5.7 97.21 4.06 71.27 - - -
CGGA_564 M 48 AA 3 0 5.14 4.99 97.15 3.77 75.44 - - -
CGGA_565 M 51 AOA 3 0 4.98 4.79 96.04 3.42 71.45 - - -
CGGA_578 F 62 AOA 3 0 3.3 3.01 91.4 2.4 79.56 - - -
CGGA_580 M 43 OA 2 1 3.73 3.63 97.41 2.59 71.37 - - -
CGGA_591 F 34 AOA 3 1 5.02 4.84 96.52 3.65 75.41 - - -
CGGA_598 F 62 AO 3 1 4.83 4.68 96.93 3.59 76.77 - - -
CGGA_599 F 67 AOA 3 0 6.5 6.24 96.1 4.83 77.41 - - -
CGGA_601 M 36 A 2 1 4.28 4.17 97.33 2.87 68.84 - - -
CGGA_603 M 32 rAA 3 1 4.21 4.07 96.67 3.22 79.15 - - -
CGGA_604 M 46 pGBM 4 0 5.19 5.04 97.07 3.78 74.99 - - +
CGGA_605 M 41 rAO 3 1 8.6 7.58 88.08 6.05 79.88 - - -
CGGA_607 M 26 A 2 1 4.72 4.58 97.11 3.47 75.82 - - -
CGGA_616 M 43 AA 3 0 6.9 6.58 95.32 4.85 73.76 - - -
CGGA_624 F 49 rGBM 4 0 6.41 6.08 94.84 4.6 75.54 - - -
CGGA_630 F 30 OA 2 0 4.07 3.87 95.25 2.83 73.07 - - -
CGGA_633 F 57 O 2 0 6.18 5.73 95.49 3.99 69.72 - - -
CGGA_635 M 45 OA 2 1 3.86 3.75 97.06 2.78 74.27 - - -
CGGA_642 M 30 A 2 1 3.7 3.48 93.81 2.49 71.7 - - -
CGGA_643 M 57 AOA 3 0 6.62 6.45 97.38 4.92 76.24 - - -
CGGA_655 M 36 O 2 1 4.77 4.64 97.22 3.51 75.62 - - -
CGGA_658 M 56 pGBM 4 0 4.15 3.96 95.24 3.04 76.8 - - -
CGGA_659 F 51 O 2 0 6.81 6.59 96.85 4.5 68.2 - - -
CGGA_661 M 42 AA 3 0 5.67 5.49 96.86 4.43 80.67 + - -
CGGA_662 F 59 OA 2 1 3.88 3.77 97.19 2.91 77.16 - - -
CGGA_666 F 45 OA 2 1 3.57 341 95.45 2.48 72.73 - - -
CGGA_669 F 56 rGBM 4 0 9.95 9.49 95.35 6.42 67.68 - - -



IDH1 Raw Clean Clean Map Map PTPRZ1- FGFR3- RNF213-
SamplelD Gender Age Histology Grade mutation base(Gb) base(Gb) rate(%) base(Gb) rate(%) MET TACC3 SLC26A11
CGGA_671 F 37 OA 2 1 4.33 4.2 97.02 3.14 74.71 - - -
CGGA_675 F 23 OA 2 1 3.45 3.28 95.07 2.48 75.68 - - -
CGGA_676 M 60 pGBM 4 0 5.61 5.32 94.84 4.11 77.27 - - -
CGGA_678 M 56 rAA 3 0 5.65 5.29 93.61 4.02 75.94 - - -
CGGA_679 F 63 pGBM 4 0 7.12 6.78 95.32 5.65 83.26 - - -
CGGA_680 M 44 pGBM 4 0 3.97 3.83 96.48 3.04 79.23 - - -
CGGA_681 M 43 rGBM 4 0 9.71 9.21 94.84 7.27 78.86 - - -
CGGA_685 F 21 A 2 1 3.57 3.39 94.9 2.36 69.53 - - -
CGGA_689 F 37 (e} 2 1 3.92 3.73 95.31 2.81 75.23 - - -
CGGA_694 M 34 rA 2 1 3.46 3.22 93.06 251 77.91 - - -
CGGA_698 F 62 A 2 1 5.05 4.92 97.53 3.64 73.9 - - -
CGGA_700 F 25 pGBM 4 0 5.26 511 97.28 3.93 76.87 - - -
CGGA_704 M 37 rAOA 3 1 6.4 6.02 94.13 4.39 72.94 - - -
CGGA_710 M 42 pGBM 4 1 4.96 4.85 97.84 3.88 79.92 - - -
CGGA_715 M 44 O 2 1 471 4.59 97.59 3.26 70.9 - - -
CGGA_725 M 43 OA 2 1 4,12 4.01 97.31 2.97 73.98 - - -
CGGA_727 M 45 AA 3 0 5.61 5.43 96.75 4.2 77.35 - - -
CGGA_731 M 51 pGBM 4 0 3.6 3.34 92.94 2.66 79.7 - - -
CGGA_732 F 35 AA 3 0 5.33 51 95.64 4.1 80.32 - - -
CGGA_738 M 44 A 2 #N/A 3.32 3.13 94.35 2.27 72.55 - - -
CGGA_752 M 40 OA 2 1 4.83 4.63 95.83 3.61 78.01 - - -
CGGA_757 M 46 A 2 1 4.5 4.29 95.47 3.11 72.55 - - -
CGGA_761 M 45 pGBM 4 1 4.41 3.67 83.31 2.6 70.7 - - -
CGGA_762 F 40 OA 2 1 4.03 3.9 96.74 2.46 63.17 - - -
CGGA_766 M 32 OA 2 0 35 3.38 96.47 2.45 72.42 - - -
CGGA_773 F 50 sGBM 4 0 5.07 4.63 91.38 3.37 72.71 - - -
CGGA_782 M 61 pGBM 4 0 3.71 3.63 97.83 2.95 81.37 - - -



IDH1 Raw Clean Clean Map Map PTPRZ1- FGFR3- RNF213-
SamplelD Gender Age Histology Grade mutation base(Gb) base(Gb) rate(%) base(Gb) rate(%) MET TACC3 SLC26A11
CGGA_785 M 43 O 2 1 9.8 8.84 90.1 6.4 72.4 - - -
CGGA_791 M 56 AA 3 0 541 5.23 96.74 4,12 78.73 - - -
CGGA_796 M 61 A 2 0 3.77 3.52 93.41 2.62 74.49 - - -
CGGA_802 M 43 pGBM 4 0 5.43 5.31 97.82 4.14 77.97 - - -
CGGA_804 F 54 pGBM 4 0 4.15 4.02 96.98 3.15 78.31 - - -
CGGA_807 M 43 A 2 0 3.19 3.12 97.71 2.27 72.87 - - -
CGGA_808 M 39 pGBM 4 0 4.61 4.5 97.43 3.45 76.63 - - -
CGGA_815 F 53 OA 2 1 3.19 3.02 94.69 2.38 78.92 - - -
CGGA_818 M 46 A 2 1 5.05 4.83 95.66 3.53 73.11 - - -
CGGA_837 M 57 pGBM 4 0 4.74 4.62 97.38 3.81 82.54 - - -
CGGA_838 F 36 OA 2 1 5.2 4.99 95.96 3.53 70.67 - - -
CGGA_842 F 64 pGBM 4 0 3.16 3.06 96.73 2.52 82.52 - + -
CGGA_843 M 29 OA 2 1 4.8 4.6 95.79 3.33 72.44 - - -
CGGA_848 F 55 pGBM 4 0 8.71 8.48 97.34 6.84 80.65 - - -
CGGA_850 F 52 pGBM 4 0 3.53 3.45 97.82 2.86 83 - - -
CGGA_858 M 43 (e} 2 1 3.96 3.88 98 2.93 75.34 - - -
CGGA_859 M 57 pGBM 4 0 5.19 4.82 92.98 4.07 84.36 - - -
CGGA_864 M 34 OA 2 1 4.78 4.66 97.65 3.53 75.75 - - -
CGGA_871 M 37 (e} 2 0 6.98 6.65 95.32 4.34 65.33 - - -
CGGA_876 F 60 pGBM 4 0 4.35 4.25 97.7 35 82.42 - - -
CGGA_878 M 42 pGBM 4 0 5.14 5.03 97.88 4.16 82.7 - - -
CGGA_884 F 48 A 2 1 3.76 3.63 96.43 2.61 71.91 - - -
CGGA_892 M 35 O 2 1 4.03 3.93 97.53 2.78 70.79 - - -
CGGA_893 F 37 OA 2 1 541 5.27 97.48 3.7 70.28 - - -
CGGA_898 M 38 A 2 1 3.37 3.14 93.23 2.27 72.27 - - -
CGGA_899 M 46 sGBM 4 1 3.85 3.76 97.57 2.95 78.51 - - -
CGGA_902 M 55 pGBM 4 0 4.75 4.64 97.59 3.69 79.54 - - -



IDH1 Raw Clean Clean Map Map PTPRZ1- FGFR3- RNF213-
SamplelD Gender Age Histology Grade mutation base(Gb) base(Gb) rate(%) base(Gb) rate(%) MET TACC3 SLC26A11
CGGA_904 M 33 A 2 1 3.61 3.47 96.07 2.65 76.33 - - -
CGGA_905 M 46 A 2 1 3.76 3.62 96.37 2.74 75.66 - - -
CGGA_908 M 36 A 2 1 5.72 5.42 94.85 4.26 78.58 - - -
CGGA_909 F 40 OA 2 1 5.9 55 95.97 3.88 70.65 - - -
CGGA_1004 F 65 A 2 #N/A 3.6 35 97.14 2.5 71.58 - - -
CGGA_1005 F 42 A 2 1 4.37 4.07 93.27 2.92 71.76 - - -
CGGA_1006 M 44 pGBM 4 0 5.33 4.88 94.32 3.76 77.06 - - -
CGGA_1007 F 59 pGBM 4 0 3.34 3.26 97.67 2.61 80.09 - - -
CGGA_1008 F 56 pGBM 4 #N/A 3.33 3.26 97.78 2.68 82.26 - - -
CGGA_1011 F 48 pGBM 4 0 5.88 4.42 75.08 3.31 74.89 - - -
CGGA_1013 F 40 A 2 1 3.16 3.04 96.27 2.24 73.57 - - -
CGGA_1015 M 64 pGBM 4 0 3.77 3.69 97.8 2.95 79.91 - - -
CGGA_1020 F 39 A 2 1 3.44 3.27 95.19 2.38 72.66 - - -
CGGA_1022 F 64 rAA 3 0 4.38 3.65 83.23 2.78 76.33 - - -
CGGA_1024 M 66 pGBM 4 0 5.8 5.66 97.63 4.62 81.68 - - -
CGGA_1026 M 59 pGBM 4 0 4.32 4.21 97.6 2.96 70.36 - - -
CGGA_1027 M 38 AOA 3 1 3.75 3.43 91.66 2.57 74.95 - - -
CGGA_1031 F 33 A 2 1 3.34 3.16 94.69 241 76.22 - - -
CGGA_1034 M 24 AA 3 0 4.52 4.35 96.15 3.59 82.51 - - -
CGGA_1035 F 62 pGBM 4 0 4.84 471 97.3 3.87 82.07 - - -
CGGA_1039 M 42 pGBM 4 0 5.49 5.02 91.4 3.95 78.64 - - -
CGGA_1045 M 81 pGBM 4 0 4.5 4.37 97.14 3.49 79.84 - - -
CGGA_1046-1 M 23 A 2 1 6.52 5.78 88.75 4.15 71.75 - - -
CGGA_1049 M 60 pGBM 4 0 6.72 5.96 88.57 4.8 80.66 - - -
CGGA_1050 M 41 OA 2 1 3.69 35 94.81 2.44 69.82 - - -
CGGA_1052 M 41 OA 2 0 4.35 4.24 97.5 2.65 62.55 - - -
CGGA_1059 F 54 rA 2 #N/A 3.59 3.51 97.68 2.82 80.3 - - -



IDH1 Raw Clean Clean Map Map PTPRZ1- FGFR3- RNF213-
SamplelD Gender Age Histology Grade mutation base(Gb) base(Gb) rate(%) base(Gb) rate(%) MET TACC3 SLC26A11
CGGA_1060 M 42 rGBM 4 1 5.19 5.07 97.81 4.08 80.32 - - -
CGGA_1061 F 43 rAOA 3 1 4.48 4.39 97.86 3.29 74.87 - - -
CGGA_1068 M 29 sGBM 4 1 7.78 7.59 97.63 6.01 79.09 + - -
CGGA_1072 M 26 pGBM 4 0 6.97 6.8 97.52 5.34 78.52 - - -
CGGA_1077 M 47 pGBM 4 0 6 5.8 96.64 4.92 84.8 - - -
CGGA_1078 F 61 rGBM 4 0 3.66 3.57 97.52 2.61 72.97 - - -
CGGA_1079 M 38 AOA 3 0 4.45 4.33 97.3 34 78.58 - - -
CGGA_1081 F 30 rAA 3 0 4,92 4.8 97.57 3.46 72.06 - - -
CGGA_1094 F 40 rAOA 3 1 7.28 7.08 97.32 4.97 70.17 - - -
CGGA_1109 M 42 pGBM 4 0 6.09 5.94 97.54 4.5 75.86 - + -
CGGA_1113 M 34 AO 3 1 5.65 55 97.27 4.05 73.65 - - -
CGGA_1116 F 43 pGBM 4 #N/A 3.88 3.78 97.28 2.96 78.36 - - -
CGGA_1118 M 31 rAA 3 #N/A 4.92 4.78 97.29 3.71 77.62 - - -
CGGA_1119 M 52 AO 3 #N/A 4.25 4.14 97.4 3.06 73.76 - - -
CGGA_1124 M 49 rGBM 4 0 5.79 5.66 97.85 451 79.59 - - -
CGGA_1136 F 40 sGBM 4 1 6.37 6.07 95.33 4.95 81.49 - - -
CGGA_1140 F 50 rAA 3 0 4.65 4.52 97.24 3.47 76.82 - - -
CGGA_1145 M 42 rAA 3 0 4.53 4.4 97.28 3.45 78.36 - - -
CGGA_1146 M 36 AA 3 1 4.89 4.52 95.45 3.46 76.46 - - -
CGGA_1160 F 43 AOA 3 1 4.48 4.3 95.93 3.39 78.97 - - -
CGGA_1170 M 27 sGBM 4 1 3.8 3.7 97.49 2.85 77.12 - - -
CGGA_1171 M 42 pGBM 4 0 4.5 4.37 97.09 3.44 78.81 - - -
CGGA_1175 F 37 sGBM 4 1 4.92 4.78 97.24 3.73 77.98 - - -
CGGA_1177 M 42 rGBM 4 0 4.54 4.37 96.31 3.84 87.85 - - -
CGGA_1189 F 35 AOA 3 1 4.56 4.42 96.93 3.54 80.17 - - -
CGGA_1190 F 46 AOA 3 1 3.67 3.46 97.02 2.7 78.03 - - -
CGGA_1197 M 45 sGBM 4 #N/A 5.78 5.28 91.34 3.91 74.14 - - -



IDH1 Raw Clean Clean Map Map PTPRZ1- FGFR3- RNF213-
SamplelD Gender Age Histology Grade mutation base(Gb) base(Gb) rate(%) base(Gb) rate(%) MET TACC3 SLC26A11
CGGA_1215 M 38 rAOA 3 1 8.24 7.29 88.46 5.8 79.62 - - -
CGGA_1218 M 54 sGBM 4 0 6.74 6.58 97.54 4.74 72.02 - - -
CGGA_1227 F 47 sGBM 4 1 4.89 471 96.29 3.52 74.73 - - -
CGGA_1231 F 32 rA 2 1 6.7 6.43 96.04 4.78 74.32 - - -
CGGA_1234 M 33 pGBM 4 0 5.72 5.39 97.06 4.48 83.15 - - -
CGGA_1237 M 63 pGBM 4 0 4.81 4.7 97.64 3.45 73.42 - - -
CGGA_1240 M 34 pGBM 4 0 4.39 4.24 96.45 3.6 84.92 - - -
CGGA_1246 M 54 AO 3 #N/A 5.25 51 97.18 3.93 76.99 - - -
CGGA_1251 F 42 rAOA 3 0 6.42 6.26 97.63 5.2 83.06 - - -
CGGA_1263 M 51 A 2 0 6.68 6.43 96.14 4.03 62.71 - - -
CGGA_1271 M 18 sGBM 4 0 451 4.25 97.22 3.43 80.73 - - -
CGGA_1272 M 33 sGBM 4 0 4.59 4.5 97.92 3.39 75.47 + - -
CGGA_1280 M 75 AA 3 0 5.18 4.98 96.13 3.72 74.81 - - -
CGGA_1281 M 46 AO 3 0 4.62 4.49 97.08 3.1 69.13 - - -
CGGA_1284 M 74 AA 3 0 4.88 4.73 96.83 4.05 85.61 - - -
CGGA_1287 M 30 pGBM 4 1 4.29 4.17 97.08 3.31 79.32 - - -
CGGA_1292 M 18 AO 3 0 4.28 4.1 95.9 3.1 75.61 - - -
CGGA_1301 M 49 pGBM 4 0 3.69 3.61 97.82 2.77 76.69 - - -
CGGA_1307 F 26 AOA 3 1 4.62 4.44 96.15 3.64 81.88 - - -
CGGA_1313 M 43 pGBM 4 0 5.18 5.06 97.8 3.9 77.1 - + -
CGGA_1314 F 28 pGBM 4 1 5.09 4.96 97.57 4.07 81.92 - - -
CGGA_1324 M 42 sGBM 4 1 4.6 4.5 97.66 3.56 79.22 - - -
CGGA_1329 F 44 rAOA 3 1 5.98 5.79 96.92 4.79 82.72 - - -
CGGA_1330 M 48 A 2 1 5.18 5.04 97.4 4.02 79.7 - - -
CGGA_1338 F 62 pGBM 4 0 5.07 4.84 95.45 3.81 78.68 - - -
CGGA_1340 M 36 AOA 3 0 5.51 5.27 95.62 3.99 75.63 - - -
CGGA_1342 M 48 pGBM 4 0 6.31 6.03 95.48 4.84 80.29 - - -



IDH1 Raw Clean Clean Map Map PTPRZ1- FGFR3- RNF213-
SamplelD Gender Age Histology Grade mutation base(Gb) base(Gb) rate(%) base(Gb) rate(%) MET TACC3 SLC26A11
CGGA_1343 M 34 rGBM 4 0 5.46 5.22 95.63 4.37 83.59 - - -
CGGA_1374 M 22 rOA 2 1 4.62 4.46 96.65 35 78.45 - - -
CGGA_1375 F 51 sGBM 4 1 5.8 5.59 96.29 4.65 83.29 - - -
CGGA_1381 F 37 rGBM 4 1 4.07 3.94 96.83 3.18 80.59 - - -
CGGA_1384 F 40 pGBM 4 1 3.34 3.21 96.14 2.67 83.28 - - -
CGGA_1388 M 38 rA 2 1 4.34 4.19 96.55 3.36 80.33 - - -
CGGA_1394 M 38 rGBM 4 1 4.99 4.85 97.14 3.89 80.15 - - -
CGGA_1406 M 34 A 2 1 4.63 4.49 96.88 3.58 79.77 - - -
CGGA_1408 F 65 AOA 3 0 5.22 5.08 97.46 3.79 74.53 - - -
CGGA_1409 F 24 pGBM 4 1 4.99 4.86 97.24 3.82 78.59 - - -
CGGA_1411 F 41 rA 2 0 5.46 5.28 96.8 4.34 82.09 - - -
CGGA_1412 F 49 sGBM 4 1 4.89 4.76 97.45 3.88 81.56 - - -
CGGA_DO02 M 44 rGBM 4 0 5.54 5.39 97.34 4.06 75.26 - - -
CGGA_DO03 M 44 pGBM 4 0 4.58 4.4 96.1 3.52 79.93 - - -
CGGA_DO04 M 37 A 2 1 4.72 4.47 94.7 3.49 78.04 - - -
CGGA_DO06 F 46 rAOA 3 0 5.57 5.42 97.45 2.73 50.35 - - -
CGGA_DO07 M 36 O 2 1 5 4.88 97.54 2.94 60.27 - - -
CGGA_DO09 M 57 pGBM 4 0 6.21 5.98 96.25 3.85 64.45 - - -
CGGA_D11 F 53 AOA 3 0 7.14 6.85 95.97 5.07 73.96 - - -
CGGA_D14 M 27 rAOA 3 1 4.66 4.42 94.76 3.56 80.69 - - -
CGGA_D15 F 38 OA 2 1 4.47 4.26 95.51 3.18 74.6 - - -
CGGA_D16 F 59 AOA 3 0 5.95 5.79 97.33 4.74 81.87 - - -
CGGA_D18 M 20 AOA 3 0 4.36 4.25 97.56 3.17 74.65 - - -
CGGA_D20 F 40 A 2 1 3.12 3.04 97.56 2.34 76.86 - - -
CGGA_D21 F 37 AA 3 1 3.56 3.39 95.36 2.67 78.59 - - -
CGGA_D24 F 37 AOA 3 1 3.6 3.44 95.54 2.5 72.78 - - -
CGGA_D26 M 55 rGBM 4 0 5.12 4.9 95.54 3.93 80.19 - - -



IDH1 Raw Clean Clean Map Map PTPRZ1- FGFR3- RNF213-

SamplelD Gender Age Histology Grade mutation base(Gb) base(Gb) rate(%) base(Gb) rate(%) MET TACC3 SLC26A11
CGGA_D27 M 33 rAOA 3 1 6.76 6.61 97.76 5.03 76.14 - - +
CGGA_D29 M 36 (0] 2 1 4.76 4.6 96.61 3.34 72.6 - - -
CGGA_D32 M 61 rGBM 4 0 4.1 4.02 98.06 3.2 79.44 - - -
CGGA_D33 M 38 rAA 3 1 3.82 3.7 96.87 2.8 75.67 - - -
CGGA_D34 M 45 sGBM 4 1 5.59 5.18 92.71 4.14 79.9 - - -
CGGA_D36 M 58 rGBM 4 0 3.95 3.79 95.84 3.09 81.58 - - -
CGGA_D37 M 55 pGBM 4 0 5.64 5.21 95.22 4.05 77.86 - - -
CGGA_D38 F 41 rGBM 4 1 4.77 4.61 96.71 3.46 75.06 - - -
CGGA_D39 F 25 rA 2 1 5.42 5.11 97.17 4.21 82.33 - - -
CGGA_D40 M 44 rOA 2 1 7.27 7.02 96.53 4.71 67.16 - - -
CGGA_D44 F 18 AOA 3 0 5.35 5.04 97.15 3.56 70.69 - - -
CGGA_D45 M 28 rAOA 3 1 5.36 4.97 95.52 3.71 74.6 - - -
CGGA_D46 F 36 rAA 3 1 5.04 4.69 95.93 3.53 75.34 - - -
CGGA_D47 M 36 OA 2 1 5.7 5.56 97.42 4.43 79.69 - - -
CGGA_D48 F 18 rAOA 3 1 3.42 3.07 89.62 2.24 73.07 - - -
CGGA_D51 F 60 rGBM 4 0 4.98 4.74 95.19 3.83 80.74 - - -
CGGA_D52 M 46 AO 3 1 15.54 14.73 94.8 9.78 66.4 - - -
CGGA_D56 M 45 rAOA 3 1 5.31 4.92 92.6 3.58 72.67 - - -
CGGA_D57 M 40 pGBM 4 0 5.42 5.27 97.29 3.65 69.25 - - -
CGGA_D58 M 24 rAA 3 0 7.71 7.46 96.84 5.04 67.5 - - -
CGGA_D59 F 30 sGBM 4 1 3.89 3.79 97.44 3.04 80.23 - - -
CGGA_D61 M 40 AO 3 1 6.35 6.15 96.88 4.53 73.67 - - -
CGGA_D63 M 25 sGBM 4 1 6.54 6.04 92.47 4.38 72.55 - - -
CGGA_D64 M 51 sGBM 4 0 4.08 3.59 88.08 2.76 76.9 + - -
CGGA_J023 M 36 AO 3 1 6.35 6.17 97.22 5.04 81.67 - - -
CGGA_J024 F 29 rA 2 1 4.95 4.79 96.81 3.69 77.05 - - -
CGGA_J030 M 38 OA 2 0 4.47 4.3 96.27 3.32 77.17 - - -



IDH1 Raw Clean Clean Map Map PTPRZ1- FGFRS3- RNF213-
SamplelD Gender Age Histology Grade mutation base(Gb) base(Gb) rate(%) base(Gb) rate(%) MET TACC3 SLC26A11
CGGA_J042 M 38 rOA 2 1 4.46 4.29 96.23 3.43 79.89 - - -
CGGA_J100 M 55 rGBM 4 1 4.49 4.36 96.97 3.25 74.62 - - -
CGGA_J130 M 40 rA 2 0 5 4.79 95.67 3.48 72.81 - - -
Total 681.35 651.63 498.15 4 3 2




Supplemental Table 3: 214 fusion genes identified in 272 samples by RNA-seq.

CGGA 413  AHCYL2 TMEML178B 7 7 129037165 141170336 29 14 0925359 N Y in-frame N N + + + ] e’i‘_’;‘g&éﬁﬁ;‘f Z’fﬁﬁ‘;ﬁ?‘g
CGGA_1034  AP2A2 SBF2 11 11 926088 9834255 97 16 08114517 N N in-frame N N + - + + exog;g§g§07' ex;gt§5522$7
CGGA_1034  AP2A2 SBF2 11 11 926088 9838571 479 14 0954147 N N in-frame N N + - + + exogzlé%i?m' exg_rlglié(gs;sg)ss
CGGA_D36  APEH  SHISAS 3 3 49714133 48511242 34 10 08628372 N N in-frame N N + . + ¥ ex?zg%ig;()mo e’;‘fzggﬁilsz
CGGA 1175 BA4GALNT3 DENNDSB 12 12 569711 31605410 51 17 09850815 N N in-frame N N + ; + + exogéé‘r;i%‘;’“' e;‘;_”sllz(g’;fgg)s
CGGA 859  BCR LZTR1 22 22 23524426 21342209 11 6 07909275 N N in-frame N N + " ¥ . ex?g;ééiiéégso e?f;fgiiéisg
CGGA_1079  BIN2 CELAL 12 12 51681892 51723617 17 9 08071052 Y N in-frame N N - - - ¥ exc_’gfézllgilligo e’éc_’gffzg;lz‘)m
CGGA_1251 BRPF3  CLPSL1 6 6 36182163 35754775 80 43 09829611 N N in-frame N N ¥ + + . ex‘_)ggggll?g% e’;‘_’;:%igg
CGGA 1324 Cl50rf57  CBX3 15 7 40854974 26241386 2 3 07066071 N N in-frame N Y - + - . exﬂ&iﬁggéé§69 eéf;égiﬁﬁégz
CGGA 374  CBL FBX02 11 1 119169250 11710891 3 5 08707546 N N in-frame N v + . ¥ " f;giﬁifgg;f;? eﬁf;fgﬂ;igﬁz
CGGA_1049  CCM2 OGDH 7 7 45078025 44706335 11 5 09174609 N N in-frame N N + + + - eX‘_’Zéé‘;Z%Z?w e’;‘_’;‘%‘(‘)‘éﬁgﬁ
CGGA 1034  CD81 SPAG6 11 10 2411756 22634652 186 13 08975235 N N in-frame N Y + + + ; exogﬁzl%gmo- e’é‘_’;;ééigi‘?
CGGA_1324 CDK17  KCNC2 12 12 96694082 75445097 10 3 09343572 N v in-frame N N . . . + exg_gtt(ggffg%os e’g_’;‘gﬁi‘gggﬁ
CGGA_1170  CDK4  TSFM 12 12 58143237 58196338 85 35 08473896 Y N in-frame N N . + . . ex‘_’ggiisslgg% e’é‘_’ggg%tzg’?’
CGGA_413  CLASRP  SYMPK 19 19 45556435 46347458 21 8 09166825 N N in-frame N N + - + + exc_>255$)5654533§54 e;‘g_’;%%(jgfs“??)z
CGGA 1060 CLSTN1  KAZN 1 1 9833330 15287180 19 7 09820255 N N in-frame N N - + - - exﬂgg?gfgffzs eéf;§§g§232§7
CGGA 1329  COG3 GPC6 13 13 46085989 94958234 16 8 09534272 N Y in-frame N N + + + . exg_zt%(ggggg)sg e’g_’gféi‘;%i%?s
CGGA 616  CPNE5  ANXA6 6 5 36714173 150516882 15 13 09736026 N N in-frame N Y - ; - + ex‘_)gg%iéls‘;“ fgg_”ét(slfgsslf)
CGGA 1113 CTDSP2 XRCC6BP1 12 12 58240155 58339411 76 20 0863824 N N in-frame N N . - - . ex‘_’ggéi%ii%;% e’;‘_’g:g%ﬁ%‘)‘o
CGGA_1045 CXADR  C210rf37 21 21 18885490 18821183 18 11 09160158 N N in-frame N N + - ¥ . ex?;égg:iigzz eﬁf;gggi:igg
CGGA_1024 FAM117A  LGALS9 17 17 47841254 25972340 4 8 07062534 N N in-frame N N - + - - ex?;‘?éiii%sz 62?2;2752%773?3
CGGA 1251 FAMISSA  COL4Al 13 13 108518030 110895081 209 117 09359028 N N in-frame N N - ; ] + ezs;gggiiﬁggz g;;:iﬁg;;;;%
CGGA_309  FARP2  DTNB 2 2 242312705 25656864 38 15 09721039 N N in-frame N N + . ¥ + e’;‘_’gj%‘fz%i‘)‘g ‘5‘);‘_’;‘;(3%56%22;7
CGGA 1313 FGFR3  TACC3 4 4 1808661 1737458 42 23 09699318 Y N in-frame N N * * * - ex93§2§§§5554 EXO;?S£$£§56-
CGGA 842  FGFR3  TACC3 4 4 1808661 1739325 79 62 09604375 Y N in-frame N N + + ¥ . exfﬂgﬁggg;f54 efggﬂggzggfz
CGGA_1109 FGFR3  TACC3 4 4 1808661 1741429 1488 573  0.978299 Y N in-frame N N + + + - exéggggggng4 e*?iﬁﬂfggjfz
CGGA_578  FRMD4A  PFKP 10 10 13779844 3155311 10 7 09339032 N N in-frame N N . + . . ex;’f‘lé‘;‘?g’gz?ggf“ exg_glli(sglfgfo
CGGA_1240  GLTP  VPS29 12 12 110318077 110934008 43 27 09397124 N N in-frame N N - . - ¥ eéf;i&;ﬁﬁég§7 iéf;i$££3$§§
CGGA_1094 GPR162  CCDC39 12 3 6935518 180372741 10 2 06765751 N N in-frame N Y + - + +  ©xond(6935359- exonld(180372

6935517)

548-180372740)



SamplelD gene gene chromosome chromosome genomic_ genomic_  splitr span probability adjacent deletion eversion inversion orf read interchro gene gene genomic genomic gene_locationl gene_location2
namel name?2 1 2 break_posl break_pos2 count count through mosome strandl strand2 strandl  strand?2
CGGA_491  HUWEL  RIBC1 X X 53672263 53453225 6 5 05547511 N N N v in-frame N N . + . . exf_ggs(f;ﬂf)ze e’é‘_’gggﬁiﬁ%?
CGGA_704  IFT80 MLH1 3 3 160037548 37067128 13 14 09729737 N N N Y in-frame N N . - . . e:g_”ltzo(gsggjgf e;g_r;%(:??ggz)l
CGGA 245  ILIRAP  FGF12 3 3 190338229 192078327 41 33 09582609 N N N Y in-frame N N + . ¥ " e’;‘?;gé?g%izss?e ‘i’;‘_’;‘g%%%;%?
CGGA_1077 LANCL2  DNAH11 7 7 55479782 21840755 33 12 0.9469955 N N Y N in-frame N N B + + - ex?ggg%%i!)sgs eé‘g_gi?é(fgsgg;
CGGA 1329  LHFP SERP2 13 13 40174969 44971408 6 6 09530682 N N N Y in-frame N N - + - - ex‘_’;{'gﬁ%g‘g“ e’é‘fﬁé‘;ﬁﬁgo
CGGA 1059 MARCH6  MYOL0 5 5 10405789 16711354 15 7 09267783 N N N Y in-frame N N + - * ¥ exg%i%g;gg)% 655-12627(11?3?513%)2
CGGA_1175 MED13L  GRIP1 12 12 116675273 66800208 114 57 09838402 N Y N N in-frame N N - - ; + e;‘f_”lsl%(;;gggg)z e’i?ggé%%i%‘;(;es
CGGA_374  MGAT5  KIAAQ825 2 5 135028121 93753085 4 5 08994962 N N N N in-frame N v + . ¥ + e’;‘_’;‘;égz(fzgs i“gf’g“;ﬁgggi;ﬁ
CGGA 1026  MLL3 CHGB 7 20 152008883 5896972 56 43 08757237 N N N N in-frame N Y - + - - eé‘f_”lggggggg)s exog;g%i‘;??o'
CGGA_578  MRPS28  ASPH 8 8 80915234 62566219 11 9 09395595 N Y N N in-frame N N . . . ¥ exc_’ggg%illiisz e;g_rézzzs(gggfg)l
CGGA_274  MTAP  C90rfe2 9 9 21818201 16215897 70 32 072412 N N N Y in-frame N N + . + + ex‘?gfé%it%‘)m e’é‘?;‘g’éll%élgges
CGGA 802  NEK®6 RXRA 9 9 127089724 137320954 64 40 08796351 N Y N N in-frame N N + + + - e’;‘_’g%ggg%?l ‘;’;Oi‘;%?gl%‘é%?
CGGA_878  NFATC3  CPNE2 16 16 68160513 57179997 62 5 09208133 N N Y N in-frame N N + + + - ex‘fggi%%?lg?“g egg_r;i(ggzlgzg)g
CGGA 796  PITPNA  RAD5IC 17 17 1461823 56809845 42 38 09838499 N N N Y in-frame N N - * - ] exo-nltts(llggzl)gﬂ eg?ggé%%%%iz)m
CGGA_1024 PLA2G6  CRYBB1 22 22 38535089 27012302 16 6  0.9843164 N Y N N in-frame N N - - - + ex?_gﬁ(ggf?;% e);(?;;()ié(;]éﬁ.o
CGGA_1119 PLAGL2  HCK 20 20 30789722 30659465 59 34 06932996 N N N v in-frame N N . + . . exc_»gé%(())z%i;zo e’;‘_’gég%i%i‘)‘e
CGGA 1234  PODXL BGN 7 X 131241019 152770079 97 10 0.8790083 N N N N in-frame N Y . + . . e);‘?i'ssglzillz;%?l %0:52,8757%?2%?
CGGA_1287  PTN DGKI 7 7 136935977 137096953 25 11 08995343 N N Y N in-frame N N - - - + e’;‘fi‘;ég‘;ﬁi? i’ﬂ‘g%g;%%g?
CGGA_661  PTPRZL  MET 7 7 121513611 116339125 12 6 09364792 N N Y N in-frame N N + + " . E);O;;—féi]é?f(’);-S Z’;Oi‘fééi%g%
CGGA 1068 PTPRZL  MET 7 7 121608184 116339125 21 14 09444875 N N Y N in-frame N N + " ¥ . e’;‘_’;‘g’%%g%z?o Z’;?;‘fééi%?éz%
CGGA_D64  PTPRZL MET 7 7 121624171 116339125 60 10 09314013 N N Y N in-frame N N + + + - e’;‘_’g%zzﬁi‘g)’l z’éc_’i‘fééﬁg%
CGGA_1118 PVRL2  SNTGL 19 8 45349870 51442737 29 16 09143789 N N N N in-frame N Y + + + . eX?Z;éizz‘é%?M e;‘g_”;ﬁf;gfg;
CGGA_1272 PVRL2  SNTG1 19 8 45349870 51442737 19 13 09110463 N N N N in-frame N Y + + ¥ : ex?zsléiggédé%?gl e;‘é’_glla(legfg
CGGA 1034 RASSF7  SCUBE2 11 11 562776 9091042 1 8 08868921 N N N Y in-frame N N + . ¥ ¥ exogggizsc)w- ex;’_’;t%(fgjf)gl
CGGA_D27  RNF213  SLC26ALl 17 17 78237577 78210727 29 23 08917188 Y N Y N in-frame N N + + + - exc_’gégi?;g” e’;‘_’;‘gg%étggz
CGGA_604  RNF213  SLC26A11 17 17 78237577 78210727 28 12 09831649 Y N Y N in-frame N N + ¥ + . ex‘f;‘:g;z;;g“ e’é‘_’;‘gg%étgz
CGGA 815  SH3GL1  CHAFIA 19 19 4364085 4422563 13 11 07531302 Y N N Y in-frame N N ; + ] ] exozgéﬁi‘;()’%' exoﬁg‘;zgi?m'
CGGA_1094 SLC6A8  GABRA3 X X 152960088 151337035 55 38 08918768 N N N v in-frame N N + i ¥ " egg_nllgglz(;:ggg%g 2’;05‘51%5317%?;52?
CGGA 1272  ST7  CTTNBP2 7 7 116593745 117396688 5 3 09788694 N N N Y in-frame N N + . " + eg?;iélsteeiﬁ? 698‘;’21127(3}916723%
CGGA_1329 TCF7L1  KIF1B 2 1 85361573 10351140 14 6 009110896 N N N N in-frame N v + - + . ex‘_’gg’é%ﬁig“ e;‘g_”ltg(slfgfé)l
CGGA_ 493  TGFBL SAE1L 19 19 41854200 47673075 6 5 08484431 N N N Y in-frame N N - + - exon6(41854198 exon6(4767307

-41854359)

3-47673179)



SamplelD gene gene chromosome chromosome genomic_ genomic_  splitr span probability adjacent deletion eversion inversion orf read interchro gene gene genomic genomic gene_locationl gene_location2
namel name?2 1 2 break_posl break_pos2 count count through mosome strandl strand2 strandl  strand?2
CGGA 1049  TPM3 ADAR 1 1 154155464 154575102 19 19 07751667 N Y N in-frame N N . . - ¥ e’;‘_’;‘gillz‘;szij'e Sei‘;’_'”llsi(;?;fgf)
fGGA—lO%' TPT1 AADAT 13 4 45914847 170999734 21 18 0.9141399 N N N in-frame N Y - - ; + ex‘f:géﬁzll‘;?% ggg_’ll?%(ggg;“’g%
CGGA 374  TTLL1l  FIBCDL 9 9 124854966 133787275 9 7 0.9704262 N Y N in-frame N N . . - " 82?:2%25‘2882‘:36 %0;‘::(%172?;72873
CGGA_1329  URI1  SLCBA20 19 3 30433571 45807233 15 8  0.9526206 N N N in-frame N Y + - + + ex‘fg‘éﬁ%‘gﬁ““ e’;‘_’zgé‘(‘;igg’z
CGGA_603  VEZT  COROILC 12 12 95645847 109055934 34 23 0.9775687 N N Y in-frame N N + . + + ex?gééissgfe;”' 32‘?;3&%%%22?
CGGA 1026  VHL BRK1 3 3 10183871 10167310 94 72 09550884 N Y N in-frame N N + + " . ex?;‘é%%g%?“ e’;‘?;‘g%%gﬁo
CGGA_ 564  ZC3H11A  REN 1 1 203816815 204131291 265 116  0.9332162 N N Y in-frame N N + - + + ei‘g_”z%g(gfgssllf)?’ ggc_’ggfl%‘llzzg
CGGA_1329  ZMIZL  MAT1A 10 10 80961449 82036350 40 42 0.9854704 N N Y in-frame N N + - + + ex‘fggé%iiig% e’(‘)‘_’ggézé%i%s
JOCAIN anF197  cHP2B 3 3 44674091 87289849 8 7 0.9050013 Y N N in-frame N N ¥ + + . ex‘fﬁé‘;ﬁg‘;es e’;‘fg%%?ggg%?“
CGGA_ 1381  A2M NOL10 12 2 0256882 10784618 161 42 08817214 N N N outofframe N Y - - - . exo_gzzi(:ggg)ssa i”gf’l”:?%%gjfg
CGGA_876  ACER3 PAKL 11 11 76637711 77034405 39 19 0.9735189 N N Y out of frame N N + - + + exc_’;‘gé;‘;giggg 82?;‘71(()22%1?5
CGGA_1160 ADNP2  ITGB3BP 18 1 77867356 63920639 8 6  0.9675016 N N N out of frame N Y + - + + ex‘f;‘71g772§;13 e’é‘_’ggg;%%é%?
CGGA_1160 ADNP2  ITGB3BP 18 1 77867356 63955889 17 7 0.9805781 N N N outof frame N Y ¥ . + + ex?;1712(;2778365659;13 e;‘fg;égss985858§5
CGGA_1026 AGAP2  TSFM 12 12 58130862 58179946 91 52 0.9308048 N N Y outofframe N N . + . . inltg)_gg(3558619229;2 e’fgg’g%g%?“
CGGA_603 ANO4  GALNTO 12 12 101218863 132691962 14 8  0.5749093 Y N N out of frame N N + - + - iggf’lnoll(;g;gf iggf’l";z%giggg)z
CGGA_1381  AVIL  VSNL1 12 2 58204601 17744679 8 4 05403123 N N N outofframe N v . + . + ex;)_r;i(gj?gg)sg i”gf’lr‘?l?%;gi)ls
CGGA 1175 B4GALNT3 DENNDSB 12 12 569711 31600703 6 5  0.9854025 N N Y out of frame N N + ; + + exogéé‘r;sl%?“' e;‘g_’;ll%(ggfggf
CGGA_676  BAZ2A  LRP1 12 12 57007681 57539273 348 74  0.9558675 N Y N outofframe N N . + . + inlt;?gggg?os%o e’é?g%z;z?;g‘))o
CGGA 676 ~ BAZ2A  METTLL 12 12 57023909 58163739 24 7 0877482 N Y N out of frame N N . . - ¥ inltgfgig(zzgoél)?’ eg?ggﬁ%gi?
CGGA_676  BAZ2A  METTLL 12 12 57024560 58165040 18 13 0.803968 N Y N outofframe N N . . . + inlt;"_gsg(zzgosgl)‘? e’;‘_’gggﬁg‘g
CGGA_1175 BCATL  FIPIL1 12 4 25101861 54245392 3 5 0.9147763 N N N outofframe N v . - - . exc_’gé)%%%lfg 9)6?2354‘;‘;%?9
CGGA 1251 BRPF3  CLPSL1 6 6 36178305 35754775 24 11 0.9883392 N v N outof frame N N + ¥ " . ex?gggglggggl e’;?gé%igg7
CGGA_1175 Cl2orf5  KCNC2 12 12 4446324 75563492 87 29 0.798601 Y N N out of frame N N + - + - exo;‘ji‘é‘;‘;g%' i”gf’;:égig‘?"i)og
CGGA_1072 Clorf2l  MIXL1 1 1 184356502 226413208 2 4 09459978 v N N outof frame N N + ¥ ¥ . e’é‘_’;‘;%i‘g%%“ géoggéizlgillg
CGGA 884  C2CD3  SMAD9 11 13 73801858 37454012 11 6  0.9197363 N N N outof frame N Y - - - ¥ exg.%%(gfggc})% e?;?ﬁiﬁié)u
CGGA_603  C2CD3  SMADS9 1 13 73801858 37454012 8 6 09931398 N N N outofframe N v . . . + exg_”éi(gfggg)% e’;‘?g%g‘(‘)‘rﬁ‘)‘l
CGGA_1381 C20rf48  PRMT8 2 12 10282502 3649772 6 5 0.9640342 N N N out of frame N Y + + + - ex?;g%ciiﬁso exoggg;”é%;m'
CGGA_616 CCDC136  FKBPOL 7 7 128445955 55755617 79 54 0.9496871 N N Y out of frame N N + - + + eé‘f;géﬁig‘;iil e’(‘)‘fgg%ig%‘)”
CGGA_616 CCDC136  FKBPIL 7 7 128452366 55755617 22 12 0.9410109 N N Y outof frame N N ¥ . + + iggf’l”féﬁ?;‘égf 6’8?2;3%552512‘)‘7
CGGA 616 CCDC136  FKBPOL 7 7 128453408 55757202 33 14 0.8527105 N N Y out of frame N N + ] + + intron8(1284459 intron3(5575561

55-128457809)

7-55759004)



SamplelD gene gene chromosome chromosome genomic_ genomic_  splitr span probability adjacent deletion eversion inversion orf read interchro gene gene genomic genomic gene_locationl gene_location2
namel name?2 1 2 break_posl break_pos2 count count through mosome strandl strand2 strandl  strand?2
CGGA_1324 CDK17  KCNC2 12 12 96692647 75445097 14 10 08897734 N % N N outofframe N N . . . + exg_r;t%(ggggg)m e;‘_’;‘gﬁi‘(‘)‘;‘g(a
CGGA_603  CHFR  SMARCD1 12 12 133463782 50488220 51 17 09678912 N N N v outof frame N N . . . . egg_%zggggg:; efg.%ti(ggggff
CGGA_1313 CHST3  PTCH2 10 1 73737822 45295583 3 2 0785235 N N N N outofframe N v + . N + i“gf’;;ggjgi;ﬁ 6;3_2272(;'55723;5
CGGA_1313 CHST3  PTCH2 10 1 73737824 45295434 16 7 09436951 N N N N outofframe N Y + . + " i“tzrf’7”317(gg’z;i;‘5 9;2_21562(3522;2
CGGA D33 COL22A1  BMP7 8 20 139732982 55750063 29 11 0.9000251 N N N N out of frame N Y - - - + egg_qz%g:ggsj)g eé?gsgi%gg)as
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CGGA_1024 STAU1 CABP5 20 19 47782534 48537619 13 7 0.9858678 N N N N out of frame N Y + 08-47790729) 0-48537618)
exonl2(4779073 exon2(4853747
CGGA_1024 STAU1 CABP5 20 19 47790732 48537619 55 24 0.9858678 N N N N out of frame N Y + 0-47790805) 0-48537618)
intron10(997870 exon20(100396
CGGA_426 STK3 VPS13B 8 8 99837743 100396436 17 15 0.9806874 N N N Y out of frame N N + 47-99895872) 434-100396544)
exonl13(1418680 exonll(704516
CGGA_1329 TFDP2 LMBRD1 3 6 141868025 70451769 55 20 0.9133667 N N N N out of frame N Y + 23-141868385)  79-70451768)
intron2(1957804 intron3(1902821
CGGA_1045 TFRC ILLRAP 3 3 195781565 190284389 15 5 0.8906788 N N N Y out of frame N N - + - - 20-105781948) 42-190321914)
intron3(4433814 exon21(814630
CGGA_1094 TMEM117 CTC1 12 17 44467608 8146303 4 5 0.9732817 N N N N out of frame N Y + - + - 5-44537325) 1-8146465)
intron14(178108 intron13(133802
CGGA_1381 TOM1L2 IGSF9B 17 11 17872924 133804184 16 8 0.6400644 N N N N out of frame N Y - - - - 45-17875573) 108-133805509)
exon11(5930922 exon3(1121261
CGGA_1329 TRMT6 Clilorf34 20 11 5930924 112126312 12 10 0.9821575 N N N N out of frame N Y - - - + 5931172) 09-112126311)
exon2(58176891 exon22(577040
CGGA_1113 TSFM R3HDM2 12 12 58177066 57704246 26 20 0.9563758 N N N Y out of frame N N + - + + 58177065) 45-57704245)
exon9(15929852 exon2(1587799
CGGA_323 TTC19 ADORAZ2B 17 17 15930016 15877993 19 13 0.9654996 Y N Y N out of frame N N + + + - -15930015) 1-15879209)
exonl18(1570237 exon23(148106
CGGA_D63 UBE3C CNTNAP2 7 7 157024021 148106483 24 14 0.9425945 N N Y N out of frame N N + + + - 72-157024020) 481-148106562)
exon4(95656680 exon8(1090558
CGGA_603 VEZT CORO1C 12 12 95656857 109055934 10 6 0.940022 N N N Y out of frame N N + + + -95656856) 03-109055933)
exon1(10183317 exon3(1016795
CGGA_1026 VHL BRK1 3 3 10183871 10167953 9 13 0.8144003 N N Y N out of frame N N + + + - -10183870) 1-10168873)
intron1(1772218 exonl14(582041
CGGA_1381 VSNL1 AVIL 2 12 17744677 58204132 9 3 0.9677562 N N N N out of frame N Y + - + - 5-17773334) 30-58204333)
exon137(15251
CGGA_374 ZBTB17 NEB 1 2 16299534 152518793 12 10 0.9793894 N N N N out of frame N Y - - - - exon14(1629953 8647-
- 2-16299619)
152518854)
exon4(13366005 intron1(1114720
CGGA_603 ZNF140 CUX2 12 12 133660146 111620521 60 26 0.781191 N N N Y out of frame N N + + + + 0-133660146) 44-111652001)
exon6(53606516 exon3(5362591
CGGA_D57 ZNF160 ZNF415 19 19 53606518 53625996 13 9 0.9377948 Y N Y N out of frame N N - - - + -53606686) 3-53625995)
exon7(3400266- intron13(907745
CGGA_1034 ZNF195 SCUBE2 11 11 3400267 9078046 42 22 0.9726551 N N N Y out of frame N N 3400451) 6-9080847)
exon7(3400266- intron14(908097
CGGA_1034 ZNF195 SCUBE2 11 11 3400268 9081155 229 111 0.9825948 N N N Y out of frame N N 3400451) 2-9081952)
exon4(12662142 exon9(1303956
CGGA_D48 ZNF564 FARSA 19 19 12662144 13039661 19 13 0.9513864 N N Y N out of frame N N - - - + -12662355) 7-13039660)
exon4(12662142 exon7(6234885
CGGA_678 ZNF564 TUT1 19 11 12662144 62349173 23 12 0.9549981 N N N N out of frame N Y - - - + -12662355) 6-62349172)
exon2(56614506 exonl1(4609302
CGGA_1234 ZNF787 GPR4 19 19 56614508 46095955 43 21 0.9720027 N Y N N out of frame N N - - - + -56614595) 1-46095954)
exonl1(18546309 exon2(6049726
CGGA_698 ZNF804A PHLPP1 2 18 185463797 60497268 80 28 0.9851144 N N N N out of frame N Y + + + 1-185463796) 6-60497463)
CGGA D18  ZNF814  ZNF417 19 19 58400138 58421072 5 3 0.536504 Y N N Y out of frame N N - - ; exon3(58400133 exon1(5841714

-58400441)

0-58421481)




Supplemental Table 4: Clinical records and data production statistics of 192 gliomas from validation cohort

Sample ID Gender Age Histology Grade PTPRZ1-MET FGFR3-TACC3 RNF213-SLC26A11
CGGA_109 M 22 sGBM 4 - - -
CGGA_134 M 53 o] 2 - - -
CGGA 181 F 35 sGBM 4 - - -
CGGA_267 M 37 A 2 - - -
CGGA 331 F 27 AA 3 - - -
CGGA_334 F 35 AA 3 - - -
CGGA _353 F 60 AA 3 - - -
CGGA_354 M 63 AA 3 - - -
CGGA_356 M 30 o] 2 - - -
CGGA_385 F 41 OA 2 - - -
CGGA _405 M 59 AA 3 - - -
CGGA _410 F 71 AA 3 - - -
CGGA 412 F 43 AA 3 - - -
CGGA 414 M 28 AO 3 - - -
CGGA 438 M 54 AOA 3 - - -
CGGA_443 M 29 OA 2 - - -
CGGA 461 M 37 A 2 - - -
CGGA_462 M 38 sGBM 4 - - -
CGGA _470 F 38 AOA 3 + - -
CGGA 471 M 45 AOA 3 - - -
CGGA _476 F 37 AA 3 - - -
CGGA_481 F 61 AO 3 - - -
CGGA _498 M 38 AOA 3 - - -
CGGA_508 F 18 AO 3 - - -
CGGA 511 M 32 o] 2 - - -
CGGA 513 F 44 AOA 3 - - -
CGGA 516 F 43 o] 2 - - -
CGGA_521 M 32 AA 3 - - -
CGGA 525 M 61 GBM 4 - - -
CGGA_550 M 38 OA 2 - - -
CGGA 558 M 34 AO 3 - - -
CGGA_562 F 62 AOA 3 - - -
CGGA _566 M 41 A 2 - - -



Sample ID Gender Age Histology Grade PTPRZ1-MET FGFR3-TACC3 RNF213-SLC26A11
CGGA_571 M 39 A 2 - - -
CGGA_576 M 46 OA 2 - - -
CGGA_583 F 37 A 2 - - -
CGGA_586 F 41 OA 2 - - -
CGGA_590 M 37 A 2 - - +
CGGA_592 M 47 A 2 - - -
CGGA_595 F 52 A 2 - - -
CGGA_598 F 62 AO 3 - - -
CGGA_600 M 42 OA 2 - - -
CGGA_602 F 33 OA 2 - - -
CGGA_614 M 28 OA 2 - - -
CGGA_626 M 21 A 2 - - -
CGGA_632 M 30 sGBM 4 - - -
CGGA_638 M 42 @) 2 - - -
CGGA_639 M 48 @) 2 - - -
CGGA_641 F 52 @) 2 - - -
CGGA_648 F 49 A 2 - - -
CGGA_663 F 38 A 2 - - -
CGGA_672 M 23 O 2 - - -
CGGA_673 M 54 A 2 - - -
CGGA_677 F 30 O 2 - - -
CGGA_686 M 51 GBM 4 - - -
CGGA_687 F 30 AO 3 - - -
CGGA_688 M 19 A 2 - - -
CGGA_690 M 58 AO 3 - - -
CGGA_697 M 38 OA 2 - - -
CGGA_706 M 36 OA 2 - - -
CGGA_707 F 40 OA 2 - - -
CGGA_716 F 34 AA 3 - - -
CGGA_721 M 45 OA 2 - - -
CGGA_727 M 45 AA 3 - - -
CGGA_732 F 35 AA 3 - - -
CGGA_733 M 25 OA 2 - - -
CGGA_736 M 38 A 2 - - -



Sample ID Gender Age Histology Grade PTPRZ1-MET FGFR3-TACC3 RNF213-SLC26A11
CGGA_740 M 31 OA 2 - - -
CGGA_743 M 30 A 2 - - -
CGGA_746 M 45 A 2 - - -
CGGA_747 M 29 GBM 4 - - -
CGGA_757 M 46 A 2 - - -
CGGA_759 M 30 GBM 4 - - -
CGGA_760 F 34 O 2 - - -
CGGA_767 M 36 A 2 - - -
CGGA_768 M 28 AA 3 - - -
CGGA_786 M 59 OA 2 - - -
CGGA_787 M 38 OA 2 - - -
CGGA_789 M 51 GBM 4 - - -
CGGA_791 M 56 AA 3 - - -
CGGA_792 F 35 A 2 - - -
CGGA_796 M 61 A 2 - - -
CGGA_797 F 39 OA 2 - - -
CGGA_805 M 46 OA 2 - - -
CGGA_812 M 27 o] 2 - - -
CGGA_813 F 37 AOA 3 - - -
CGGA_816 F 54 AOA 3 - + -
CGGA_817 M 44 AOA 3 - - -
CGGA_820 M 39 AOA 3 - - -
CGGA_822 M 46 sGBM 4 - - -
CGGA_829 F 44 AOA 3 - - -
CGGA_835 M 31 O 2 - - -
CGGA_841 M 56 AO 3 - - -
CGGA_845 F 43 AOA 3 - - -
CGGA_847 M 46 AO 3 - - -
CGGA_852 M 41 AA 3 - - -
CGGA_855 M 37 AOA 3 - - -
CGGA_856 M 54 @) 2 - - -
CGGA_857 M 54 AOA 3 - - -
CGGA_861 M 30 AOA 3 - - -
CGGA_865 M 60 AOA 3 - - -



Sample ID Gender Age Histology Grade PTPRZ1-MET FGFR3-TACC3 RNF213-SLC26A11
CGGA_877 M 38 AOA 3 - - -
CGGA_895 M 30 AOA 3 - - -
CGGA_900 M 38 A 2 - - -
CGGA_904 M 33 A 2 - - -
CGGA_907 M 63 GBM 4 - - -
CGGA_1002 F 45 AA 3 - - -
CGGA_1010 M 47 A 2 - - -
CGGA_1014 M 43 A 2 - - -
CGGA_1017 F 30 GBM 4 - - -
CGGA_1019 M 62 GBM 4 + - -
CGGA_1021 M 61 OA 2 - - -
CGGA_1023 F 58 GBM 4 - - -
CGGA_1028 F 42 GBM 4 - - -
CGGA_1029 F 28 A 2 - - -
CGGA_1036 M 43 GBM 4 - - -
CGGA_1037 M 46 A 2 - - -
CGGA_1038 M 50 A 2 - - -
CGGA_1041 M 60 GBM 4 - - -
CGGA_1053 F 63 GBM 4 - - -
CGGA_1055 M 43 A 3 - - -
CGGA_1058 M 34 A 2 - - -
CGGA_1066 F 34 A 2 - - -
CGGA_1070 M 38 GBM 4 - - -
CGGA_1071 M 42 A 2 - - -
CGGA_1073 F 42 GBM 4 - - -
CGGA_1074 M 50 GBM 4 - - -
CGGA_1075 M 72 GBM 4 - - -
CGGA_1083 M 60 GBM 4 - - -
CGGA_1084 F 68 A 2 - - -
CGGA_1086 F 65 GBM 4 - - -
CGGA_1091 F 51 GBM 4 - - -
CGGA_1092 M 51 A 2 - - -
CGGA_1095 M 29 GBM 4 - - -
CGGA_1101 F 35 @) 2 - - -



Sample ID Gender Age Histology Grade PTPRZ1-MET FGFR3-TACC3 RNF213-SLC26A11
CGGA_1103 F 35 GBM 4 - - -
CGGA_1105 M 29 sGBM 4 - - -
CGGA_1114 M 53 GBM 4 - - -
CGGA_1123 F 49 A 2 - - -
CGGA_1126 M 46 AO 3 - - -
CGGA_1127 M 35 O 2 - - -
CGGA_1128 M 60 AO 3 - - -
CGGA_1129 M 36 sGBM 4 + - -
CGGA_1133 F 41 A 2 - - -
CGGA_1135 M 42 GBM 4 - - -
CGGA_1138 M 56 GBM 4 - - -
CGGA_1139 F 54 GBM 4 - - -
CGGA_1147 M 36 A 2 - - -
CGGA_1155 M 43 AA 3 - - -
CGGA_1157 M 64 A 2 - - -
CGGA_1159 M 51 @) 2 - - -
CGGA_1168 F 54 @) 2 - - -
CGGA_1172 F 37 GBM 4 - - -
CGGA_1180 F 49 GBM 4 - - -
CGGA_1183 F 26 AA 3 - - -
CGGA_1188 F 31 sGBM 4 - - -
CGGA_1196 M 49 GBM 4 - - -
CGGA_1209 F 38 A 2 - - -
CGGA_1214 F 50 GBM 4 - - -
CGGA_1216 M 45 GBM 4 - - -
CGGA_1219 F 58 GBM 4 - - -
CGGA_1220 F 58 GBM 4 - + -
CGGA_1221 M 65 GBM 4 - - -
CGGA_1224 M 58 GBM 4 - - -
CGGA_1230 M 46 sGBM 4 - - -
CGGA_1258 M 43 GBM 4 - - -
CGGA_1270 F 61 GBM 4 - - -
CGGA_1275 M 71 GBM 4 - - -
CGGA_1278 M 58 AO 3 - - -



Sample ID Gender Age Histology Grade PTPRZ1-MET FGFR3-TACC3 RNF213-SLC26A11
CGGA_1280 M 75 AA 3 - - -
CGGA_1283 M 18 sGBM 4 - - -
CGGA_1284 M 74 AA 3 - - -
CGGA_1285 F 59 sGBM 4 - - -
CGGA_1299 M 54 GBM 4 - - -
CGGA_1320 M 19 GBM 4 - - -
CGGA_1326 M 45 GBM 4 - - -
CGGA_1332 F 55 GBM 4 - - -
CGGA_1333 F 29 GBM 4 - - -
CGGA_1346 F 58 sGBM 4 - - -
CGGA_1370 M 44 sGBM 4 - - -
CGGA_1393 M 42 sGBM 4 - + -
CGGA_1397 M 40 sGBM 4 + - -
CGGA_1450 M 37 sGBM 4 - - -
CGGA_1460 M 51 sGBM 4 - - -
CGGA_1475 M 38 sGBM 4 + - -
CGGA_1495 F 48 sGBM 4 - - -
CGGA_D28 M 25 A 2 - - -
CGGA_D30 M 70 GBM 4 - - -
CGGA_D35 F 68 GBM 4 - - -
CGGA_D42 M 63 A 2 - - -
CGGA_D59 F 30 sGBM 4 - - -
CGGA N2 #N/A #N/A normal #N/A - -

Total




Supplemental Table 5: Primer sequences used for fusion gene validation by PCR.

SamplelD Fusion Gene Forword Primer Reverse Primer Product Size(bp)
CGGA 413 AHCYL2-TMEM178B  GCTGACCAGAAGCAAGAATTCAA CGGGTCTGGATTTAGGGTAGTTG 679
CGGA 1034 AP2A2-SBF2 GATGCCGGCCGTGTCCAAG GTCCCAGCCTTCCTCCAAACAG 336
CGGA 1034 AP2A2-SBF2 GATGCCGGCCGTGTCCAAG GTCCCAGCCTTCCTCCAAACAG 520
CGGA_D36 APEH-SHISA AACATGGGCCTGTTTATGAGGAT GTAAGGTGGTGGGTACTGCATTG 701
CGGA_1175 BAGALNT3-DENNDSB  GTGGTGTCTGTGGGGCTCTG AAACGGTTAGCAAAGACCTCTCG 516
CGGA_859 BCR-LZTR1 ACCAGCCCTACCAGAGCATCTAC TTGTCCACATGTCATTCAACCTG 666
CGGA_1079 BIN2-CELAL CCTTCATCATCTGCCACAGAAGT TGTAAGCAGAGACCTGGGTGAAG 592
CGGA_1251 BRPF3-CLPSL1 CTGGAGAATGGCGAGGACCATG GTAGGGAGGAGAGCAGGTGGAG 466
CGGA_1324 C150rf57-CBX3 CGCTGACTCTACAGCCACAAGAT AGGATCAAGACCTCTGGCAAATC 682
CGGA_374 CBL-FBXO2 TCTATCACCGAGAGCAGCACCT GCTCTCATCGTGGGTGAACTCC 678
CGGA 1049 CCM2-OGDH AAGAAAGCCCATGAGAAGGTGAC CGCTGTAGGAACTCCTCAAACCT 409
CGGA 1034 CD81-SPAG6 TCAATTTCGTCTTCTGGCTGGCT TCGATGTTTTGGGGTCTAGTCGC 211
CGGA_1324 CDK17-KCNC2 ATGGGATCAGATGGTGAGAGTGA AAACCACACCACACACACTCCTT 486
CGGA 1170 CDKA4-TSFM CCTGGTGTTTGAGCATGTAGACC GATGGAGGGATGGTGACAGATTT 704
CGGA_413 CLASRP-SYMPK AGCGGAGACGGGAGTATTATGAA CTTGAGTGTGGAGTCCGAGTCAT 707
CGGA 1329 COG3-GPC6 TCATGGAATGTGGTATCCTACGG GATTGTTGATCTGGTTGGTGAGC 491
CGGA_616 CPNES-ANXA6 TACATCAAAGGAGGGACCCAGAT ACACTTCACTACGGCCAGCATTA 669
CGGA 1113 CTDSP2-XRCC6BP1  TTCCTCCTCTTGTTTTCGCTCCG TGAGCACGCCAAATGTCTGATGT 627
CGGA_1251 FAM155A-COL4Al CAGGAGGTGAGGAGCAAGCATC CCTCAGGTCCTTGCATTCCAGG 427
CGGA_309 FARP2-DTNB CGAGGTGTTTTCTTCACTCATGG TCCTCCTTCAGCAACTTCATCAG 514
CGGA 1313 FGFR3-TACC3 TGAGGCCTTGTTTGACCGAGTCTAC TGATCTTCCCCAGTTCCAGGTTCTT 668
CGGA 842 FGFR3-TACC3 TGAGGCCTTGTTTGACCGAGTCTAC TGATCTTCCCCAGTTCCAGGTTCTT 476
CGGA 1109 FGFR3-TACC3 TGAGGCCTTGTTTGACCGAGTCTAC TGATCTTCCCCAGTTCCAGGTTCTT 371
CGGA_578 FRMDA4A-PFKP ACATGAGCATCGTGGAGTCTCTC AGGTGTCGGTGATAGTGTTCAGG 676
CGGA_1240 GLTP-VPS29 CTGGCCGAACACTTGCTGAAG TGTGTGTGTGTCCCGAGATAAGA 443
CGGA_1094 GPR162-CCDC39 TGAGCTTCTTCTCCCTCAAGTCG CATGGTCCTGATATGCCGTTCTA 507
CGGA_491 HUWE1-RIBC1 CTTCGATGGAATACTGGCAGATG GAAGAATCGGTTTTGTCGCTCTT 418



SamplelD

Fusion Gene

Forword Primer

Reverse Primer

Product Size(bp)

CGGA_704
CGGA_245
CGGA_1077
CGGA_1329
CGGA_1059
CGGA_1175
CGGA_374
CGGA_1026
CGGA_578
CGGA_274
CGGA_802
CGGA_878
CGGA_796
CGGA_1024
CGGA_1119
CGGA_1234
CGGA_1287
CGGA_661
CGGA_1068
CGGA_D64
CGGA_1118
CGGA_1272
CGGA_1034
CGGA_D27
CGGA_604
CGGA_815
CGGA_1094
CGGA_1272

IFT80-MLH1
ILLRAP-FGF12
LANCL2-DNAH11
LHFP-SERP2
MARCH6-MYO10
MED13L-GRIP1
MGAT5-KIAA0825
MLL3-CHGB
MRPS28-ASPH
MTAP-C90rf92
NEK6-RXRA
NFATC3-CPNE2
PITPNA-RAD51C
PLA2G6-CRYBB1
PLAGL2-HCK
PODXL-BGN
PTN-DGKI
PTPRZ1-MET
PTPRZ1-MET
PTPRZ1-MET
PVRL2-SNTG1
PVRL2-SNTG1
RASSF7-SCUBE2
RNF213-SLC26A11
RNF213-SLC26A11
SH3GL1-CHAF1A
SLC6A8-GABRA3
ST7-CTTNBP2

CTTTAGCTCAGCAAGGAACACCA
GTTTCAATTCCCCCATGAAACTC
TGACAGAAATGGTGAAACCCAGT
AATCTGGGCTTTGCTGTCTTTTC
GCATTGGCTAGTGGGAATGGTAT
GGAGGATTGTCACTCCAACCTCT
ATGCTTCTGCACTTTACCATCCA
AAACTCAGCACCACGAAAACAAA
GTGGATCCGAAAGTGGTAGTTCC
GCCGTGAAGATTGGAATAATTGG
GAGCTGAACATTGTGCTGGAGTT
TGACATCCCTCTCAAAACAAGGA
GAAGCGACATGGTGCTGCTCAAG
GATGGATGTCACCGACTACAAGG
GGGAGGCTTTCTCAATAACATGG
CAGCGGCAGGGAGGAAGAG
CAAACCATGAAGACCCAGAGATG
CCGTCTGGAAATGCGAATCCTAAA
CCGTCTGGAAATGCGAATCCTAAA
CCGTCTGGAAATGCGAATCCTAAA
AGAGCAGAACAGGGAGGCTAGAG
AGAGCAGAACAGGGAGGCTAGAG
GAGCTCAGGGTGCAGAGGAAT
GACTCCTGCTCTTGCTTCTGGAT
GACTCCTGCTCTTGCTTCTGGAT
CTGGCAGAGGTGAAGGACTCC
GCCTCCTACTACTTCCGTTTCCA
AATCATCCCGGCAGACACCAAG

GCAGAAATGCATCAAGCTTCTGT
ATTGAGTCCCAGAAACCAAGCTC
TTCGGTTAGTGGAATGGAAACCT
ACGATGAAGTGATCAGGGAACAA
ACTCTCCGAGCAATCTGACCTCT
CGGAACTTTCTTGCTCATCTGAA
CCAACAACAGATTCAGCAAAACC
TCTTCTCAGAATGGCGTGTCTTC
GTTCTCCTGTGGGTCCATCTTCT
GTTGCATCCTCTTTCCAACACAG
GGAGTCAGGGTTAAAGAGGACGA
AACTCTCGAAAGGGAACGAACTG
TAATTCTTCCTCTGGGTCTCGTGA
CCTTCTCCAGGATGAACATCTCC
GGTGTGTTGCTGTTGTGGCTATT
TGTCGTTGTTCTGCAGGTCCAG
TACCCTTGGAGTCCGTCTTTCTC
CAGGCCCAGTCTTGTACTCAGCAA
CAGGCCCAGTCTTGTACTCAGCAA
CAGGCCCAGTCTTGTACTCAGCAA
ACATACTGAGAGAAGCGCGAATG
ACATACTGAGAGAAGCGCGAATG
TGTGCATCTTGTACTGTGGATGG
GGGCAGACTTGGGGATGTAGTAG
GGGCAGACTTGGGGATGTAGTAG
GGGCCTGTGGAGTCTTTGGTT
TGACATATGTGGCCCAATAGACC
GCTGCGATTTTCAAGAGGTGCC

687
629
482
540
675
443
614
614
511
472
504
630
222
638
454
589
520
347
382

1217
431
431
570
628
628
451
589
595



SamplelD

Fusion Gene

Forword Primer

Reverse Primer

Product Size(bp)

CGGA_1329
CGGA_493
CGGA_1049
CGGA_1046-1
CGGA_374
CGGA_1329
CGGA_603
CGGA_1026
CGGA_564
CGGA_1329
CGGA_1046-1

TCF7L1-KIF1B
TGFB1-SAE1l
TPM3-ADAR
TPT1-AADAT
TTLL11-FIBCD1
URI1-SLC6A20
VEZT-CORO1C
VHL-BRK1
ZC3H11A-REN
ZMIZ1-MAT1A
ZNF197-CHMP2B

ACTATTTCGCCGAAGTGAGAAGG
GGCCAGATCCTGTCCAAGCTG
GTTGGTGAGTTCCGGTATTTCAG
AGTTTCAGGCTCGTGCTAAGCTA
GAACACCCAGGTCCTTCAGCG
CTGGTTCAGGACTCACACGCC
GGAGTTTGACGAAGAGGTGGTTT
GAGTACGGCCCTGAAGAAGACG
AGGAGCAAGAAGCTCCTCCACTA
AGCAGACTTGAGTCCTGGTCCTT
CCGCATCCTCCTACTGACCTAGT

AGGAGTCTTCTCTCGCTCAGCTC
AAATCCCTCCAACCACCGCAC
GGAAAGGCAATCAACACCTCTCT
TTCCTTTTTGCGTTCACTGGTTA
TGCAGTGCCGGAATAGTCAGC
AATCGTCTCCACCAGCACGATG
ATGCTGGTGTCAGGGTCATAGAA
CCCATGTGGCCTGTGTTGTGTA
ATTGGACGAACCAGTGTCAAAGA
GCGGTCTACCTTGGTGTAGTCCT
AGAAGGTGGTTCTGTCTTGAGCA

653
522
613
432
511
497
678
441
597
654
655
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