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Correlation between the methylation of NPTX2 gene and age estimation
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[ Abstract]Objective ; To investigate the relationship between age and the methylation of CpG loci,which is in the neuronal pentraxin
Il (NPTX2) gene’s promoter region. Methods : Genomic DNA was extracted from 170 cases of peripheral blood samples of living,
and then modified by methylation modification kit. The NPTX2 gene promoter methylation status was detected by the methylation spe—
cific-PCR(MSP) method, and its relationship with gender,age was analyzed. Results . Age and sex of each sample were taken as inde—
pendent variables while whether having methylation was taken as dependent variable. Binary logistic regression analysis showed
that statistical significance was not found between whether having methylation and gender factor (P=0.843),suggesting that gender
does not affect NPTX2 gene methylation;and statistical significances were found between whether having methylation and age factor
(P=0.000) ,suggesting that age factors significantly influences the gene methylation. Taking five-year—old as an age group,linear re—
gression analysis revealed that there were linear relationship among male(P=0.001) ,female(P=0.000) and the overall(P=0.000) ,indi—
cating that methylation rate is linearly increased with the increase of age. Conclusion ; The methylation rate of NPTX2 gene promot—
er increased with age. Further research may establish a regression model for age estimation.
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YT AR B A A
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Fig.1 Methylation-specific PCR test results of 3 male samples
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Fig.2 Methylation—specific PCR test result 1 of various age samples
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Fig.3 Methylation—specific PCR test result 2 of various age samples
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Fig.4 Methylation—specific PCR test result 3 of various age samples
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Fig.5 NPTX2 gene methylation rate of male and female samples

in various age groups
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x1 REFRELSER MR logistic MIFAHTER

Tab.1 Logistic regression analysis result between methylation status and age, gender

95% Clfor EXP(B)

At B S.E. Wald af P Exp(B)
Lower Upper
RS 0.061 0.012 24.366 1 0.000 1.063 1.037 1.088
P53 -0.067 0.341 0.039 1 0.843 0.935 0.479 1.825
g -1.966 0.420 21.923 1 0.000 0.140
F2 BEREBLRAEMLE
Tab.2 Methylation rate of male and female samples in various age groups
. FEARR(A) e
SRR B i g en A%
) I M U It M U I M U ik /g p=3
1~5 10 1 9 10 1 9 20 2 18 0.1 0.1 0.1
6~10 10 2 8 10 3 7 20 5 15 0.2 0.3 0.25
11~15 10 3 7 8 2 6 18 5 13 0.3 0.25 0.28
16 ~ 20 3 0 3 3 1 2 6 1 5 0 0.33 0.17
21 ~25 7 1 6 7 3 4 14 4 10 0.14 0.43 0.29
26 ~ 30 10 5 5 8 2 6 18 7 11 0.5 0.25 0.39
31~35 10 6 4 8 4 4 18 10 8 0.6 0.5 0.56
36 ~ 40 10 6 4 10 5 5 20 11 9 0.6 0.5 0.55
41 ~45 10 7 3 8 5 3 18 12 6 0.7 0.625 0.67
46 ~ 50 10 7 3 8 6 2 18 13 5 0.7 0.75 0.72
it 90 38 52 80 32 48 170 70 100 0.42 0.4 0.41
ZEF) AL FE R E g e SRR, /N, BT
3 W #® RAVFZ CpG BLEAE G AR E I AL, 5
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AT HEU) 2 7 91 e A L O i € AR A
H LML A A2 SE N2 DNA | 1 T8 AR S AR 3%
LA SRR, T H A AR H A 5 | 47 5]
TRAHIE , FEHEAT PCR 3G B R v ) 2 R 2 A4 11
AN URAR S B 5 | R B T 1T - e 5 45 R 0 1%
H|, Zhang FFAFT Ali SFPESCERH IR AEES T MSP
SRS Z R, A B AT T B R B B B SE ) H
YIRS R S RN BURRE | LR 55R PCR
IR AR
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R 2202022 i X6 1 2R T v A N AR ) 2 R DR A X U
NI L RFEAS (RGN B AT A WARGE AR S 561
25 Bk P RS AR AG I Oy 2 —MSP K6 0 o D b IX T
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