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Abstract Multiple chromosomal aberrations, nucleotide substitutions, and epigenetic modifications may occur in human cancer

cells, which drive malignant transformation. The Cancer Genome Atlas (TCGA) project aims to promote large-scale multi-dimensional

analysis of these molecular characteristics in human cancer and rapidly provide data to researchers. In this study, we introduce four flow

paths of the production of TCGA data, the collections of various cancer types, the data category and level, and the standardized pipeline

of data analysis, as well as several existing data analytical tools. We used ovarian cancer as an example to introduce the application of

the TCGA data in the analyses of mutation, copy number, analysis, and expression. We summarized the important findings of glioblasto-

ma by TCGA teams.
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Table 1 ~ The 25 types of cancer in TCGA, cancer samples, and number of downloadable cancer samples collected

Available Cancer Types Cases Shipped by BCR Cases with Data Date Last Updated
Acute Myeloid Leukemia [ LAML ] 202 200 13-2-15
Bladder Urothelial Carcinoma [ BLCA ] 171 153 13-4-12
Brain Lower Grade Glioma [ LGG | 247 222 13-4-13
Breast invasive carcinoma [ BRCA | 972 940 13-4-12
Cervical squamous cell carcinoma and endocervical adenocarcinoma [ CESC] 144 134 13-4-11
Colon adenocarcinoma [COAD ] 424 424 13-4-12
Esophageal carcinoma [ ESCA ] 50 0 03-3-25
Glioblastoma multiforme [ GBM | 600 597 13-3-01
Head and Neck squamous cell carcinoma [ HNSC | 374 358 13-4-12
Kidney Chromophobe [ KICH ] 66 66 13-4-11
Kidney renal clear cell carcinoma [ KIRC ] 513 501 13-4-12
Kidney renal papillary cell carcinoma [ KIRP ] 142 127 03-3-27
Liver hepatocellular carcinoma [ LIHC ] 126 99 13-4-03
Lung adenocarcinoma [ LUAD | 563 538 13-4-12
Lung squamous cell carcinoma [ LUSC ] 494 399 13-4-12
Lymphoid Neoplasm Diffuse Large B—cell Lymphoma [ DLBC | 28 18 13-4-08
Ovarian serous cystadenocarcinoma [ov] 597 601 13-4-11
Pancreatic adenocarcinoma [PAAD ] 73 57 13-4-12
Prostate adenocarcinoma [ PRAD ] 199 188 13-4-09
Rectum adenocarcinoma [ READ ] 169 165 13-3-25
Sarcoma [ SARC | 73 54 13-4-12
Skin Cutaneous Melanoma [ SKCM 336 318 13-4-12
Stomach adenocarcinoma [ STAD ] 325 325 13-4-12
Thyroid carcinoma [ THCA | 500 508 13-4-14
Uterine Corpus Endometrioid Carcinoma [UCEC] 525 500 13-4-11
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