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patients with malignant tumor of digestive system. Methods Forty — two patients with malignant tumor of the di—
gestive system were enrolled in the study. MTHFR gene polymorphism was detected by DNA microarray. The single
— sample Kolmogorov — Smirnov method was used for goodness of fit test to determine the dominant genotype of
MTHFR polymorphism. Influence of gender age and body mass index( BMI) on the frequency of genetic polymor—
phism of MTHFR gene were analyzed by using Chi — square test and One — Way ANOVA. Results CT genotype
was predominant among the three different genotypes of MTHFR C677T ( wild — type CC  mutant heterozygous CT
mutant homozygous TT) (P <0.001) . It showed no statistically significant differences in the incidence of gender
age and BMI. Conclusion It can be concluded that gender age and BMI may not be the main influencing factors
of MTHFR genetic polymorphism in patients with malignant tumor of digestive system.

Key words malignant tumor of digestive system; MTHFR; gene polymorphism; gender; age; body mass index



Acta Universitatis Medicinalis Anhui 2018 May; 53( 5) * 785 -

CYP2C19 | 2 2 o
PCR 25 pl: DNA 5wl
CYP2CI9 CYP2CI19 (
. dNTP ) 19 ul; A( Taq UNG )1
1 wlo PCR :50 C 5 min 94 C 5
min 35 (94 C25s548°C40s 72 °C 305)
1.1 5 72 C 5 min. PCR 2~8C o
( ) - N 1.3.3 2
N ( ) 5 CYP2CI19 PCR 10 pl
. 180 wl .
o 2017 N N
244 o
146 98 41 ~ 84 o
(64.3 £10.4) BE=2.0
1.2 DNA ArrayDoctor CYP2C19
CYP2C19 . \ ( ) CYP2C19 o
BR-526-24 BE=2.0
( ) ; PCR ( "1/ 1 ( 681GG/636GG ) ; 102
ABI7300) ; (636GG/681GA) " 1/ 3(636GA/681GG) ;
( Eppendorf Centrifuge 5425 " 2/" 2(636GG/681AA) " 2/ 3 ( 636GA/
R) ; ( Eppendorf Thermo— 681GA) "3/ 3(636AA/681GG) .
Mixer C) o 1.4 SPSS 17.0
1.3 o Hardy-Weinberg
1.3.1 DNA 2 ml o
EDTA 200 pl X » P<0.05
DNA o
DNA. DNA
10 ~ 16 ng/pl Ay /Ay 2
1.5~2.0 - DNA -20 C
3 .
1.3.2 PCR CYP2CI19
(636G/A 681G/A) 1.

*1/*1

*) /%) *) /%3 *3/%3
1 DNA CYP2C19



- 786 ¢

Acta Universitatis Medicinalis Anhui

2018 May; 53(5)

1 CYP2C19 n( %) .
}v CYP2C19 (X =2.852
CYP2C19* 1 179(60.47)  117(39.53)  296( 60.66) P=0.764) :
CYP2C19 2 92(59.35) 63(40. 66) 155(31.76) 5
CYP2C19° 3 21(56.76) 16(43.24) 37(7.58) (x =1.535 P =0.464) 2,
2.2 CYP2C19
CYP2C19" 1. CYP2C19° 2 CYP2C19" 3 3 CYP2C19
60. 66% .31.76%  7.58% ( ( 3)
1), VAR ( 636GG 681GG) 92 ~ CYP2C19
(37.70%) " 1/°2 (636GG 681GA) 91 (P <0.05).
(37.30%) " 1/° 3 (636GA 681GG) 21 CYP2C19
(8.61%) “2/° 2 (636GG 681AA) 25
(10.25%) “3/" 3 ( 636AA 681GG) 1 (P>0.05) .
(0.41%) “2/° 3 (636GA 681GA) 14 ~
(5.74%) . 92 ° CYP2C19
(37.70%) 112 (45.91%) (P
40 (16.39 %) 2. CYP2CI19 >0.05) . CYP2C19
Hardy-weinberg (x> =0.519 P > > >
=0.991) CYP2C19 . ~
2 CYP2C19 n( %)
CYP2C19 CYP2C19
101 1/°2 1773 2772 "2/°3 "3/°3
146 54(36.99) 58(39.73)  13(8.90)  13(8.90) 8(5.48) 0(0.00) 54(36.99)  71(48.63) 21(14.38)
98 38(38.78) 33(33.67)  8(8.16)  12(12.24)  6(6.12) 1(1.02) 38(38.77) 41(41.84)  19(19.39)
244 92(37.70)  91(37.30)  21(8.61)  25(10.25)  14(5.74) 1(0.41) 92(37.70)  112(45.91)  40( 16.39)
3 CYP2C19 n( %)
CYP2C19
(%) P (%) ¥ P (%) ¥ P
244 64.3 £10.4 37.70 - - 45.91 - - 16.39 - -
283 18 ~80 42.40 1.20 0.27 43.46 0.32 0.57 14.14 0.52 0.47
155 46.8 + 16.8 36.78 0.04 0.85 47.74 0.13 0.72 15.48 0.06 0.81
96 18 ~53 46.88 2.41 0.12 38.54 1.52 0.22 14.58 0.17 0.68
96 18 ~53 52.08 5.86 < 0.05 30.21 6.99 < 0.05 17.71 0.09 0.77
96 18 ~53 58.33 11.93 < 0.05 33.34 4.46 < 0.05 8.33 3.69 0.06
96 18 ~53 51.04 5.05 < 0.05 39.59 1.12 0.29 9.37 2.75 0.10
210 21.9 = 2.4 32.38 1.40 0.24 52.86 2.19 0.14 14.76 0.23 0.63
110 27.1 = 8.0 40.00 1.18 0.28 40.09 0.10 0.75 10.91 1.07 0.30
1127 NA 34.87 0.70 0.40 50.23 1.50 0.22 14.63 0.49 0.49
1 000 NA 37.30 0.01 0.91 48.80 0.66 0.42 13.70 1.17 0.28
140 37.3 44.29 1.60 0.21 46.43 0.01 0.92 9.29 3.78 0.06
1 001 14 ~90 37.66 0.00 0.99 47.95 0.33 0.57 13.99 0.92 0.34
104 29.0 = 4.2 43.27 0.95 0.33 42.31 0.38 0.54 14.42 0.21 0. 65
107 19 ~36 42.99 0.87 0.35 46.73 0.02 0.89 10.28 2.24 0.14
287 NA 44.95 2.85 0.09 40.42 1.62 0.20 14.63 0.31 0.58
81 29.5 £ 6.8 38.27 0.01 0.93 45.68 0 0.97 16.05 0.01 0.94
178 NA 35.52 0.24 0.63 51.69 1.38 0.24 11.80 1.76 0.19

» NA:



Acta Universitatis Medicinalis Anhui 2018 May; 53( 5) « 787 -

4 CYP2C19
CYP2C19
(%) P (%) ¥ P (%) X lis
244 64.3 +10.4 37.70 - - 45.91 - - 16.39 - -
99 40 + 14.2 30.30 1.68 0.19 52.53 1.24 0.27 17.17 0.03 0.86
163 NA 41.11 0.47 0.49 44.17 0.12 0.73 14.72 0.21 0.65
193 18 ~22 41.97 0.82 0.37 48.70 0.34 0.56 9.33 4.68 < 0.05
202 NA 50.50 7.36 < 0.05 36.14 4.34 < 0.05 13.37 0.79 0.37
164 19 ~25 19.51 15.34 < 0.05 51.83 1.38 0.24 28.66 8.80 < 0.05
74 10 ~50 33.78 0.38 0.54 40. 54 0.66 0.42 25.68 3.24 0.07
214 19 ~25 40. 17 0.30 0.59 50.47 0.95 0.33 9.36 4.97 < 0.05
86 29.0 = 3.9 45.35 1.55 0.21 45.35 0.01 0.93 9.30 2.57 0.11
107 NA 60.75 15.98 < 0.05 31.78 6.11 < 0.05 7.48 5.01 < 0.05
158 19 ~25 26.58 5.34 < 0.05 55.06 3.22 0.08 18.36 0.26 0.61
100 NA 48.00 3.12 0.08 52.00 1.06 0.30 0.00 18.55 < 0.05
8 NA:
( P <0.05) 4,
. : CYP2C19 e,
CYP2C19
Y Y N DNA 244
. CYP2C19
3 CYP2C19" 1. CYP2C19" 2  CYP2C19" 3
60.66% . 31. 76%
CYP2C19 10 7.58%
24.1 ~q24.3 CYP2C19 s . 16. 39%
. CYP2C19" 1 ~ CYP2C19"25 25
23 ’ .
CYP2C19 “1.72.°3 CYP2C19
CYP2C19" 1 636 681 .
. CYP2CI19" 2 CYP2C19
5 681 G A; . .
CYP2C19" 3 4 636 CYP2C19
G Ao CYP2C19" . CYP2C19
17 . CYP2C19 .
"2.73 CYP2C19
; "1/ “1/72 .
1773 : 217272173 CYP2C19 i
"3/°3 CYP2C19
CR. 10 CYP2C19
. 56 .
CYP2C19
. 2010 3 FDA CYP2C19"2." 3

1 Sabatine M'S Cannon C P Gibson C M et al. Addition of clopi-



* 788 Acta Universitatis Medicinalis Anhui 2018 May; 53( 5)

dogrel to aspirin and fibrinolytic therapy for myocardial infarction dogrel metabolism platelet function and cardiovascular events: a
with ST - segment elevation J . N Engl ] Med 2005 352( 12) : systematic review and meta-analysis J . JAMA 2011 306(24) :
1179 - 89. 2704 - 14.
2 . J . 8
2009 36(7) :428 -31. CYP2C19 J.
3 . ( ) 2017 38(2):307 -14.
] . 2017 9 Goldstein ] A Faletto M B Romkes-Sparks M et al. Evidence
16( 16) : 1635 -8. that CYP2C19 is the major ( S) -mephenytoin 4 “hydroxylase in hu—
4 . J. mans J . Biochemistry 1994 33(7):1743 -52.
2010 31(2):165 -8. 10 de Morais SM Goldstein J A Xie H G et al. Genetic analysis
5 . CYP2 C19 of the S-mephenytoin polymorphism in a Chinese population J .
Il ( ) 2014(4):568 - Clin Pharmacol Ther 1995 58(4) :404 - 11.
70 571. 11 . CYP2C19" 2.7 3
6 . CYP2C19 J.
J. 2012 18(16):21 -3. 2012 12(9) : 1063 -70.

7  Holmes MV Perel P Shah T et al. CYP2C19 genotype clopi—

Distribution of CYP2C19 genetic polymorphism in patients of

Han nationality with coronary artery disease from Anhui Province
Li Jie Cheng Xiaowen Wang Bo et al
( Dept of Clinical Laboratory The First Affiliated Hospital of Anhui Medical University Hefei 230022)

Abstract Objective To investigate the genetic polymorphism of cytochrome CYP2C19 in the patients of Han pop—
ulation with coronary artery disease from Anhui Province and compare the frequencies of CYP2C19 gene polymor—
phism in different populations in order to provide the basis for individualized therapy in patients with coronary heart
disease. Methods To determine the genotype and allele distribution feature of CYP2C19 in 244 Han patients with
coronary artery diseasefrom Anhui by DNA microarray technique and compare the frequencies of CYP2C19 gene
polymorphism in Han populations from different regions and the different ethnic groups. Results The allele fre—
quencies of CYP2C19" 1 CYP2C19™ 2 and CYP2C19™ 3 were 60. 66% 31.76% and 7.58% respectively. The
frequencies of different metabolizer were as follows: extensive metabolizer (* 1/ 1) 37.7% (92 cases) interme—
diate metabolizer (" 1/°2 "1/ 3) 45.91% (112 cases) poor metabolizer (“2/°2 “2/°3 "3/ 3) 16.39%

(40 cases) . There was no significant difference in genotype and metabolic distribution between the sexes. There
was no significant difference in metabolic distribution between Han population with coronary artery diseaseand
healthy Han population from Anhui Province. Nevertheless the ratios of extensive metabolizer and intermediate me—
tabolizer in Chinese Han populations from different areas were statistically significant ( P <0. 05 respectively) .

Significant differences in the frequencies of metabolism genotypes between the Han and other ethnic groups were al—
so detected in extensive metabolism group intermediate group and poor metabolism group ( P <0.05 respective—
ly) . Conclusion CYP2C19 genetic polymorphism exists in Han population with coronary artery disease from An—
hui Province and its frequency distributions are different from other ethnic groups and from other regions in China.

The main subtypes of the CYP2C19 genotype are extensive metabolizer and intermediate metabolizer. Our study is
beneficial for providing reference for individualized medication of clopidogrel.
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