ey, 27&% 482 178
NEPAEASWE—IRITESFE
BEsk €@t - &K
BRI R B ZIRES
HEWEE @ SWUKE BORNEEE 900 F+H
MRRKEEE=E g EEEFMRE FEb BEF BifI : 2%
B BS—-AR HERUR

MREl | SURRICHITD. EnFBNZzSDERRIBIREEA U 2 RS
DFEAE T AEROERMEERFRFEDIZHDERREIESY
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2001 FICE MBELRFOERNMPSHCESN. BRICEDHK 1000 BEXIC—
APDEIS TRENEZDIENNEFET SC ENHIBRU—IBEZE (SNP) S
Nic. 2 BRI (T2DM) DEICHZRADERBDIED. 27 ) AMEERYIT 1 —
(GWAS) I3 EIC KD T2DM DEBRSZIMEELEF ORI CAESIUBINCIE, IRE
ZETIC 80 BHRDD T2DM ZEEBRBZNEELFAHRSE SN CL\D, AFBTITONE
BRRISZIT 1 —DIFR. BAANICHBUTIE, £5E 80 @BRODA, 2011 G
R C 148D T2DM EEBREZIDELRFAIBAA 2 BUBREB CREEN®H D C ENTE
MSNTEL, LN L, BROBICFORRBFAAEDZ v XLEOR) ICDNTIZ,
11~15 EEVNEDTHD. T2DM BEBRADERHRRICOVNTIHET D
PRICIE, —D—DDEBRZRZMELRF TR T2DM HEERRESZINELRFD risk
allele BIDGEH#(Genetic risk score ; I GRS E#89) THGHICTHI I D4
OBV, ZTT, BRIE, BARATHRSESN TS 14 @D T2DM EKEBREAZ1E
BILFNSD GRS ' T2DM DeZ#ibs T s C 5= (CH8EE L, T2DM FEIEERDIR
YV URA YR YDMMETRDA YR VISERUEEDFARFESDIBERS L
12 (lwata M et al. Diabetes Care, 2012), S0, 2011 FMU&E, BHATERS
NIZ T2DM EBRESMEELF N EARAD 2 ZUBIRSFHAEIC TRIS T DDN, X,
BISHBIBASNISEIEF D risk allele HZ 14 @D GRS ICH1Z THERBDERKIR
EEDKDICERFETDDN. CHZRICDVNTIRET LTS,

(RREA)

BREAPHARZT O CVWDRRKRKEN S MR129-LERP, GPSM1,
SLC16A713 1 T2DM EERESMELRF CHDBNRSE =N (Hum Mol
Genet. 23:239-246, 2014), X. @ UL HEHARMEEE THDIBICFHIREAD
58, BKAT 2012 FlCEAESNE 10 @ (2MIZ1, KLHDCS, TLET,
ANKRDS5, CILP2, MC4R, BCAR1, CCND2, GIPR, LAMA 1) ® T2DM &£
RBREMBLFON. ZMIZ7 2" (Matsuba R, lwata M et al. 10 Replication
study in a Japanese population to evaluate the association between 10
SNP loci, identified in European genome-wide association studies, and
type 2 diabetes. Plos one 2015 (in press)). PEADKK A TCEESINIZI
DDEILF(THADA, GRK5, RASGRP1, TMEM163 MR, THADA (Sakai
K, Iwata M, et al. Replication study for the association of rs7578597 in
THADA, rs10886471 in GRK5 and rs7403531 in RASGRP1 with
susceptibility to type 2 dabetes in a Japanese population.
Diabetology International 2015 (in press)) A" BAAD T2DM ERBEZ &S
FTHDCENRESNGE, SE. BAAN 2 BEERBDRRAELTF CHDENEE
BBSNISEEFZE(SNP) O risk allele MENATTHICIS GRS ZBE L., 2 BijE
PRIBOBEREEEDKDICESET DOMESTLU TN FTETHD,
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