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Abstract Objective To study the genotypes and quasispecies groups of hepatitis E virus ORF3 in the patients with hepa-
titis E infection in Wuhan. Methods The conserved genomic sequences of open reading frame 2 ( 345 bp) and the whole ORF3
region in the HEV were detected using RT-nested polymerase chain reaction. Results Twentyfive isolates shared the same
genotype  and the similarity of nucleotides was 82.61 % - 98.55 % . Compared with other genotypes in HEV, there were the
homologies of 76.52 % - 81.74 %, 70.43 % — 73.04 %, 76.52 % — 81.16 % and 84. 35 % - 88.70 % at the nucleotide se-
quences in the HEV genotypes -, respectively. T he homology among the clones from one patient of ORF3 region was
97.97 % - 99.71 %, while there was 89.86 % — 99. 71 % at the nucleotide sequences com pared with HEV genotype . The
substitution, deletion and insertion of short sequence were found in 3 open reading frames. Conclusion HEV sequences isola
ted from patients of Wuhan belong to HEV genotype . Therewere HEV quasispecies groups in one patient with HEV infec-
tion. T he substitution in two G-terminal proline-rich regions of HEV-ORF3 could not influence the translation of the proline
and the substitutions in amine-acid sequence of viral protein are worthy of further study.
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