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Analysis of L1 gene polymorphism and L1 protein property of HPV16 types in cervical
carcinoma in Wenzhou CHEN Jun, DONG Hai-yan, ZHU Shan—1i, OU Qing, ZHANG Li-fang. Depart—
ment of Microbiology and Immunology, Wenzhou Medical College, Wenzhou, 325035
ObJective: To study the character of HPV L1 gene from Wenzhou area, and analyze
changes of its polymorphism and protein property. Methods: The tissue DNA was extracted from
cervical carcinoma. The L1 gene of HPV was amplified with PCR by 16 type specific primers,
respectively. And L1 PCR products were identified by sequencing. At last, L1 gene polymorphism
and protein property were analyzed with bio-soft of Vector NTI 8.0 and DNAStar. Results:
Compared with standard L1 gene sequence (NC 001526), gene homology was 99.1% ~99.8% and eight
mutations were found in HPV16 type,three of these mutations produced protein variations because
of amino acids changed, but differences of their proteins were not found in hydrophilicity,
surface probability and antigenic index compared with the standard L1 protein property. Conclusion:
The results show that some mutation had taken place in the nucleotide sequence of L 1 gene of HPV
16 obtained from the cervical carcinoma tissues in Wenzhou area.
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