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Abstract: Objective

to more recognize bionomics of epidemic human bocavirus in Guangdong area. Methods

To clone human bocavirus complete genome, and then compare to international epidemic strains,in order
Clinical specimens were selected screening
out human bocavirus infection positive specimens by molecular biology technology, combing with bioinformatics characteristic on
human bocavirus complete genome, six specific primers were designed, matched five pairs. After three series half-nested PCR, we
can obtain human bocavirus complete gene order. Connecting directional to cloning vector and sequencing, then the complete human
bocavirus sequences were submitted to GenBank,and bioinformatics analysis of human bocavirus complete genome was done. Results
Three strains complete gene sequences were submitted successfully, and the login numbers were GQ926981, GQ926982 and
GQ926983 respectively. Compared with the sequences in GeneBank, the high homology above 98 % , belonging to HBoV type 1. Con-
clusion There is no conspicuous gene variation between epidemic human bocavirus in Guangdong area and in international epidemic
strains. So it is helpful to express human bocavirus associated proteins in next step.
sequence analysis
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