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GENOME ANNOUNCEMENT

Complete Genome Sequence of a Novel Reassortant HI1N2 Avian
Influenza Virus Isolated from a Live Poultry Market in Eastern China
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A/chicken/Nanjing/908/2009(H11N2) (CK908) was isolated from a live poultry market in Nanjing, China. Using PCR and se-
quencing analysis, we obtained the complete genome sequences of the CK908 virus. The sequence analysis demonstrated that
this H11N2 virus was a novel reassortant AIV whose PB1, PB2, PA, HA, NP, NA, M, and NS genes originated from HIN2, H7N7,
H5N2, H11N8, H3N6, H6N2, HIN1, and H5N1, respectively. Knowledge regarding the complete genome sequences of the CK908

virus will be useful for epidemiological surveillance.

Avian influenza virus (AIV) originates from birds, particularly
wild waterfowl, and has been demonstrated to have 16 hem-
agglutinin (HA) and 9 neuraminidase (NA) subtypes (1, 3). In the
early 1970s, live poultry markets (LPM) were considered to be a
prolific source of AIVs (5). H11N2 subtype avian influenza virus
can infect wild birds (1), turkey, and gull (3). In addition, serum
surveillance demonstrated that Lebanese backyard poultry grow-
ers, who were frequently exposed to chicken, may have been in-
fected with H11 avian influenza virus (4). This result indicated
that H11 influenza virus may possess the ability to cross the species
barrier to infect humans. Thus, it is important to enhance surveil-
lance for H11 AIVs.

In this study, A/chicken/Nanjing/908/2009(H11N2) (CK908)
was isolated from LPM in Nanjing, China. The PCR was per-
formed using universal primers for influenza A virus (2). The
amplification products were directly sequenced, and the
SEQMAN program (DNASTAR, Madison, WI) was used to ana-
lyze the sequences.

The genome of the CK908 virus consisted of 8 segments of
single-stranded RNA and was 13,623 nucleotides in length. The
polymerase genes PB1 and PB2 each consisted of 2,341 nucleo-
tides; the polymerase acidic (PA) gene consisted of 2,233 nucleo-
tides; the HA gene, 1,760 nucleotides; the nucleoprotein (NP)
gene, 1,565 nucleotides; the NA gene, 1,466 nucleotides; the ma-
trix (M) gene, 1,027 nucleotides; and the nonstructural (NS) gene,
890 nucleotides.

Sequence analysis revealed that the nucleotide sequences of the
HA gene of the CK908 virus were most closely related to that of
the H11N8 isolate A/mallard/Netherlands/17/2007(H11N8) and
shared 98% nucleotide homology. The NA fragment was most
closely related to H6N2 isolate A/mallard/Jiangxi/8264/2004
(H6N2) and shared 98% nucleotide homology with it. The nucle-
otide sequences of PB1 and PB2 genes were most closely related to
those of the HIN2 isolate A/avian/Egypt/920431/2006(HIN2)
and the H7N7 isolate A/shoveler/Italy/2698-3/2006(H7N7), with
which they shared 97% and 98% nucleotide homology, respec-
tively. The nucleotide sequences of the PA gene were most closely
related to that of the H5N2 isolate A/wild bird/Korea/A81/
2009(H5N2) and shared 99% nucleotide homology with it. The
nucleotide sequences of the NP and M genes were most closely
related to those of the H3NG6 isolate A/red crested pochard/
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Mongolia/1915/2006(H3N6) and HIN1 isolate A/duck/Eastern
China/103/2003(H1N1), with which they shared 98% and 95%
nucleotide homology, respectively. The nucleotide sequences of
the NS gene were most closely related to H5N1 isolate A/environ-
ment/Hunan/6-69/2008(H5N1) and shared 98% nucleotide ho-
mology with it.

In conclusion, the CK908 virus isolate proved to be a novel
reassortant AIV whose PB1, PB2, PA, HA, NP, NA, M, and NS
genes originated from H9N2, H7N7, H5N2, H11N8, H3NGo,
H6N2, HIN1, and H5N1, respectively.

Nucleotide sequence accession numbers. The genome se-
quences of A/chicken/Nanjing/908/2009(H11N2) have been de-
posited in GenBank under accession numbers JX499146 to
JX499153.
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