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Genome-wide DNA methylation analysis was performed using formalin-fixed,
paraffin-embedded specimens of micropapillary (T2) and corresponding conventional adenocarcinoma
(T1) components from 48 lung adenocarcinoma patients by tissue microdissection method.

DNA methylation profiles of T1 and T2 in the same cases were close in unsupervised hierarchical
clustering analysis and principal component analysis. Two molecular pathways and gene A were found
to be potentially involved in the development of micropapillary adenocarcinoma from 247 probes with
high frequency of DNA methylation alterations from T1 to T2. Since low expression group of gene A
has been reported to show a poorer prognosis than the high expression group in lung adenocarcinoma,
aberrant DNA methylation of gene A may explain the aggressiveness of lung micropapillary
adenocarcinoma.
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