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Chromosomal and genomic aberrations in esophageal squamous cell
carcinoma

JIANG Yan-Yi, WANG Ming-Rong

State Key Laboratory of Molecular Oncology, Cancer Institute (Hospital), Peking Union Medical College & Chinese Academy of Medical
Science, Beijing 100021, China

Abstract: Esophageal squamous cell carcinoma (ESCC) is one of the most common malignancies with poor prognosis
in China. Patients with ESCC may present with vague symptoms in early stage and most of the cases are diagnosed at ad-
vanced stage, without the chance of optimal therapy. In the development and progression of ESCC, cytogenetic and mo-
lecular aberrations are frequently observed. This review is to summarize the advances in the chromosomal and genomic

alterations of ESCC reported recently.
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