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Exome sequencing of
* 334 high-grade serous ovarian carcinoma (HG-SOC) tumor samples
¢ analyzed via lllumina or ABI SOLID sequencing platforms
* atthe human genome sequencing centers (HGSCs):
- Baylor College of Medicine (BCM)

- Broad Institute Genome Center (Bl)
- Genome Institute at Washington University (WUSM)

-

TCGA data portal (24t November 2010):
Level 2 data from BCM: 105 patients
Level 2 data from BI: 171 patients
Level 2 data from WUSM: 88 patients

-

21,978 mutation data reported across 10,489 RefSeq gene symbols

Removed 4,339 data where mutation
status is Unknown or None.

-

17,639 mutation data reported across 9,083 RefSeq gene symbols

Data includes:
Mutation status: Germline, somatic or loss-of-heterozygosity
Variant classification: Missense_Mutation, Silent, Nonsense_Mutation, In_Frame_Del, Nonstop_Mutation,
Splice_Site, Frame_Shift_Del, Frame_Shift_Ins, Splice_Site_Indel, In_Frame_lIns, Translation_Start_Site,
Splice_Site_SNP or RNA
Variant type: Deletion, Insertion, SNP, DNP

-

Supplementary Table ST1

Supplementary Figure SF1: Mutational data of high-grade serous ovarian carcinoma (HG-SOC) downloaded from TCGA data
portal.



22 patients

i |
[ 7P53_ )
ERBB2IP
PDGFRA
FN1
INPP5D
MAP3K6
GLI2
LRRN2
MKL1
ANKMY2
ENAH
MET
ANXA7
CHL1
PRKCI
TP53
CHD6
ABCA3
DPYSL4
HNF1A
RAB3D
VAV1
ANKHD1-EIF4EBP3,
PKP4
KIF4B
MYO5C
SPTB
ADAM15
FOX03
PHLPP
ROR2
ALK
ASPM
1TGB2
HLA-G
KTN1
TBK1
PLAGL2
PPARA
ADAMTSL3
GYPB
PIK3C2B
MADI1L1
CHEK2
RPS6KA2
MLL4
RSU1
EP400
GCLC
GZMB
KIF3B
TNK2
MAPK15
NUMA1
PTK2B
ZC3H11A

1
CHEK2

Io!
11
1R
=1

(syuaned g 1sea| 1e Ul suoLeINW PAAISSAO YlIM) sauad GG

334 TCGA HG-SOC patients

Supplementary Figure SF2: Heatmap of germline, LOH or somatic mutations observed for 455 highly mutated genes (mutated in
at least 5 patients) and 334 patients. The intensity of the plot corresponds to the number of mutations (inclusive of silent
mutations) observed for that gene and patient.
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Supplementary Figure SF3: (A) Patient stratification of 330 TCGA HG-SOC patients based on CHEK2 copy number. (B) CHEK2
expression for samples with CHEK2 deletion, amplification or insignificant alterations. (C) Expression profiles of CHEK2 mRNA
across tumor types for 378 samples. The 378 samples were from 8 fallopian tube samples and 370 HG-SOC samples with tumor
grade and stage information. (D) Prognostic stratification of 358 HG-SOC patients based on CHEK2 expression data. 12 HG-SOC
patients without survival times and events were excluded from the analysis. High CHEK2 mRNA expression were associated with
higher-risk whereas low CHEK2 mRNA expression were associated with lower-risk.
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Supplementary Figure SF4: (A) Genomic locus of CHEK2 from the UCSC Genome Browser. The intron-exon-UTR structure of
individual isoforms are shown. (B) RNA-seq expression of the CHEK2 isoforms across 263 high-grade serous ovarian carcinoma
patients from the TCGA database.
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Supplementary Figure SF5: Cluster of non-silent mutations of the 21 prognostic genes and 58 patients in the poor prognosis
subgroup for (A) germline, LOH and somatic mutations, (B) germline mutations, (C) LOH, and (D) somatic mutations. Genes and
patients were ordered via hierarchical clustering (kendall-tau distance and complete linkage).
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