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Comprehensive molecular analysis based on somatic copy number alterations in
colorectal tumors
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We aimed to identify the molecular profiles of early colorectal
carcinogenesis based on SCNAs. A single nucleotide polymorphism array was used to examine 100
colorectal IMNs (low-grade adenoma [LGA], 40; high-grade adenoma [HGA], 25; intramucosal
adenocarcinoma [IMA], 35) and early invasive CRC (20 tumors). Hierarchical clustering analysis based
on the SCNA pattern was carried out to identify molecular profiles in IMNs and early invasive CRC.
Colorectal tumors were classified into three subgroups based on SCNA patterns. Subgroup 1 was
characterized by multiple SCNAs, subgroup 3 was closely associated with infrequent SCNAs, and
subgroup 2 was an intermediate subgroup in SCNA pattern between subgroups 1 and 3. Considerable
SCNAs may be required for acquisition of invasive ability in CRC.
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