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[ Abstract]Objective . To get the data of genetic polymorphism in the Chinese Han population through screening and detecting drug—
metabolizing enzyme CYP2D6 and CYP3A4 single nucleotide polymorphism (SNP). Methods : Eleven SNP in these 2 CYP genes
were screened out. Genomic DNA was prepared from 192 blood samples obtained from individuals of Chinese Han origin. Polymor—
phism was analyzed by allele=specific prlimer extension followed by GenomelLab™ SNPstream® analysis system. Results:All 11 ana—
lyzed SNP were polymorphic (MAF>0.01). Of these 11 SNP,7(RS28624811,RS28670611,RS9623531,RS5758589,RS3735451,
RS2246709 , RS2404955,RS4646440) had an allele frequency,which was different between Chinese Han population and Caucasians
(P<0.01). Conclusions ; These data suggest that different ethnic groups might inherit specific genetic information that could lead to

different drug metabolism rates.
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Tab.1 Results of SNP genotyping

CYP dbSNP CC CT TT FL

2D6 RS28624811 129 58 2 3
RS28670611 104 40 14 34
RS9623531 8 53 129 2
RS12169962 65 23 0 104
RS5758589 83 84 22 3

3A4 RS28371759 0 4 186 2
RS3735451 13 76 100 3
RS2246709 24 98 68 2
RS2404955 51 37 99 5
RS4646437 140 48 3 1
RS4646440 111 64 6 11

1 FL 2R 4B G S R 5

23 FARMmE

FE 11 4> SNP {75 1 B0 L PR 11 AN A I R/
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Fig.1 Results of SNP scanning
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Tab.2 Allele frequencies of 11 SNP for Chinese Han population and Caucasian population

R E EE NCBL 2L =iinZ A NCBI 5L

cvp LSNP e R s s
e e s "
2D6 RS28624811 C/T 0.836/0.164 0.854/0.146 0.653/0.347 0.165
RS28670611 C/T 0.785/0.215 0.793/0.207 0.546/0.454 0.046
RS9623531 C/T 0.182/0.818 0.200/0.800 0.331/0.669 0.727
RS12169962 C/T 0.869/0.131 /- /- 0.000
RS5758589 C/T 0.661/0.339 0.733/0.263 0.531/0.469 1.000
3A4 RS28371759 C/T 0.011/0.989 —/- /- 1.000
RS3735451 C/T 0.270/0.730 0.360/0.640 0.080/0.920 0.963
RS2246709 C/T 0.384/0.616 0.407/0.593 0.279/0.724 0.292
RS2404955 C/T 0.372/0.628 0.688/0.312 0.888/0.112 0.000
RS4646437 C/T 0.916/0.084 0.878/0.122 0.867/0.133 0911
RS4646440 C/T 0.790/0.210 0.773/0.227 0.992/0.008 0.5415
s TP
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Tab.3 Frequency distribution between Chinese Han population and Caucasian population

dbSNP S AT AR R A SR SR X 1H PAH
RS28624811 0.836/0.164 0.653/0.347 32.23 <0.01
RS28670611 0.785/0.215 0.207/0.454 42.07 <0.01
RS9623531 0.182/0.818 0.331/0.669 17.77 <0.01
RS5758589 0.661/0.339 0.531/0.469 1447 <0.01
RS28371759 0.005/0.995 - -
RS3735451 0.270/0.730 0.080/0.920 53.72 <0.01
RS2246709 0.384/0.616 0.279/0.724 10.43 <0.01
RS4646437 0.859/0.141 0.867/0.133 0.08 >0.01
RS4646440 0.790/0.210 0.992/0.008 52.01 <0.01
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