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Overview of the Cancer Genome Atlas Project

Pei-Ling Tsou, and Chang-Jiun Wu
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TCGA (The Cancer Genome Atlas), an integrated effort through the application of advanced genome tech-
nologies, is a treasure trove to facilitate our understanding of molecular basis of cancer. Here we introduce the
collections of various cancer type and the standardized pipeline of data analysis, and summarize important findings

from recent publications by TCGA teams.



