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Ser96Ala genetic variant of the human histidine-rich calcium-binding protein is
a genetic predictor of recurrence after catheter ablation in patients with
paroxysmal atrial fibrillation
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DEMENZ T2 7 —T VT 7 b—3a v (ERIRIEEEN) (2, O MBI O/ L72iE
JELTILL TN TS, Lo LR bLEMENT 7 L — g IREEZOFRIL 13-39%
RO bIL, REEKRZHEETCH S, LEME)OFFRITIX, O FEME) ORI, &
JE. BEIRI . REARRE BEREDG o ARG, WFRIRE SR EVWS S b0 ERNEL LTy, &
BT REL—DOFRERNTH D Z ENRBINTND,

Ca N RUVITORELLEMBIOBRERTHODZ EBRINETITHRESINLTND,
HRC (Histidine-rich calcium—binding protein) IZFH/NAIKND Ca F v RV DOFHE L F D
BEAD—D>THDH, HRC EInF+2%% (SNP) (rs3745297, T>G, Ser96Ala) IXfh/Na{kN T
triadin & OFEAMEREEZ K L, FH/IMEENN S ryanodine ZFEEZ I L Ca A Ak
HEBIEEZTZEDRNMBLNTUWS, Ser96Ala | Ca A 83— OMEE A FH &8, /0
ENOD Ca AREAHEINE®E5H, 20 Ser96Ala 75, ErFMILERLLAEERF BT, A
WfEbRZ MIE T OREARBIREZI S E T Z ENBECRESN TS, DEMICBWT
% Ser96Ala 28 Ca DIEAM KT Z ENHAL NI/ 5TV 5D,

PLEDOHE 54 I, HRC BAin1 SNP 230 JEAME) O BRI 53 5 &G 2 32 T OBtk
PEIZOWTHRE 21To 72, BIEMELEMEIO DT —T VT 7 L—3 g VIBEE{TR - T-
334 4 DB FE & screening & L T, 245 4 % replication & L Txt& & L. HRC
SNP (rs3745297, T>G, Ser96Ala) DEIR T 21T/ o7, R COMBREFIIN T —T VR
PRIZ K DL RIS AIRMBBE (e L, WA 7 v v 7 ZfER Lz, RKiEmzZ Hwn T
DNA Z il L. TagMan 7E% FVNT HRC SNP OB FRIT 21772 > 7=, SEBEIZEH
A BEIZ TLEK, A Z —DLER, D EEREZITV., BB R WDHEE AT
ol LEMBIOBFIT 30 UL < @E S L <IOEME), (DEHE), OB O
BlLER LT,

HRC SNP |Z TT, TG, GG @ 3 #EIZ /7 iL, FZF4 179 4 (53.6%) . 120 4 (35.9%) . 35 4
(10.5%) T, MAF (minor allele frequency, G)IX 28.4%CdH o7=, FHEEIL ¢ 7 LILEE
THBEIZEN T (TT/TG/GG, 64 = 10/60 *= 12/59 *= 13 m%, P = 0.001), X BT
JE. BERIE. CHADS2 2 a7 OEIGITVWTNE 6 T LA THEIKRWERETH-T- (£h
Z i 117 [66.1%], 60 [50.0%], 13 [37.1%], P = 0.001; 33 [18.5%], 11 [9.2%], 3
[8.6%], P=0.04; 1.1 = 1.0, 0.8 = 0.8, 0.8 = 1.0, P=0.007), F¥¥H 7 41—
7w THIRIE 19419 » H T, Screening334 Bd H B, 57 £ (16. 6%) T:LEMEN O H R %3
7=, Minor G allele (Ser96Ala) D=L, LEMBBERETAEZIZE K (allele
frequency model OR, 1.80; P = 0.006 and recessive model OR, 3.55; P = 0.0009) .
replication JEB TH R DO FE R TH o 7= (allele frequency model OR, 1.74;
P =0.032 and recessive model OR, 2.79; P=0.032), 77~ Vv—iifZ A7
SHTORERRIIZV+u—7T v 7HFT 66 B TAHEILEN>7= (P = 0.0004, log-rank
test)O




DEMEBINER LI 5T 4055, 16 A THT 7L —aawitholz, TDOHH 9 40
filigEAR, 1 425 ERENR, 1428 0EFRECOHEMBOEREZRD, 0O 5 LIXERD
RENKNEETH o7, 6 4 (37.5%) A Ser96Ala Z R4 L T\, DEMEIOEIR E HRC
genotype DRI & REEEMIIFR O R o T-, KR THIT 2T > T-2RFED I b,
344 L T ERAR, 36 4 3 E LA OIEAL (12 4408 ERERAR, 7 43 A DFEHIR. 5 403
B, 2 ABLE0FEN, %0 O 10 ZIXFER D ICLEMERIR 238D 7=, F7o HRC &
{5 SNP @ MAF OE|A I MEHAREIREE (PV) & FEMERAREIRRE (non-PV) TEEAZFRD -T2
(PV vs. non-PV, TT/TG/GG = 187/133/24 vs. 22/9/5, MAF 0.263 vs. 0.264
P=0.98) . ZEBEMNTOME., LEMBVEFEN (OEMEBIORIENLT 7 L—ra v &F
TOWM) | AHERE RS GRASEIRERE> 1.5 ) B L O Ser96Ala @ 3 DML L 7= .0 R
WMEBBEROMGHRE T ThHo7- (FNFH hazard ratio [HR], 95% CI, P value: 1.04
1.00- 1.08, P =0.037; 2.42, 1.3-4.33, P=0.018 and 2.66, 1.32- 5.0,
P =0.007) .

IIETY /) AT A NEIEMENTIC THR 4 7285 1 B &L FE B O E & o B 3 )
HEINTEERERICEL UI—EDRMPE LTV, SRIOMBF T Ca ~> K
VB 542 HRC SNP Ser96Ala AHNZ L 72 DEMMEIOFHROFRIKNFTHDH Z & NHD
W72 o7z, Ser96Ala %A T 5 LEMENEEITA S 2 WVWEAE LK Y FET, SMES
BRI DOEEMENIC S B STHENL -T2, ABFZET Ser96Ala MNLEMEIOHRE &
BET25Z 20D TRLED, SEHlZREFIZ OV TIEH L2 TZRWA, Ser96Ala &R FH
T HAERITIL, FEL 72 Ca AMFIZ X 0 IGEhENL KRR O EHE 0L B i O &R - EXEE
TV T ERTZEICLY, MEIRNACEDL T LEMBOREEZ LT 2b L
EzbNh5b,

PLEDFERENS . RiwSCix HRC &5 Ser96Ala N LEMEIFRERO THl~—h—L 75
ZENHB N E o T, DEMEIORIR S HRC SNP & O BLEM: . EE O LEME Y 2 7 K
TR COMALNER. LEMTO HRC OFRBEIZE L THEAR DL, L KEBRRERT —
2 COMRNMIETH D, ARUFFEILEAENZ KT 2 IR I E 2 it R ARt L 7=
Mot E x5,

Lo THEELZBESZELRIT, KN EFEEITH L (EF) 0PN 27592 OIS+
BEHDHDERDT-,




