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Sequencing of the heavy chain genes from human phage antibodies against

hepatitis A virus
Wan Zhesheng, Wang Haitao, Jiang Shaozhun ( Department of Microbiology, Third Military Medical University,
Chongging, 400038)

Abstract Objective: To sequence the heavy chain genes from human phage antibodies against h epatitis
A virus. Methods: The gene encoding HAV antigen—specific phage antibodies heavy chain from clones 597
and 646 were sequenced with Sanger s chain termination method- Results: The gene sequence of the two
clones were homologous with that of known human immunoglobulin genes. Both of genes have one open
reading framework. The Fd gene of clone 646 encoded 225 amino acids while the V H gene of clone 597 encod—
ed 119 amino acids. There were four frameworks and three com plementary determining regions in the VH
genes of these two clones- Conclusion: The clones 597 and 646 have the typical character of human im—
munoglobulin gene.
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