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Genome sequencing studies of cancer have revealed the genomic landscapes of

human cancer and have shown that the p53 tumor suppressor gene is most frequently mutated in cancers
among the human genes. The p53 family is composed of a group of transcription factors, p53, p73,
and p63. A high frequency of p53 mutation has been reported in esophageal squamous cell carcinoma
(ESCC). Therefore, loss of p53 function is thought to be very important in ESCC. To identify the
direct transcriptional targets of p53 family, we performed RNA sequencing (RNA-seq), chromatin
immunoprecipitation coupled with high-throughput sequencing (ChlP-Seq) analyses and other functional
assays. We have isolated several p53 family target transcripts, including protein-coding genes and
non-coding RNAs. Our results indicated a p53 family-mediated transcriptional network involved in
various biological functions and tumor suppression.
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