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Elucidation of the susceptibility mechanism for ulcerative colitis of MIR622 and
exploration of its clinical application
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To clarify the positioning of MIR622 as a susceptibility gene for ulcerative
colitis, we conducted (1) correlation analysis by meta-analysis in East Asian races, (2)
differential methylation around the MIR622 gene by alleles, (3) association between miR-622 and
alleles in serum, (4) miR-622 in serum as a biomarker. As a result, we could not detect (1) as a
significant correlation in the meta-analysis of East Asian races. (2) We were also unable to confirm
significant differences in methylation around miR622 gene among alleles. (3) (4) Examination of
miR-622 in serum showed no correlation with ulcerative colitis clinical phenotype.
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Cohort Site Inflammatory  bowel | Crohn’ s disease Ulcerative colitis
disease
Case Control Case Control Case Control
EAST Asia | Total 14,393 15,456 7,372 15,456 6,862 15,456
SHA1 China 5,088 6,279 2,552 6,279 2,400 6,279
1CG1 Various* | 2,735 3,724 1,611 3,724 1,124 3,724
KOR1 Korea 3,188 4,419 1,619 4,419 1,569 4,419
JPN1 Japan 3,382 1,034 1,590 1,034 1,769 1,034

*ICH1 includes individuals recruited from Hong Kong SAR, China, Korea, and Japan.
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20
DNA MIR622 3.5kbp 14 CpG

Anti-Histone H3
(tri methyl K27) -3?16 —3F4l +1

CpGHELL

CTGCTGCTTTCAAGAGTGATTGATGGCGCGGTGGCTCACGCCTGTAATCCCA

GCACTTTGGGAGGCCGAGGCGGGCGGATCACGAGGTCAGGAGATCGAGA

DNA cATCCGGGCTAAGACGGTGAAACCCCGTCTCTACTAAAAATACAAAAAAAATT

MIR622 AGCTGGGCGTAGTGGCGGGCGCCTGTAGTCCCAGCTACTTGGGAGGCTGAG
1. MIR622i&E(mFI-$H 1T 55 $aE D CpGELF!

H3K27

DNA SNP
SNP  DNA

miR-622
30
PCR  lightcycler 96 system[Roche, Basel, Switzerland]

triplicate PCR
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