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Abstract

Objective: To determine if DNA methylation subtypes exist in esophageal adenocarcinoma 

(EAC) and its precursor Barrett’s esophagus (BE).

Design: We performed genome-wide DNA methylation profiling on samples of non-dysplastic 

BE from cancer-free patients (N=59), EAC (N=23), normal squamous esophagus (N=33) and 

normal fundus (n=9), and identified methylation subtypes using a recursively partitioned mixture 
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