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REM T 2 5 (single nucleotide polymorphisms, SNPs) & 3k [ ) Fu 2 4 5 & A 648 £ 1 |

FriE A AHaploviewk i fe A B 40 X B A A3 4% 5 B4, ATHDACO K RSNPs {3 & 095/ v ¥
45 2 E A (minor allele frequency, MAF) | 384K 3% Fo 4K VL B AR % SNPs (haplotype tagging SNPs,
htSNPs) BT 247,

ZEE £ HDACO E|Chr7: 18930kb—19020kb X 3 2 M| 2 75/ SNPs, i drHardy-WeinbergF-#P>0.05,
HMAF P>0.0569SNPst514~, FF-confidence intervals, four Gamete rulefesolid spine of LDF ik 574
H TN 14428 NBAR IR, LA rs27173564% 85 BT HAZ BAK, BN AERIRA, & THDACIK K
B R, BUt>0.8, HLOD{A >3.044 230/ SNPsHhtSNPs, ELMAF} % F0.10; ZehtSNPs¥ %
Hrs252663043 5.[C/TH2FHDACO#3 UTRIZ 3%, Shsa-miR-545, hsa-miR-616-ZmicroRNASLE A,
£ 30AR ENSNPsAE A A BEHDACO K ) 5 B SNPsA3 & if & fo & H 25 1L #) 1% 4%, HDACOK
rs25266304 5. %) véy 5 MIRNAGY 25 A 7o SR 35 HE AR Ak He s e 3o 6 & i & °T A AR %,
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[Abstract]

Objective To investigate the correlation between histone deacetylase 9 (HDAC9) gene susceptible
single nucleotide polymorphisms (SNPs) and genotype and its phenotype in large vessel
atherosclerosis-induced ischemic stroke.

Methods By using the Haploview software and data on genetics from thousands of human genome
project (HapMap) , the analysis of SNPs of HDAC9 gene, minor allele frequency (MAF), single
block and haplotype and tag SNPs were performed.

Results A total of 75 SNPs in the Chr7:18930kb--19020kb regions of HDAC9 gene were
determined, of which 51 SNPs accorded with Hardy-Weinberg balance (P>0.05), and MAF
(P>0.05). Based on the confidence intervals, four Gamete rule and solid spine of LD, the 11, 14 and
8 single domains were constructed, respectively. Among which, the rs2717356 site was low linkage
disequilibrium (LD) and outside of the single domain belonging to HDAC9 gene recombination
hotspots. A total of 30 SNPs were determined as haplotype tagging SNPs (htSNPs) according with
R2 was more than or equal to 0.8, and LOD was more than or equal to 3.0, and that showed MAF
was more than 0.10. The rs2526630 [C/T] site located in HDAC9 3 'UTR region, binding with
microRNAs like hsa-miR-545, hsa-miR-616, etc.

Conclusion The 30 htSNPs served as reference for HDAC9 gene susceptibility SNP sites for
screening and validating repeatedly. The binding of rs2526630 site of HDAC9 gene and miRNA
might associate with the morbidity of large vessel atherosclerosis-induced ischemic stroke.

[Key Words] HDACY gene; SNPs; Ischemic stroke
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HDACORRH N T75 4 {kq21.1, &
£.935.47kb, A28 5y 4] 7 HE 29 Fh i S 7 4
HDACOR & H & 1 N2KHDACs Kk i) i
Z—, W g a kAR H R, B
HDACOERTENA . UL %55,
VT AR B 5T R B, 2% Ak IR 5 R s ik ok R A A
(large vessel atherosclerosis, LVD) #tIfil
PEREHRE I . 201 24 % RN AR il I 2 o
BF AT R R RKPFF (genome-wide
association study, GWAS) k¥, HDAC9
HF TR Z 51 (single nucleotide
polymorphisms, SNPs) rs119840411v 52
R B kR A A A i PR 2R Y A 12 A% S
KR T (OR=1.42, 95%CI 1.28~1.57) ', BifiJi5
METASTROKE K H A meta/#r & LHDAC9
FHrs210759547 g N39% B A (OR=1.39,
95%CI 1.27~1.53) ", 20154F Sus"5@ 531632
o 191 -XoF B ARG, I T2 107595 07 15, AL 1% 258 o
P55 v e A DO N ik IR 2 g 3 o AR
Ko 20134 X PUBR NFE R ML E AR EH GWAS
4347, % BIHDAC9E: [Hrs2389995 (OR=1.33,
95%CI 1.01~1.75) Flrs22404190 &5 (OR=1.29,
95%CI 1.02~1.63) SRSk ok A Ak P e 1M
e = AR A R A BEG WA SHIF 5T
i A 104k 57 A B R R AR B 1 Ak, T
UG NFEALIASBIEFE AT BA K 237651 A 3 ik ok A
fifi A M Bl i ME 2 AR E SN Ps#EfTGWAS
W5 . BRI, HDACY % PR [R SN Psf
DU N FE IR B Bk ok 1 88 A e gl I P 2 e ) g
1% 5 AT A Rt — B 50IIESE, HHDACY
FE R SN P T A B ik o4 4 B A1 ffe I il 2
HIAE AL E i 2 520, A58 0 E R A
FHEFHEAME TR (the international
HapMap project, HapMap) A7 YL
& ANBE (Han Chinese in Beijing, China,
CHB) 8., XTHDACOHE [ 55t/ N {37 B R 4
#* (minor allele frequency, MAF) . #4814~
S (linkage disequilibrium, LD) | BRI

(haplotype block) . FAARIFHIFRZSNPs
(haplotype tagging SNPs, htSNPs) PA f
HDACOTAE LI RE T AN RS AR BE AT 204, &
TER i — 25 KB 58 T SN Ps ) s & S L i
FARME TR

1 XW&E5FE
L1 BFRAS ARG T AR AT
KT € WAL DUBAEA 4561, (5 8 %11 X
A TARYHDACO K F SN P R AU 5 K04
1.2 ¥
1.2.1 SNPsHfiiEdRE KIEGWASLZHHDACY
TR B fik o A R T e dfe I 2 v g A e X3
FPH G AR 07 S A e A (3'3) DRI, Ik
PRI A B ik o8 A R L dl L 2 o A
HERERI4NSNPsE I AEHDACY (Chr7.
18086949-19002416, ENSG00000048052.17)
A R IX 35, Ars11984041 (Chr7; 189923121) |
152107595 (Chr7: 19009765) , rs2389995 (Chr7:
18933395) Firs2240419 (Chr7: 18935566) ,
I, BT e P ENUR AR (CHB, release
#27, Chr7) HDACY (Chr: 18930kb—19020kb) ,
80k b H R X35k, | i Haploview4k
X % DA AT 15 B AT, Bl SNPsHbRifE s
R AN 2K TF80% . Hardy-Weinberg 4 (P
>0.05) . MAF>0.05,
1.2.2 MAFHMLDSM WHME—45ESNPsfii A,
MAFMTHEAFTAMAF= (2n,+n,) /2N, H
NRFFEANEEL, n,FRREERB N 5N A5
PRl TSR, ny g T MAE,
STMAF >5% H % Hardy-Weinberg F-4f
(P>0.05) 1JSNPs, #47LD plot4rtf, ELIA
AL T R AILDRSED” F1SN Ps|a] ) B 5
Er8Y ., D B EACAD =D/D,,, HH
S D=P;—P.P,, D)5 KA R{HD, . =min[P;
(1=-P)) , (1=P,) P, i AR AHSE A A
BRI AR, PP 53 3R RE Y B TR A R i 46 6
FRSAR, SHERE 20 AR AT A
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K Hr’=2 (Pyg—P,\Py) /P\P,PyP,, FHP, P,
IR I B PR AN B NS S IR AR, Py,
Py iR 535 N R R R e/ NS5 o B R A
P, o fe31~ AR T R A B B4R AR
1.2.3 PRI A 3 A R BUATUR AT AR AR
SNPs i % 8 A7 7% B >k Hconfidence
intervals (Gabriel%s) (CI) &% four
Gamete rule (FGR) &3:""Fisolid spine of
LD (SSOL) %™ B A s Rl B Ak R AR
T,

1.2.4 htSNPsefnE Bu’=0.8, W& B!l EFconfidence intervalsitEHDACIZ 1L & iz

R LOD>3. 0flaggressive-tagging i: Chr 7, T3 &4k Block: 34k, HDACOAK 5% X 3%, 3 &, 4R 18930kb—19010kb4z FSNP{z

BARAETHGEE, BYRERATAR, e BRTHEHS
(two- and three- maker) #E#htSNPs, LOD

() =LOD,[L (6) /L (0.5)1, 0 R EH/I4L, 0 1 Eeontdonce et BHOACHS S
y N \ confidence Intervalsy A U R iR
WL HAHE, o

125 hiSNPsE A ggsyp TR BAE R oo |eww sww g o
Block 1 AGAAACA 0351 GGC 0.042
function prediction., miRWalk &k
AAAGCCA  0.226 ACC 0.012
DtSNPsHTEL REAHDACO B3 Bht SNPs GAAGCAG 0.208 88.6% GGT 0.012
PLAHMIRNAZ R R, AAGGCCA  0.101 Block 7 TACCG 0.274
GAAGCCA  0.024 CGGCG 0.411 68.5%
2 g5 GAAGCAA  0.024 TACTT 0.131
2.1 EAMM HDACO® Xk (Chr7, GAAGCCG  0.024 CGCCG 0.173
18930kb—19010kb) , JL13E75 SN Ps, R4 AGAGCCA  0.018 Block 8 GG 0.048
£ PERISNPSIE24 o, SEH A A A Hardy- Block 2 CTGGA  0.363 GA 0.708 70.8%
CTAAG  0.25 AG 0.238
Weinbergffif (P<0.05) , 10 M@ T 20 14 TGGGA  0.339 9529%|| Block 9 cc 0.28
AL (21.3%) , 61-SNPsi/ N B RIR A7 CTAGA  0.012 T 0.304
E‘Té%ﬂ%ﬁ (P<0-05) o /ﬁ‘{ﬁ\%{ﬁFE’QSNPS#QSI CTAGG 0018 CcT 0.417 100%
A~ (68.0%) Block 3 AGGTTA  0.262 Block 10 AA 0.292
2.2 BAfIKRIE S BAR AR A GGACAG  0.232 GG 0.548 84.0%
2.2.1 HF-confidence intervalsEyEfafk GAGTTA  0.405 89.9% AG 0.155
AR T eonfidence intervalsit GGGCAG  0.012 Block 11 ATTTCTGATCT 0.339
EHDACOK B, (Chr: 18930Kb—19010Kb) GGGTTA  0.065 GCCGTCAGCGC  0.31  82.8%
) ' o Block 4 AA 0.393 ACTTTCAGCCT  0.179
g TR (1) . 2RIEES, 5, 5, 3, CA 0.226 GCCGTCAGCCT  0.065
2,5,4,3,3,3, 9T KA 54, 5, 9PHifkK cc 0.381 100% GCCGTCAGCCC  0.018
WA HHSRSNPs kA SE A ES (D =1) s Ml pjock 5 AA 0.554 ATTTCTAGCCT  0.012
RS DAL~ 44 B R B R 32, B4 %88.6%, GG 0.446 1009% ATTTCTGACCT  0.012
95.2%, 89.9%, 66.7%, 68.5%, 70.8%, 84.0%, Block 6  AGT 0268 ATTTTCGATCT 0,012
82.8% (1) . Gee 0.667 66.7% ATTTTCAGCCC  0.012
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wE: Che 7. 753 &.4K; Block: ¥4k ; HDACOK 55 X 3% 3 .4k 18930kb—

E2 HETFfour Gamete rulejtEHDACOFK it B A1

AR EFEORE; BYRERATRE, L EARTHFHAD

#2 H-Ffour Gamete rulejtEHDACOHY KT 7 §Ti R

19010kb4z & SNP{%

EYT N TSI S Y T
Block 1 AGAAAC 0.351 Block 8 CcC 0.679
GAAGCA 0.232 GT 0.28 95.9%
AAAGCC 0.226 80.99%% GC 0.042
AAGGCC 0.101 Block 9 CGG 0.411
GAAGCC 0.048 TAC 0.405 81.6%
AGAGCC 0.018 CGC 0.173
Block 2 AA 0.56 CAC 0.012
GA 0.244 Block 10 CGGAT 0.304
AG 0.196 10095 CGGAC 0.405 70.99%
Block 3 CTG 0.363 CGAGC 0.101
TGG 0.345 TTAGC 0.137
CTA 0.28 98 8% CGGGC 0.048
CGG 0.012 Block 11 GG 0.548
Block 4 GAAG 0.262 AA 0.292 84.0%
GAGA 0.417 AG 0.155
AGGG 0.25 92.99 || Block 12 GC 0.411
GAGG 0.042 AT 0.399 81.09%
GGGG 0.03 AC 0.19
Block 5 CAG 0.25 Block 13 CGTC 0.399
TTA 0.738 73.8% TTCT 0.387
Block 6 cC 0.381 TTTC 0.214 10098
AA 0.393 Block 14 AGCG 0.315
CA 0.226 1009 GATC 0.363
Block 7 GGG 0.446 AGCC 0.298 97.6%
AAA 0.28 GACC 0.012
AAG 0.274 10098

2.2.2 ETFfour Gamete rulei]Z BA{kiH
FERRI % T four Gamete ruleit®
HDACY9A i X35, (Chr7: 18930kb—19010kb)
P T 14 sk (12) . 03l e, 3, 4, 5,
2,3,3,3,4,5,3, 3,3, 4P AR 5652, 3, 4,
6,7, 8,9, 12, 13K SESNPs K 4 58
Y (D =1) 5 HAh BRI A2~ 34 B AR
JE, BT HiE80.9%, 73.8%, 70.9%, 84.0%,
97.6% (R2) .

2.2.3 HETFsolid spine of LDi1 % B4k
ARSI % KT solid spine of LDitHE
HDACOAK i X1, (Chr7: 18930kb—19010kb)
T 8k (B13) ., 368, 4, 6, 3,9,
4,7, 10/\_@_1}4@ 552, AN BRI AH 4 SN Ps
KA e (D™ =1) 5 HAM AR DA3~ 44
PARR R, BT HERT8.5%, 88.1%, 85.1%,
94.7%, 71.4%, 83.4% ($3) ,

2.3 HDACOEA M S HDACIEFEChr7:
18930kb—19010k b X I &) & I — B H # i,
rs2717356 L FAKLD, ANTERAI AN, %L A
X SR EEHE 24065 (B14) .

2.4 htSNPsKHFFE AR AMRS1IA
SNPsH, 85 3 AN R BN 45 7 35515,
S5 Aht SNsEFR A bR iE HEAT 97 1%, 301~SNPs
i€ WhtSNPs, [58.8% (34) , Fr2ZSNPsH,
MAF>0.1041E%5100%; MAF>0.2041E% 5
90%; MAF>0.3041E1550%; MAF>0.4044
B b20%,

2.5 HDACY9 htSNPs{i & 5micoRNAs%f
A5 OL LA B A K RE X 30NhtSNPsil i
SNP function predictioniiil|EHIge, &
rs252663017 S THDACIH3” UTR X,
miRand, miRWalkfiTargetscan® 4734,
R Irs2256630[C/TlzE A has-miR-1184, hsa-
miR-1273, hsa-miR-190, hsa-miR-545, hsa-
miR-576-3p, hsa-miR-576-5p, hsa-miR-616,
hsa-miR-891afilhsa-miR-922, 5#4 &5
AR PR UIAH O, WG ST 1k 1N



hE A GE 20164847 E11E $4H

273

BAEMPAE, SIkEELSE (35S) .

3 Tt

HDACOEZ LT ANML 5T, (HEEB R T
SHHAZ FAR BT 2 (8], PR A AR E A
(2B 1, 1 R 4128 I LA i 45
B sk ) LR AT, R B TAS
P s R o, A% 5%, SR ER
1) Z BTN R S BEA - 1 B3 sE i AR 22 T
THIRENRE . /4R 2E i R T sk i
S B K IMAE 2, KA 26 b 5 AR ik
Y95 (coronary artery disease, CAD) [6]&
—SEIL R U R 2R, ELE 2 AR IR Y
WLy, B4 AL, etk Tp21. 14HDACY
R X e B2 5 K IS 26 R R BB VI
JRUE 07 50127 388 3o A1 I P A 4 i 5 D) % 3k
B S R UE R AT W, R meta Al il
1) 3 ik 4 A B A 5 LR 2R s 210759 5 XU K
S ER T (5 BBk R B FETEAR K ) 45
F, HDAC9 mRNAZKF3EAI, {EAHSEEH

E4 HDACOFRIHELA M S K1
iZ: Chr 7. 753 &4k, Recombination rate: ¥ 48.% ; Block: ¥
hd BYRERAETAE, Lo ARENELS

E3 ETFsolid spine of LD EHDACIF ik B (A

. O T.753 &4k, Block: $4Kk3%K; HDACOK 3 K & 3 &, 1 18930kb—19010kb {3 BSNP{ &,
REFWHBME, BYRER R THE, LEARTHELD

#3 EFsolid spine of LDJ+EHDACIHEAIKRE! & S

CTTEE ST FTT R T
Block 1 AGAAACA 0.351 GGGGCCGGCG 0.042
AAAGCCA 0.226 AAAGTTACCG 0.024
GAAGCAG 0.208 AAGCCCGCCG 0.012
AAGGCCA 0.101 78.59%% AAACCCGGCG 0.012
GAAGCCA 0.024 Block6 AGC 0.238
GAAGCAA 0.024 GAC 0.405
GAAGCCG 0.024 GAT 0.304 94.7%
AGAGCCA 0.018 GGC 0.048
Block2 CCT 0.405 Block?7 TGGA 0.167
TCT 0.238 CAAA 0.232
CTG 0.345 98.8% TGGG 0.381
CCG 0.012 TGGA 0.101 71.49%
Block3 GGAAGGTTA  0.256 TAAA 0.048
AAGGGACAG 0.22 CAGA 0.036
GGAGAGTTA  0.406 88.1% TAGG 0.012
GGAGGGTTA  0.024 Block8 CTTTCAGCCT 0.185
AAGGGGTTA 0.024 TTTCTGATCT 0.339
GGAGGGCAG 0.012 CCGTCAGCGC 0.31 83.49%
Block4 AA 0.393 TTTCTGACCT 0.012
CA 0.226 TTTCTAGCCT 0.012
CC 0.381 100% CCGTCAGCCC 0.018
Blockb  AAAGTTACTT 0.125 CCGTCAGCCT 0.065
AAGCCTACCG 0.25 TTTTCGATCT 0.012
GGGCCCGGCGE  0.357 CTTCTGATCT 0.012
AAAGTCGCCG 0.119 85.19% TTTTCAGCCC 0.012
GGGCCCGCCG 0.042
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(TWIST1/FERD3L) %A #2E, SHDACO™",
ApoE /AL, HDACO ™™, ApoE /M &
BBk e R Ak A8 (A R S PRI, I ELI
AR, Ak, HDACYO ™™, ApoE ™ /N Bk
BEHLP, Mac-3 PH 1 B2 H g Ho i 5 g, 3]
RE I T 1 350 2 LUl A A . 2B Bkt o
AL BEE AT R, ERTrs2107595 54 521
PEHRAE TE K,
HapMapit 4] j& A 2L R 2H 1 Xl i) 4E 1,
HHEA, B, gk, EL Je RS E

IR E ZNIERIAVETERL, BIa A AR R
EREAE, FEE T O R S SR i TR AL
5, SNPs/Z 5 K050 o B A& R, o
TR 165 6 PR 1 i e 340 2 0 5 o kM P
WL RBEDF ST, SNPsH T BT 5T — A
BT, MR TR & IR BN AL
REBREERE XL,
HapMapit ¥ KMAF>0.051SNPs/E R
HEWF B, MAFT 2N T2 3w 4
B KB 5T, T KRR ST, AR SR,

%4 JLEIUR A EHDACIELE18930kb—19010kb X i3 AR & SNPs & ELMAF{H

FE  SNPs CIgE 3% FGRE % SSOL&E % Release #27 gﬁ_qgg vap B
(B fA i) (B fA i) (B fA i) E E HR

1 rs432 + (Block 11) — — 19004857 3'UTR 0.381 G/A

2 rs7808621 + (Block 6) + (Block 8) + (Block b) 18969557 NEF 0.28 C/T

3 rs7802855 + (Block 7) - - 18971602 RNEF 0.405 c/T

4 1s12670036  + (Blcok 11) = = 18998768 RE T 0.411 A/G

5 rs10246722 + (Block 1) — — 18932115 REF 0.381 A/G

6 rs10223990 + (Block 2) + (Block 4) + (Block 3) 18946041 REF 0.28 A/G

7 rs2023936 + (Block 11) + (Block 14) + (Block 8) 18005592 3'UTR 0.321 C/G

8  rs17140333 + (Block 2) + (Block 3) + (Block 2) 18943572 RE&T 0.345 c/T

9 rs6977642 + (Block 5) + (Block 7) + (Block b) 18966254 REF 0.446  A/G

10 rs2526626  + (outer Block) + (outer Block) + (outer Block) 19007862 REF 0.286 G/A
11 rs10486327  + (Block 3) - - 18948422 RE&F 0.417 G/A

12 rs2240419 4+ (outer Block) + (outer Block) + (Block 2) 18941714 RET 0.238 c/T

13 rs2717356  + (outer Block) + (outer Block) 4 (outer Block) 18941581 RNEF 0.125 /G
14 52269923 + (Block 4) = + (Block 4) 18964336 NET @),81e8) C/A

15 rs10268180 + (Block 9) + (outer Block) + (Block 7) 18986196 REF 0.28 T/C
16 rs10271724 + (Block 1) + (Block 2) + (Block 1) 18938172 NEF 0.244  A/G
17 rs2158768 + (Block 1) + (Block 1) + (Block 1) 18936675 NEF 0.238 C/A

18 rs2389995 + (outer Block) + (Block 2) + (outer Block) 183939543 RNEF 0.196 A/G
19 52240280 + (Block 8) — + (Block 6) 18982347 RNEF 0.244 G/A
20 rs7789752 + (Block 1) + (Block 1) + (Block 1) 18932147 RNEF 0.107 A/G
21 rs2526639 + (Block 8) + (Block 10) + (Block 6) 18982690 RET 0.286 A/G

22 152717344 + (Block 10) + (Block 11) + (Block 7) 18997378 RET 0.298 G/A
23 rs10282136 — + (outer Block) — 18958429 REF 0.25 G/A
24 rs10227612 = + (Block 13) + (Block 7) 19001104 RET 0.399 /G
25 rs2717351 - + (Block 11) — 18986405 RET 0.446 G/A
26 rs10226243 = + (Block 1) + (Block 1) 18934528 RE&F 0.357 C/A
27 rs17140399 — + (Block 6) + (Block 4) 18965129 RET 0.381 A/C

28 52853552 = + (Block 4) + (Block 3) 18946792 RE&F 0.262 G/A
29 rs2526630 — + (Block 13) + (Block 8) 18003103 3'UTR 0387 T1/C
30  rs17140423 = = + (Block b5) 18974409 NEF 0.417 G/A

JE: SNPs: #4735 8 % &M, Cl. confidence intervals ik ; FGR. four Gamete ruleffi%; SSOL. solid spine of LD ik; MAF. s&]s

F43 R EAE
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R5 rs25266305miRNALL&1E

SNP Al 75 miRNA 5D TR miRNAFE £ ThEE

rs2526630 C  GGTGGTCTTAATTTGCTGCAta hsa-miR-1184 149 miRanda x
rs2526630 tcaAAGGTGGTCTTAATTTGT TGCat hsa-miR-1273 141 miRanda RS T empat

. s T meEga,
rs2526630 T tCTTAATTTGTTGCATATCt hsa-miR-180 146 miRanda i E;)Egé?w%w; Hﬁﬁ%ﬁg}

. , BRI BEIBEDIRS s
rs2526630 C  aaaggtggtcttaal TTGCTGe hsa-miR-545 140 miRanda T
rs2526630 T GGTCTTAATTTGTTGCATATCTa hsa-miR-576-3p 157 miRanda, miWalk, Targetscan %P 2SS, Kk EE™
rs2526630 C GGTCTTAATTTGCTGCATATCTa hsa-miR-576-3p 149 miRanda, Targerscan
12526630 C TTGCTGCATATCTATCAAGGACT hsa-miR-616 142 miRanda ShpkaE{k
rs2526630 T aaGGTGGTCTTAATTTGTTGCA hsa-miR-891a 150 miRanda, miRNA (Sanger) St
rs25626630 C  aAGGTGGTCTTAATTTGCTGC hsa-miR-922 152 miRanda R /R v 2w

MAF>0. 01 FIrAh) 2 i) [ 1% ] 48 3K e 2 10 152 1%
G, A R, MAF B — BT
0.0580.10%", AW} 5% B /RHDACYHEE I Chr7:
18930kb—19020kb P I 7 751~SNPs, H
tHardy-Weinberg F4P<0.05, Hf/NEfL
FEEBEP>0.05HSNPs 514, XFSNPs#
A7 T BN P-4 B B AR S A A B S A R
confidence intervals, four Gamete rulefll
solid spine of LD3FfitE =Y, ARFFEH
F3Fp TS R4 BRI T 11, 14FN8AFRIA R,
BEABARIATE T 1 -4 EEARAL, ILAb, I8
KIrs2T1735607 RfIKLD, ANFERAIRM, 1ih
HDACOHE PR 1) B 2H H1 s X,
I AR 2 ht SN PsHEAT AR A 1) i 2 %
91 5 SR B R SN Ps 7 s B0 8 & 30 9IE, AN ] DA
IRl T 5 PR 2R 5 5 3B 23 1T HH SN Ps
MR, ICRESE R AL BRI AR, BT
5 S I SN P[] W] A B FEHLER AR5, A WF5
FF Haploview# 4B >0.8, ALOD>3.0
5 30 MSNPsHhtSNPs, HMAF¥AT0.10,
Ry — AR A A BFHDACORE RSN Ps 5 Jik
A SR 7 398 55 E A 06 UE B LR B . TR, 4 )
T EDUgH A AT R B FERE (b 25
FREHDACYEL R Z) BN 5 i, SEnT AR AR
N e 1 305 2 SN P i,
IE A, ShtSNPsIh g, & B
rs25266304i & [C/ T FHDACI#3” UTR

X, S5has-miR-1184, hsa-miR-1273, hsa-
miR-190, hsa-miR-545, hsa-miR-576-3p,
hsa-miR-576-5p, hsa-miR-616, hsa-miR-
891afiihsa-miR-922, H.Hhsa-miR-545, has-
miR-576, hsa-miR-616 5 #i £ 2 G i A 74
WU, WAEM AT A0 -1k, 05 B A0
RAE, DIPKRE SRR FIL, ARFFEHEN
hsa-miR-545, has-miR-576, hsa-miR-616/F
SRy R Ik S AR B ke L A4 g 2 A P AL
WHERA—EMHNE,
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