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Abstract: A pair of the special primers were designed and synthesized according to the ORF5 sequence of porcine
reproductive and respiratory syndrome virus (PRRSV) AF494042 strain published in GenBank. The ORF5 gene of field
virulent strain that was collected from Henan province was amplified by RT-PCR and cloned into pPGEM-T Easy vector.
The nucleotide sequence was determined by sequencing and compared with other ORF5 genes in GenBank, and the
structure of ORF5 gene was analyzed too. The results showed that the amplified fragment length was 721 bp. Compared
with the corresponding region with other PRRSV strains, the results showed that the nucleotide sequence homology was
93.5% with AF494042 straine. There have high homologies when compared with Shanxi and Shandong isolates, from
97.8% to 99.2 %; and the nucleotide sequence homologies were from 93.4% to 98.7% when compared with Hebei,
Anhui and Heilongjiang isolates; while there has the lowest homology when compared with the Henan 2004 isolates,
just 88.7%. The further analysis of the field strain was done by the phylogenetic tree. In all of the PRRSV isolates, the
HN-09 sequenced strain has closer relation with Shanxi and Shandong isolates, but it showed distant relationship with

the Henan isolates in 2004. The composition of amino acid and percentage of secondary structure of GP5 protein were
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compared analyse between HN-09 and AF494042 isolate using the ANTHEPROT software. The results showed that the

composition of amino acid and secondary structure of HN-09 isolate have some difference when compared with

AF494042 isolate, but the distribution of secondary structure unit did not change too much.
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Table 1 Homology analysis of ORF5 nucleotide sequence of PRRSV of different strains
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