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Pan-Cancer CNV




.- TCGA CNV from cBioPortal

Table 1
The number of samples in the 6 cancer types in our dataset.

Type  Cancer type Samples

index

1 BRCA (Breast invasive carcinoma) 847

2 COAD/READ (Colon adenocarcinoma/Rectum adenocarcinoma) 575

3 GBM (Glioblastoma multiforme) 563

4 KIRC (Kidney renal clear cell carcinoma) 490

5 OV (Ovarian serous cystadenocarcinoma) 562

6 UCEC (Uterine corpus endometrioid carcinoma) 443

Total 3480 Cancer Types with Sample Size > 400

CNV values for 24,174 genes

-2 a deep loss (possibly a homozygous deletion)
-1 a shallow loss (possibly heterozygous deletion)
0 diploid

1 a low -level gain

2 a high -level amplification




.- Most discriminative CNVs for different cancers
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.- Top 19 CNVs

Table 2

The performance of the top 19 features on each cancer type.

Method Number of features BRCA COAD,/READ GBM KIRC ov UCEC Total accuracy
Dagging 19 0.711 0.703 0.853 0.847 0.746 0.659 0.751
Table 3
The top 19 genes whose accuracy first reached over 0.75.

Ranked  Official Official full name mRMR  References of its  Selected functional events

order symbol score roles in cancer (SFEs) by Ciriello et al.

1 RPS15 Ribosomal protein S15 0.335 [27,28]

2 IL17RC Interleukin 17 receptor C 0.230 [46]

3 cuL2 Cullin 2 0.253 [30]

4 SMPD3 Sphingomyelin phosphodiesterase 3 0.255 [31]

5 MIR4703 Microrna 4703 0.242

6 CDKN2A Cyclin-dependent kinase inhibitor 2A 0.187 [32] chr9:21255411-22455518
DELETION

7 RFFL Ring finger and FYVE-like domain containing E3 ubiquitin protein ligase 0.175 [34]

8 CTBP2 C-terminal binding protein 2 0.164 [35-39]

9 MMD2 Monocyte to macrophage differentiation-associated 2 0.163 [47]

10 SEMAGA Sema domain, transmembrane domain (TM), and cytoplasmic domain, (semaphorin) 6A  0.156 [40]

11 ZFPM1 Zinc finger protein, FOG family member 1 0.147 [42]

12 CDC25A Cell division cycle 25A 0.146 (44 ,45]

13 ZMYND11 Zinc finger, MYND-type containing 11 0.153 (48] chr10:415240-5061336
DELETION

14 KBTBD6 Kelch repeat and BTB (POZ) domain containing 6 0.158 [49]

15 CELF5 CUGBP, Elav-like family member 5 0.151

16 EGFR Epidermal growth factor receptor 0.141 [50] chr7:54966353-55603625
AMPLIFICATION

17 PIGL Phosphatidylinositol glycan anchor biosynthesis, class L 0.140

18 ZNF503-AS1  ZNF503 antisense RNA 1 0.141

19 RBFOX1 RNA binding protein, fox-1 homolog (C elegans) 1 0.141 [51] chr16:6066740-7764030

DELETION




.- The CNV, deletion, amplification occurrence frequencies
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Fig. 2. The CNV, deletion, amplification occurrence frequencies of the selected 19 insix cancer types. (A) The CNV ( deletion and amplification) occurrence frequencies of the selected 19in
six cancer types; (B) The deletion occurrence frequencies of the selected 19 in six cancer types; (C) The amplification occurrence frequencies of the selected 19 in six cancer types.




INcCRNA In EBVaGC




.- EBVaGC: Epstein FBarr virus (EBV) -associated gastric carcinoma

Gastric cancer

4th most common cancer worldwide
2nd on cancer death

EBVaGC

Epstein T Barr virus (EBV) -associated gastric carcinoma
1/10 of all gastric carcinomas

Identification

It is identified by the expression of EBV -encoded small
ribonucleic acid 1 (EBERL1) in cancer cell nuclei, using in
situ hybridization.
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.- INcCRNA ?
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.- Samples

Pathological parameters

RNA sequencing samples

Validated samples

Sex

male

female

Age

<60

=60

Location
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Non-EGJ
Depth of invasion
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.- EBV-specific INcCRNAS




