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During this fiscal year, we conducted the additional survey for 1,067 people among the participants
of the 2014-2015 joint surveys on the specific health checkups , who wished to have the physiological
function test at five locations: the Yahaba Center, Kuji, Miyako, Kesen, and Kamaishi satellites. As
in the last year, we dispatched emergency response doctors and Genomics and Medical Research
Coordinators to these satellites, and conducted satellite health survey three times at Yahaba center,
ten times at Kuji satellite, and nine times at Kesen satellite, which accounted for a total of 22 times.

Based on the epigenome analysis of monocytes and CD4+ T lymphocytes (the main components of
mononuclear cells) in the analytical study, we found a strong connection between a large part of
epigenomic diversity (RI: reference interval) and disease. To prepare an analytical infrastructure for
precise, efficient, and comprehensive association study of DNA methylation and disease phenotypes
(EWAS: epigenome-wide association study), we published the RI data in the previously published
multilayer omics database GMETHYL). Furthermore, to accelerate whole blood EWAS study, we
sampled blood from those who wanted the physiological function test at the Yahaba Center and
satellites this year, fractionated neutrophils with a cell sorter, and performed multilayer omics
analysis of the genome, DNA methylation, and gene expression of 100 people. We also published these
omics data of neutrophils in iMETHYL. For conducting large-scale gene expression analysis of
peripheral blood mononuclear cell (PBMC) in 2nd period, we performed whole gene transcription
analysis (RNA-seq) by a small sample size, followed by sample processing for large-scale analysis, and
technical examination. As a result, we identified multiple loci reported to be associated with diseases

(eQTL: expression trait loci).
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