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Here, we report the complete genome of a Chinese highly pathogenic porcine reproductive and respiratory syndrome virus (HP-
PRRSV) characterized by a further 29-amino acid (87 nucleotides) deletion in its Nsp2-coding region compared to the prototype
of the HP-PRRSV JXA1 strain.
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The highly pathogenic porcine reproductive and respiratory
syndrome virus (HP-PRRSV) was classified into genotype 2

(North American genotype) of PRRSV which belongs to the
order Nidovirales, family Arteriviridae. Since the first report of
HP-PRRSV in 2006, it has become the predominant circulating
field strain in Chinese swine herds (1). Compared with other
classical type 2 PRRS viruses that emerged before 2006, the
HP-PRRSV represented by JXA1 has a discontinuous 30-amino
acid (aa) deletion in the Nsp2 gene (amino acids 481 and 533 to
561) (2). Since the Nsp2 gene is the one of most variable regions
among PRRSV isolates, more mutations including deletions
were reported spanning the whole gene (3, 4). In this study, we
announce the genome of a novel HP-PRRSV strain GZgy15-1
that has a further 29-amino acids (amino acids 488 to 516)
deletion in its Nsp2 gene compared with JXA1, which was not
previously reported.

The GZgy15-1 strain was isolated from the hilar lymph node
sample of a piglet that showed clinical respiratory syndromes in
the Guizhou Province, west China. Eighteen pairs of primers
were used to amplify overlapped fragments to map the virus
genome (5). The PCR products were purified and cloned into
pGEM-T Easy Vector (Promega) and were sequenced with an
automated sequencer (Genetic Analyzer 3730XL, Applied Bio-
systems). The complete genomic sequence of GZgy15-1 is
15,271 nucleotides (nt) long, with a 5=-untranslated region
(UTR) of 189 nt, followed by a poly-protein precursor coding
sequence and a 3=-UTR of 188 nt. Open reading frame 1a
(ORF1a) and ORF1b of virus are 7,335 and 4,383 nt in length,
and ORF2 to ORF7 are 771, 765, 537, 603, 525, and 372 nt in
length, respectively.

The comparison of GZgy15-1 with JXA1 by the whole-
genome BLAST technique shows that there is a further deletion
of 87 nt (1,464 to 1,546 nt) in the Nsp2 region. The complete
genomic sequence alignment of GZgy15-1 shared 97.1%,

88.4%, and 60.9% nucleotide identities with the HP-PRRSV
prototype JXA1, the American prototype VR-2332, and the
European prototype Lelystad virus (GenBank access numbers
EF112445, U87392, and M96262), respectively.

The new-emerging GZgy15-1 sequence data updates the data-
base of HP-PRRSV genome sequences and could aid in the study
of the genetic diversity and evolutionary characteristics of HP-
PRRSV in China.

Nucleotide sequence accession number. The complete ge-
nome sequence of the GZgy15-1 strain is available in GenBank
under the accession number KT358728.
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