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Abstract Objective To explore single nucleotide polymorphism (SNP) by genome — wide association study (GWAS) and its cor-

relation with health status of longevity in Hotan area. Methods Totally 122 longevity people in Hotan area were divided into the longevi-
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ty group while 98 control people were divided into the control group. SNP related with longevity were analyzed by GWAS. And Body mass
index (BMI) , fasting blood glucose ( FBG) , systolic blood pressure (SBP) and diastolic blood pressure ( DBP) , and serum total choles-
terol (TC), triglyceride (TG), low — density lipoprotein cholesterol (LDL — C) and high — density lipoprotein cholesterol ( HDL - C)
were measured. Moreover, multiple regression was used to analyze the correlation between longevity genes and health status. Results

The rs4449651 TT genotype, rs1718307 TT genotype, rs4316818 TT genotype and rs2834384 GG genotype were strongly correlated with
longevity (P <0.05). Meanwhile, the levels of BMI, FBG, TG, TG and LDL - C in the longevity group were decreased, while the levels
of HDL — C were significantly increased (P <0.05). Multiple linear regression analysis showed that BMI was significantly correlated with
rs4449651, rs1718307, rs4316818 and 152834384 (P <0.05). FBG level was correlated with rs4449651 and rs1718307 (P <0.05).
TC level was correlated with rs1718307, rs4316818 and rs2834384 (P <0.05). HDL - C and LDL - C were correlated with rs4316818
and 152834384 (P <0.05). Conclusion Four genotypes of rs4449651, rs1718307, rs4316818 and rs2834384 were strongly correlated

with longevity, as well as health indicators such as BMI, blood glucose and blood lipid.
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1 KEBEXEBERRN GWAS[n(%) ]
SNP {7 i,/ F& [F 7Y A XFARZH (n =98) K4 (n=122) OR 95% CI P

14449651 LAMA2

AA 65(66.33) 67(54.91) 1 1

AT 31(31.63) 48(39.34) 1.486 0.999 ~2.211 0.051

TT 2(2.04) 7(6.04) 5.168 1.216 ~21.975 0.026

A 81(82.65) 91(74.59) 1 1

T 17(17.35) 31(25.41) 1.633 1.165 ~2.289 0.004
11718307 PAH

AA 27(27.55) 27(22.13) 1 1

AT 66(67.35) 70(57.37) 1.040 0.620 ~ 1.746 .881

TT 5(5.10) 25(20.49) 5.469 1.834 ~16.303 0.002

A 60(61.22) 62(50.82) 1 1

T 38(38.78) 60(49.18) 1.520 1.096 ~2.108 0.012
14316818 ACE3

cC 34(34.69) 33(27.05) 1 1

TC 61(62.24) 75(61.47) 1.254 0.797 ~1.971 0.328

TT 3(3.06) 14(11.48) 4.193 1.499 ~11.727 0. 006

C 64(65.31) 71(58.19) 1 1

T 34(34.69) 51(41.81) 1.374 1.015 ~1.861 0.040
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TT 3(3.01) 1(0.82) 1 1

GT 18(18.37) 16(13.11) 3.157 0.580 ~17.178 0.184

GG 77(78.57) 105(86.07) 4.744 0.911 ~24.711 0.025

T 12(12.24) 9(7.38) 1 1

G 86(87.76) 113(92.62) 1.692 1.121 ~2.555 0.012

LAMA2. ERE T oy s PAHL RS R P2 AL s ACES. Il 45 B2 5k R AL 40l — 3 ; MRPS6. LR R AR 1 - S6
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BMI(kg/m*) 20.55+£3.02 18.33 +2.42 6.066  0.000
FBG( mmol/L) 5.30+0.59 4.77 £0.51 7.202 0.000
SBP(mmHg®) 140.62 £7.53 140.96 +9.11 0.138 0.891
DBP(mmHg) 91.81 £2.80 90.12 +5.60 1.262  0.213
TC(mmol/L) 5.16 £0.25 5.11 £0.33 2.573 0.011
TG ( mmol/L) 1.03 £0.06 0.98 £0.19 2.447 0.018

HDL - C(mmol/L) 1.51 £0.08 1.58 £0.05 3.925 0.000
LDL - C(mmol/L)  3.31 £0.11 3.07 £0.27 3.827 0.001

1mmHg =0. 133kPa
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1s4316818 0.046 0.010 0.439 4.535 0.001
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