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The present study aimed to explore genetic factors associated with nutrient
intake and dietary preference among a Japanese population by genome-wide association study. Subjects
were approximately 14,500 participants aged 35 to 69 years with genomic data of about 600,000 typed
single nucleotide polymorphisms in Japan Multi-Institutional Collaborative Cohort Study. In this
study, we identified several suggestive or genome-wide significant new loci associated with intakes
of fat, vegetables, and fruits.
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HERFREIDER

P, BRICET 2BEERZT TR SEEEZIILO LT FORFEBIFELH
ETHBEERNER SN TEY . BARNTEIT 5 T2 B W CEHERCEE (Wakai
K, et al. Obesity 2013) <°2—t —{EH{TH) (Nakagawa-Senda H, et al. Sci Rep 2017) % HlE
2 BB S F DR E S 47z, WK NIZIRIT D 06T Tl = RREBFRERE (R
KW, IBE, T2AEKE) EBET 52 =— 7 RBRFENAHE ST 5 (Tanaka T, et
al. Am J Clin Nutr 2013), Z1 5 DOHRILE b ORFELIED 2 VIERBREBREN 25
IPOBIBERTHE SN TO D ATREMZ R L TER Y . BRHFICH &S HERTHIOBLED
O EERR R LEZS Clgms 2 S, EM TORGERE Eh T,

IHETEANDORFELESCKRBERBIREIT, D WOFERESCEIGEHED T v ¥
YT HLWVIHSREER THEEN I BDOLEX LN TEZ, L, Thb 0% KN
ATEBRBEEER 721 Tl < | ERIRBRERIC L > THREEFENHE ST 5 ATREMEN
HY, INHOHRITEEZE UIER TPHICEWTHRO TEETHDL Z b, HARANIC
BT 2 RFEBIMES L ORERERELHET DBEBERZERE LT, BITHEOMAO
LD 2 WM E R ER 2R T 5 Z LIRS Tuniz,
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AWTETIX, 7 L2V A RESEMENT (GWAS : genome-wide association study) @ T-75%
WT, BFEELMER LORBREINEZHET 2 BIER 2 A RN KLV T
FICERR LAl §2 Z & 2 B & Lz, AEEIERORIED 2 W ITTRIICBE D 2 REFEM 72
BEHEEL LT, BEOBREEBIUIKENSASCOMEREOHEL SN ERKETTHY

(Chowdhury R, et al. Ann Intern Med 2014) . B73% « W) OBEUIRIE D AT ER AR B D
FBERFTH D Z ENIAS MBI TWD (Otani T, et al. Int J Cancer 2006; Hamer M, et al. J
Hypertens 2007) , % & BEIEE OED Y ZH L0 T 5720, 2L OEBREEZHEL 9
LBEEROREILE ICEERPETH D Z L6, AR CIIIEEERES X O3 -
R ERCE L BEST D FRBEEROBRRICEREZH T THRERRITLII & & L,
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KIFIED TR GF LA AL gk R/ = — 4 — %8 (J-MICC Study: Japan Multi-
Institutional Collaborative Cohort Study) DZNN#E (35-69 ¥ D F 4, f&H N) T, B FEHT
BT 2RIENSE LTI Y . METATREZRAY 14,500 4 & LTz, BN ORI UEE R &
FEORZ LY =X —EIE, [FEERE, I - AOERELHE L, 2L E
FRMTE T /L CXEBRE OFMn - AGE R - BUE - BMI 72 C 2R 5720, ARt A =%
POG LN ESINE OEIEEET — 2 2 HE LIz, {HEEOT ) LT —ZIT20 T,
quality control Z % L CHOMICHE L7cT —# vy M& Lo, SINFEDOREHR - SmEHER
BT, HEEET %, 7 AT X EEG L, inRTx X —EBIREE AT D
I CEEE 3 EERAZ ML L) 13T 8 bR L IFEERET =L —
b (%) & Uiz, 2738 - RBHURITFRAEIC L > TR F—EIEZ % L, 1,000kcal/
Ao OFEBELE Lz, m VAT 4 v 7 RYRatrORBEMLE LT, BN EHEE

(BERED FAL10% E721220%DF [TD MLl ) LS GET U M b)) 125
7, EEREOEGE A FHA L35 QTL (quantitative trait loci: A E &L 1)
FERT 2 FEhi LT, BERHIAT Y 7 b 7 = 7ITIE SAS B X UVPLINK % iV 7z,
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(lEEERE (THRILF—L. %)]
LSBT DIRE O L EEEEE (BEE AL 10%DFE) oa AT 4 v 7 [ElSHT
IZFBUW T, suggestive level (P<1x10%) TiddH Db DD, A EARBEZ Ro— LA
(SNP: single nucleotide polymorphism) % 9 fE[FEE L7z (FR)., HHEIZHIT HFRED
FEMT CIIAE 72 SNP IIBIZE SN2 d > 7, QTL it Tk, B & 1T suggestive level
D SNP 28 Z FELIZbDOD, KL T—ET DA ER SNP @720 > 7,
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(2) BRLEESR
ABFFEIL, FREEERER X OIS - REBEE L HET 2 TN & 2 Bl 1
JE 2 R E LTz, BB AR E I & S Th 72, BT 8T 5 SNP 1372<, £
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