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Association of common polymorphisms with gestational diabetes mellitus in Japanese
women: A case-control study
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(RENDEE)

WA AR TR B O EAR I 2705 IR (Type 2 diabetes mellitus: T2DM) X°
TERME R R (gestational diabetes mellitus: GDM) BEE G & fx 1 282 < O Bk TRIE &
NT&E, BARANIBW S T2DMBEEFEME LR FITHE STV D25, GDM B i ff &
BFIZOVWTIERERF SR TR, £ 2T, AWFZEO B AT B A A GDM B8 7 /i &
fmrEWLNZTHZ L L,

KT 201 1424 A 22 52014 K £ TIZEER B R PR R OCENL R E EEREI I v 7 —
THEEMEH 21T > -GDMLhw (17141) & EFHEH 44 (Normal glucose tolerance:
NGT, 128%]) Th 5, RARRMIM 2 &t L72DNAZ W T, BE#OT2DM b L < &
GDM B — g F £ A (Single nucleotide polymorphism: SNP) & GDMZ&E & @ B8 fig 4t
AT o Tm, ARWFFEOIEF % TGenotype relative risk231.42L EOSNP % 50%LL DR /)¢
MRBET D700, MRSNPIZH AN~ A F—7 LVBEE (Minor allele frequency: MAF)
>30% Cd 245 SNP (36iE{n+) & L7z, Matfftride 27 1 v 7 Ewatra AT,
ZHEILEEDOp<0.05SEHEEHY L LT,

NGTHE & i L CGDMAEIZrs266729 (ADIPOQ: p= 0.013, odds ratio [OR]: 1.56, 95%
confidence interval [CI]: 1.10-2.23) . rs10811661 (CDKN2A/2B: p = 0.035, OR: 1.46,
95% CI: 1.03-2.08) . rs9505118 (SSR1-RREB1: p = 0.046, OR: 1.41, 95% CI: 1.01-
1.97) THAT2DM U A7 T LA ELL FEOMMICH -7, il &i7=3 SNPCTH AT
1795 & GDMEEIINGTHE L I L CHEIZY A7 7T LV a %< b (3.8 £ 1.3 vs. 3.1
+ 1.4, p=6.0x10°) | SELLEY X7 7 L AREREE A LR R ERE & bt L CGDMRE
UAZPNEEICER LK (p=5.6x10°, OR7.3) .

AW DO EFRILAARNCGDMBIEICBEERLEEL TN 2 2MOTRLIZZET
b5, £, BRAGDMD ERIFEITA VAV U HBWARTHLZ ENMBALTEY,
AKBFZE TR SN 7238a FH 28I+ 231 v 2 Y UM EEF Tho7m 2 & b E
T, — 7, KBFZE TlE H AR AMAFU30%DSNPIZ R TH Y, HD H A AGDMB
fEMELE T OMENTETCW R WAREEND D, 5% I KEFEN CTDGenome wide
association study Z 17\, H O H A ANGDMBE M BEE O 2 A 5 TETH 5,




