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Pan-Cancer CNV



TCGA CNV from cBioPortal
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Cancer Types with Sample Size > 400

Value Meaning

-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

CNV values for 24,174 genes



Most discriminative CNVs for different cancers
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mRMR

minimal -Redundancy -Maximal -Relevance

IFS
Incremental feature selection



Top 19 CNVs
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The CNV, deletion, amplification occurrence frequencies
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lncRNA in EBVaGC



EBVaGC: Epstein ɆBarr virus (EBV) -associated gastric carcinoma
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4th most common cancer worldwide

2nd on cancer death

Gastric cancer

EBVaGC

Epstein ïBarr 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 (EBER1) in cancer cell nuclei, using in 

situ hybridization.



Microsatellite instability (MSI)

EpsteinςBarr virus (EBV)

Genomicallystable (GS)

Chromosomal instability (CIN)



lncRNA ?
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TCGA



Samples

12



EBV-specific lncRNAs
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