Klotho & A CHIAM0| HUSA SXo] MES O/X|E A&

M E:AE A 2] AFAS E&XH Abekel —;F delez oA gleh =3k 9A] frA Akl Kothoo] W& A&
A 2 213l Klotho -5 ~#}¢] Single nucleotide polymorphism
(SNP)¢] F-rell uwhep cfekat *‘j‘%ﬂ%ﬂl ?@H HLEM] &5 oA 7|5 gheh 2] Kotho fFA# s A el A Aol
wpeb A FA gabe] Aol Bl ekl el mo ek,
% 8120040 994e] 20061 944 A AESl A Al LA TN 3 <19
Sl =AY AS BAE 4789% dlaew 1w, 4, BML wad, @44, BUN, 24 2elelely, 24 4, &
AAE R, FAAY, 2R AT, AmE A, F%, A4 #4440 B2, A, $UA9%, Fentin, KUV, URR
S ZAFekgitt. TagMan PCR assays ©]-§-3lo] 3%2] SNP<l G- 395A, C1818T, KL- VS(F352V, C370S)2] +A#14&
2ok oh9ln, 4789 Sk AE VS S @ 4— Sl 40138 BAECNA FAAGe] e AELE Aehedoh
Az E Aol A8 Z A E2 Chi- square test, Logistic regression analysis, Independent two- sample t- test,
Kaplan- Meier method, 2|3 Cox propottional hazard regression analysis 5o|th 57 Z2 =12 SAS (version
9.1, Cary, NC, USA) & ol&atsle n& BA4 AAL dFAA ol freoj+EL 0.08% Aol
Z I} :KL- V8 FAAE S 2E Afell A drkAl 58 A mAAE RN JFA S Qle] A ellA] A9 A7 e G- 398A=
GG (n=255), GA+AA (n=148) =2]x Cl818T+ CC (n=275), CT+TT (n=128) 77 F 7o & o] MHEof vlA &=
H455 41893, multivarate analysis4t t}o] (OR=1.073, p<0.001), GA+AA (OR=2.663, p=0.008), &4
(OR=0.594, p=0.018), &# o+l (OR=0.280, p=0.032), 4% *|ctu] (OR=0.911, p=0.002)°]c}. 4019 35
45% (11.2%)0] Ab 19, AbebAl= GA+AA Tol4]+= 28% (18.9%), GG Foll 4= 179 (6.7%)C.2 2|3t Ao
®.9lch (p<0.001). Log rank test 4o 4] GA+AA Tol4 GG T3 ulmated AE 7|7ke] 7145 wglow (p<0.001)
Cox 37 %44 v}o] (HR=1.059, p<0.001), GA+AA (HR=2.294, p=0.009), @ 4]+ (HR=0.703, p=0.043), &4 oF
u] (HR=0.366, p=0.028), 2= #ch#l (HR=0.934, p=0.008) o] Zhx}e] AEel| oJas Fi Ao vhebyt
Z 2 Kotho #17 promotor %]¢] G- 398A 7417 Wolo| 4 A ezl AR A4 Aol Anko] dabe n] 4w

it

4

N

il
O}V ‘-1?_3

ar
=3
=

i

|

AL o nEE Ak o), asn 59 dAoul Sk GA, AA AAE S skl diRA gabse AbbES
e A g e AeR 7o

- S173 -



