
Table SI. Detailed information of 201 triple‑negative breast 
cancer samples collected from Gene Expression Omnibus and 
The Cancer Genome Atlas.

GSM GSE GPL

GSM2319862 GSE87048 GPL6801
GSM2319885 GSE87048 GPL6801
GSM2319893 GSE87048 GPL6801
GSM2319895 GSE87048 GPL6801
GSM2319904 GSE87048 GPL6801
GSM2319908 GSE87048 GPL6801
GSM2319920 GSE87048 GPL6801
GSM2319927 GSE87048 GPL6801
GSM3136982 GSE114183 GPL6801
GSM3136983 GSE114183 GPL6801
GSM3136984 GSE114183 GPL6801
GSM3136985 GSE114183 GPL6801
GSM3136986 GSE114183 GPL6801
GSM3136987 GSE114183 GPL6801
GSM3136988 GSE114183 GPL6801
GSM3136989 GSE114183 GPL6801
GSM3136990 GSE114183 GPL6801
GSM3136991 GSE114183 GPL6801
GSM3136992 GSE114183 GPL6801
GSM3136993 GSE114183 GPL6801
GSM3136994 GSE114183 GPL6801
GSM3136995 GSE114183 GPL6801
GSM3136996 GSE114183 GPL6801
GSM3136997 GSE114183 GPL6801
GSM3136998 GSE114183 GPL6801
GSM3136999 GSE114183 GPL6801
GSM3137000 GSE114183 GPL6801
GSM3137001 GSE114183 GPL6801
GSM3137002 GSE114183 GPL6801
GSM3137003 GSE114183 GPL6801
GSM3137004 GSE114183 GPL6801
GSM3137005 GSE114183 GPL6801
GSM3137006 GSE114183 GPL6801
GSM3137007 GSE114183 GPL6801
GSM3137008 GSE114183 GPL6801
GSM3137009 GSE114183 GPL6801
GSM3137010 GSE114183 GPL6801
GSM3137011 GSE114183 GPL6801
GSM3137012 GSE114183 GPL6801
GSM3137013 GSE114183 GPL6801
GSM3137014 GSE114183 GPL6801
GSM3137015 GSE114183 GPL6801
GSM3137016 GSE114183 GPL6801
GSM3137017 GSE114183 GPL6801
GSM3137018 GSE114183 GPL6801
GSM3137019 GSE114183 GPL6801
GSM3137020 GSE114183 GPL6801
GSM3137021 GSE114183 GPL6801
GSM3137022 GSE114183 GPL6801
GSM3137023 GSE114183 GPL6801
GSM3137024 GSE114183 GPL6801
GSM3137025 GSE114183 GPL6801
GSM3137026 GSE114183 GPL6801
GSM3137027 GSE114183 GPL6801
GSM3137028 GSE114183 GPL6801
GSM3137029 GSE114183 GPL6801
GSM3137030 GSE114183 GPL6801

Table SI. Continued.

GSM GSE GPL

GSM3137031 GSE114183 GPL6801
GSM3137032 GSE114183 GPL6801
GSM3137033 GSE114183 GPL6801
GSM3137034 GSE114183 GPL6801
GSM3137035 GSE114183 GPL6801
GSM1384583 GSE57548 GPL6801
GSM1384584 GSE57548 GPL6801
GSM1384585 GSE57548 GPL6801
GSM1384586 GSE57548 GPL6801
GSM1384587 GSE57548 GPL6801
GSM1384588 GSE57548 GPL6801
GSM1384589 GSE57548 GPL6801
GSM1384590 GSE57548 GPL6801
GSM1384591 GSE57548 GPL6801
GSM1384592 GSE57548 GPL6801
GSM1384593 GSE57548 GPL6801
GSM1384594 GSE57548 GPL6801
GSM1384595 GSE57548 GPL6801
GSM1384596 GSE57548 GPL6801
GSM1384598 GSE57548 GPL6801
GSM1384599 GSE57548 GPL6801
GSM1384601 GSE57548 GPL6801
GSM1384602 GSE57548 GPL6801
GSM1384604 GSE57548 GPL6801
GSM1384605 GSE57548 GPL6801
GSM1384607 GSE57548 GPL6801
GSM805438 GSE26232 GPL6801
GSM805440 GSE26232 GPL6801
GSM805450 GSE26232 GPL6801
GSM805455 GSE26232 GPL6801
GSM805456 GSE26232 GPL6801
GSM805457 GSE26232 GPL6801
GSM805459 GSE26232 GPL6801
GSM805466 GSE26232 GPL6801
GSM805478 GSE26232 GPL6801
GSM805482 GSE26232 GPL6801
GSM805483 GSE26232 GPL6801
GSM805484 GSE26232 GPL6801
GSM805868 GSE32530 GPL6801
GSM805871 GSE32530 GPL6801
GSM805876 GSE32530 GPL6801
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Table SIII. Detected chromothripsis samples and chromosome pulverized regions.

Sample Chromosome Start End Switch number Log10 (LR)

GSM2319895 12 1 63025520 26 19.62980539
GSM2319895 17 5000001 45000000 22 21.23309955
GSM3136990 13 67039983 115169878 43 34.10405443
GSM3136992 3 5000001 53129895 31 25.53959105
GSM3136996 1 140000001 188129895 23 12.06175987
GSM3136996 5 78383868 180915260 58 30.89087279
GSM3137000 19 5000001 35000000 20 18.30767097
GSM3137005 14 29272292 107349540 25 14.29714997
GSM3137019 1 110000001 225169878 51 35.11696607
GSM3137020 12 5000001 68025520 27 20.92610143
GSM805450 15 20000001 50000000 26 14.77671478
GSM805457 11 30000001 60000000 32 36.02814541
GSM805466 17 10000001 40000000 24 23.84912787
GSM805478 11 30000001 60000000 33 21.94060212
GSM805482 6 1 40000000 33 13.03314155
TCGA‑A2‑A0YE 17 18169690 81195210 43 25.05566946
TCGA‑A2‑A3XX 6 15000001 45000000 22 21.05223779
TCGA‑A7‑A0DA 6 1 40000000 24 12.99550766
TCGA‑AC‑A2QH 7 45000001 147531392 49 20.19875454
TCGA‑AO‑A12F 5 150000001 180000000 45 36.05351567
TCGA‑AO‑A12F 11 15000001 130169878 57 22.44833378
TCGA‑AR‑A2LR 6 10000001 40000000 34 22.95750867
TCGA‑AR‑A2LR 16 1 30000000 37 26.29455831
TCGA‑B6‑A402 4 40000001 80000000 30 18.96586013
TCGA‑BH‑A1F6 10 35000001 83129895 32 17.35210723
TCGA‑BH‑A1F6 19 29128983 59128983 26 14.80530176
TCGA‑BH‑A1FC 1 1 159138663 89 39.26480461
TCGA‑C8‑A26X 17 25000001 76304566 38 34.91943456
TCGA‑D8‑A27H 5 1 30000000 33 27.6039756
TCGA‑E2‑A14X 8 5000001 138851895 43 20.13517467
TCGA‑E2‑A158 5 1 51304566 43 18.98726969
TCGA‑E2‑A1L7 4 55000001 103129895 32 17.34124349
TCGA‑E2‑A1L7 12 75000001 123129895 28 13.68026573
TCGA‑E2‑A1LL 12 1 48129895 131 130.9814679
TCGA‑EW‑A1OW 1 1 198022430 47 10.51542398
TCGA‑EW‑A3U0 11 20000001 50000000 22 14.59556515
TCGA‑GM‑A2DF 8 1 48129895 23 12.05990978
TCGA‑GM‑A2DF 13 56040895 115169878 61 50.89879581

LR, likelihood ratio.



Table SIV. Identified regions enriched for somatic rearrange‑
ment breakpoints.

Chromosome Chromosome Arm Start End

1 p 20000 1020000
1 p 1020000 2020000
1 p 12020000 13020000
1 p 16020000 17020000
1 p 17020000 18020000
1 p 25020000 26020000
1 p 35020000 36020000
1 p 72020000 73020000
1 p 85020000 86020000
1 p 104020000 105020000
1 p 110020000 111020000
1 p 111020000 112020000
1 p 112020000 113020000
1 p 120020000 121020000
1 q 143900000 144900000
1 q 144900000 145900000
1 q 146900000 147900000
1 q 147900000 148900000
1 q 148900000 149900000
1 q 151900000 152900000
1 q 154900000 155900000
1 q 160900000 161900000
1 q 195900000 196900000
1 q 242900000 243900000
1 q 247900000 248900000
2 p 34020000 35020000
2 p 35020000 36020000
2 p 38020000 39020000
2 p 52020000 53020000
2 p 87020000 88020000
2 p 89020000 90020000
2 q 97800000 98800000
2 q 146800000 147800000
3 p 46020000 47020000
3 p 53020000 54020000
3 p 65020000 66020000
3 p 75020000 76020000
3 q 128900000 129900000
3 q 161900000 162900000
3 q 164900000 165900000
3 q 194900000 195900000
3 q 196900000 197900000
4 p 4020000 5020000
4 p 9020000 10020000
4 p 10020000 11020000
4 p 34020000 35020000
4 q 63700000 64700000
4 q 64700000 65700000
4 q 68700000 69700000
4 q 69700000 70700000
4 q 161700000 162700000
4 q 172700000 173700000
4 q 189700000 190700000
5 p 20000 1020000
5 p 12020000 13020000
5 p 17020000 18020000
5 q 56700000 57700000
5 q 68700000 69700000

Table SIV. Continued.

Chromosome Chromosome Arm Start End

5 q 69700000 70700000
5 q 149700000 150700000
5 q 154700000 155700000
5 q 174700000 175700000
5 q 176700000 177700000
5 q 178700000 179700000
5 q 179700000 180700000
6 p 20000 1020000
6 p 26020000 27020000
6 p 29020000 30020000
6 p 31020000 32020000
6 p 32020000 33020000
6 q 66300000 67300000
6 q 77300000 78300000
6 q 78300000 79300000
6 q 103300000 104300000
7 p 6020000 7020000
7 p 38020000 39020000
7 p 53020000 54020000
7 q 61700000 62700000
7 q 63700000 64700000
7 q 75700000 76700000
7 q 101700000 102700000
7 q 108700000 109700000
7 q 110700000 111700000
7 q 133700000 134700000
7 q 141700000 142700000
7 q 142700000 143700000
7 q 143700000 144700000
8 p 20000 1020000
8 p 3020000 4020000
8 p 4020000 5020000
8 p 6020000 7020000
8 p 7020000 8020000
8 p 8020000 9020000
8 p 11020000 12020000
8 p 12020000 13020000
8 p 39020000 40020000
8 p 40020000 41020000
8 p 42020000 43020000
8 q 128100000 129100000
8 q 144100000 145100000
9 p 20000 1020000
9 p 23020000 24020000
9 p 41020000 42020000
9 p 43020000 44020000
9 p 44020000 45020000
9 q 68700000 69700000
9 q 69700000 70700000
9 q 139700000 140700000
10 p 17020000 18020000
10 p 18020000 19020000
10 q 42300000 43300000
10 q 46300000 47300000
10 q 47300000 48300000
10 q 48300000 49300000
10 q 51300000 52300000
10 q 58300000 59300000
10 q 67300000 68300000



Table SIV. Continued.

Chromosome Chromosome Arm Start End

10 q 80300000 81300000
10 q 81300000 82300000
10 q 88300000 89300000
10 q 89300000 90300000
11 p 4020000 5020000
11 p 5020000 6020000
11 p 18020000 19020000
11 p 25020000 26020000
11 p 34020000 35020000
11 p 49020000 50020000
11 p 50020000 51020000
11 q 80700000 81700000
11 q 88700000 89700000
12 p 20000 1020000
12 p 8020000 9020000
12 p 9020000 10020000
12 p 10020000 11020000
12 p 11020000 12020000
12 p 12020000 13020000
12 p 19020000 20020000
12 q 99200000 100200000
12 q 131200000 132200000
13 q 37500000 38500000
13 q 48500000 49500000
13 q 57500000 58500000
13 q 113500000 114500000
14 q 19100000 20100000
14 q 20100000 21100000
14 q 22100000 23100000
14 q 24100000 25100000
14 q 41100000 42100000
14 q 73100000 74100000
14 q 106100000 107100000
15 q 20700000 21700000
15 q 21700000 22700000
15 q 22700000 23700000
15 q 23700000 24700000
15 q 24700000 25700000
15 q 29700000 30700000
15 q 34700000 35700000
15 q 56700000 57700000
15 q 76700000 77700000
15 q 84700000 85700000
16 p 15020000 16020000
16 p 16020000 17020000
16 p 19020000 20020000
16 p 21020000 22020000
16 p 22020000 23020000
16 p 31020000 32020000
16 p 32020000 33020000
16 p 33020000 34020000
16 q 55600000 56600000
16 q 69600000 70600000
16 q 70600000 71600000
16 q 77600000 78600000
17 p 16020000 17020000
17 p 18020000 19020000
17 p 19020000 20020000
17 p 21020000 22020000

Table SIV. Continued.

Chromosome Chromosome Arm Start End

17 q 33800000 34800000
17 q 38800000 39800000
17 q 42800000 43800000
17 q 43800000 44800000
19 p 20000 1020000
19 p 20020000 21020000
19 q 35600000 36600000
19 q 40600000 41600000
19 q 42600000 43600000
19 q 43600000 44600000
19 q 54600000 55600000
20 p 1020000 2020000
20 q 29400000 30400000
20 q 48400000 49400000
20 q 52400000 53400000
21 q 14300000 15300000
22 q 20900000 21900000
22 q 21900000 22900000
22 q 22900000 23900000
22 q 23900000 24900000
22 q 38900000 39900000
22 q 41900000 42900000
22 q 42900000 43900000


