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We aim to clarify genetic architecture by expression analyses using human tissues which are involved in
pathogenesis of type 2 diabetes and metabolic syndrome. Paired tissue samples of visceral and
subcutaneous adipose tissues were obtained from patients undergone gastric surgery. Expression analysis
revealed leptin gene expression level was positively correlated with BMI and adiponectin gene
expression level was negatively associated with BMI after adjustment for body mass index (BMI).
Principal component analysis showed gene expression profile of visceral fat was clearly distinguished
from that of subcutaneous fat, which allowed us to predict origin of sample from gene expression data
set. We observed expression levels of multiple genes in visceral fat tissue were substantially increased
by 5 fold and significantly increased (P<10®) compared to those in subcutaneous fat, which were
enriched in genes involved in inflammatory responses. These results suggest that accumulation of
visceral fat play an important role in development of metabolic syndrome and type 2 diabetes in terms of

alteration in transcriptome level.
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