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BIFSEH E R O DO N A% A S B R MTHL S AR 2 250, SR G s I N — B 5 i 5 2 A8 PE BRI 1 7244 4
NS JE L A0 hMTHL S KR 3 T R A6/ B T 2350, IR TDNAIIY . 45 R R BhMTHIRE N )5 2 7 2 A i
TUPFURT, RWRAL: SR P2 TNIIEATAET > CA A B, FEPIRITTRITCHIA 43 il 93. 02%. 6. 98%, 45
{7 FERITHICHR A 53 53l ] 96. 1% 3. 49% 5 AME T 354507 WAL B AAFAET ~CAR A B4R, FERIBITTRITCHIA 43 31l Ky
95. 35%. 4. 65%, A FERTHICHIR S FINIT. 67%. 2. 33%, ZZ A NEIREKI: AT TFAESIN AL B IDAFAEG
—~AZRETRAS, FEBRIIGGAGASA 43 ) 489. 53%. 10. 47%, ZA7 FEPRIGHIASAZ /3 B 494, TT%. 5.23%; AMET5
N H IR DA EC—TI A RIS, SERICCRICTANA 43 3 4 95. 93%. 4. 07%, A7 IEFICFN TR 43 7))
h97.97%. 2.03% . Abstract: In order to study the genetic polymorphisms of nucleotide repair gene
hMTH1 in southern Chinese Han population, the polymorphisms of the gene’ s promoter and its five
exons among peripheral blood lymphocytes of 172 Chinese Han people were analyzed with polymerase
chain reaction-single strand conformation polymorphism (PCR-SSCP) and DNA sequencing. The sequences
of the promoter and exon 1 of hMTHI gene were conserved. A T to C polymorphism was detected at the
73th base in exon2. The genotype frequencies of TT and TC were 93.02% and 6.98%, respectively. The
allelic frequencies of T and C were 96.51% and 3.49%, respectively. A T to C polymorphism was
detected at codon 45 in exon3, which was first reported. The genotype frequencies of TT and TC were
95. 35% and 4.65%, respectively. The allelic frequencies of T and C were 97.67% and 2. 33%,
respectively. A G to A polymorphism was detected at codon 83 in exon4. The genotype frequencies of
GG and GA were 89.53% and 10.47%, respectively. The allelic frequencies of G and A were 94.77% and
5.23%, respectively. A C to T polymorphism was detected at codon 119 in exon5. The genotype
frequencies of CC and CT were 95.93% and 4.07%, respectively. The allelic frequencies of C and T
were 97.97% and 2.03%, respectively
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