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Japan Netabolic disease DataBase
HELP (English, Japanese ) Top

nbe d
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(Japan Metabolic disease DataBase)
@ ofiicial symbol

O Gene names

Overview (Japanese;
O Gene aliases (ap )

The identification of genetic factors predisposing people to metabolic disorders such as

O summary hypertension and diabetes is important due to their impacts on a high morbidity and mortality

O Phenotynes around the world, and thus widely investigated as a central issue of today’s medical research.

O dbSNP(rs#) Here, it is considered that genetic and non-genetic factors play arole in the disease etiology with
O JMDBase ID complex interaction, and that genetic variations observable in the general population, such as

single nucleotide polymorphisms (SNPs), are likely to constitute principal genetic susceptibility
LT for metabolic disorders Some of these SNPs are assumed to determine the risk of individual
%% ; %%% diseases and the responses to certain classes of drugs
2
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Table 1. RIEHERMECHL TREMRELABHDOIIRHERETIAN

Hrd-% BS WEFE BRHTL IZSNPEL
R-A-A, HUZLA 2+ AGT angiotensinogen 10
F=>&011) AGTR1 angiotensin receptor 1 8
AGTRZ angiotensin receptor 2 6

CMAT chymase 1 4

ACE ACE 10

NR3CZ2(MLR) [mineralocorticoid receptor 14

PRCP angiotensinase C 7

REN renin 1

BDKRB2 bradykinin receptor B2 6

KLK1 kallikrein 1 7

SERPINA4  |protease inhibitor 4 (kallistatin) 6

AFFrrIV(14) ADD1 alpha adducin 2
ADDZ2 beta adducin 8

ADD3 Adducin-3, gamma 3

CLCNKB  |chioride channel Kb 10

GNB3 G protein, beta polypeptide 3* 9

HSD11B1  |nydroxysteroid (11-beta) dehydrogenase 1 4

HSD11B2* | nydroxysteroid (11-beta) dehydrogenase 2 I )

SAH SA homologue 9

SCNNTA sodium channel, nonvoltage-gated 1, alpha 14

SCNN1B  |sodium channel, nonvoitage gated 1, beta 8

SCNN1D | Sodium channel, voitage gated, type |, delta polypeptide n

SCNN1G el, nonvoltage gated 1, gamma n

SLCBA1 7 m exchanger* 7

SLC12A3 iut ide transporters 22

g mIEETF(9) ADM 2
AVP arginine vasopressin 3

AVPRZ2 arginine vasopressin receptor 2 3

CRN Corin (pro-ANP-converting enzyme) 10

GPRK2L G protein-dependent receptor kinase 4 9

NPPA atrial natriuretic peptide 2

NPPB natriuretic peptide precursor 8 2

NPPC natriuretic peptide precursor C 5

NPR1 natriuretic peptide receptor A 1
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FHME [RIEAFE - RIEHEE]

A mean blood pressure
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Kato et al. unpublished data
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