LR RIS, J. Anhui Agric.Sci. 2022,50(23) :78-80,119

SHHIN2 TRERBEFRSTELEEN HA EEWF IS5

BIRIR, L %, LK, 345, 2 0% I K AL FRET (s o a7 AT ) 266100)

BE [B8]xhh A EHErEEEM HIN2 BA &R AR50 5 Rt Rit 5T, A LT 8 2k, [ Fik @8 iRgit f
iR RT-PCR A Ao L Bl 55 5 kst R AT 0 8 K 2o #r. [4R]15 A9 B4 5 A/ chicken/ Guangxi/55/2005 ( HIN2) #
B R AE 90% v k| 3F B Bl — 4 %, 5 A # 4k A/chicken/Henan/G19/2011( HON2) 44 ) R 4% R ] 90.0% , 55 H 4 % % %G 092 G4k A/
chicken/ Jiangsu/ WJ57/2012( HON2) 45 Bl Rt 42 92.1~93.5%, [4# ] 5 B0 S MM B TRE A [ 2 h9.4.25 5 %, A5 5 EHFo sk
WHARZ I A — RIS,

XK HON2 R G R R B 508 HA KR
FESES S85265  XEAERIEFE A
TEHRS  0517-6611(2022)23-0078-03

doi ; 10.3969/].issn.0517-6611.2022.23.021

Isolation and Identification of 5 Strains of HIN2 Subtype Avian Influenza Virus Sequence Analysis of HA Gene

HOU Juan-juan, WANG Yan,GAO Ya-dong et al (Qingdao Hui Feng Animal Health Products Co.,Ltd.,Qingdao,Shandong 266109)
Abstract [ Objective ] The homology five samples of suspected HON2 subtype avian influenza virus were collected from parts of Shandong
Province , China,and their pedigree was determined. [ Method ] The samples were isolated, identified and analyzed by inoculation of chicken
embryo , serological test, RT-PCR and gene sequencing.[ Result] The homology of five isolates with A/chicken/Guangxi/55/2005 (HIN2) was
above 90% ,belonged to the same branch,and that with the reference strains A/chicken/Henan/G19/2011 (HIN2) was less than 90.0% ,the
homology with the most closely related vaccine strain A/chicken/Jiangsu/WJ57/2012 (HIN2) was at about 92.1%-93.5%.[ Conclusion ] The

five isolates belong to the Eurasian h9.4.2.5 branch department [ group,produce certain genetic distance between the reference strain and the

vaccine strain.
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Table 1 Results of separation of 5 sick materials on chicken embryo
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ame age dosage //mL/JJk  quantity rate // %
HFA9-1WF 10 0.2 5 60
HFA9-2CY 10 0.2 5 20
HFA9-3XT 10 0.2 5 20
HFA9-4LW 10 0.2 5 40
HFA9-5LC 10 0.2 5 60
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Table 2 Results of hemagglutination inhibition ( HI) test

£ K Name HA HO9 H5 H7 ND EDS
HFA9-1WF 1:256 1:102 4 0 0 0 0
HFA9-2CY 1:128 1:256 0 0 0 0 0
HFA9-3XT 1:128 1:256 0 0 0 0 0
HFA9-4LW 1:256 1:102 4 0 0 0 0
HFA9-5LC 1:256 1:5120 0 0 0 0
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Fig.1 PCR electrophoresis results of 5 isolates
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Table 3 Selected reference strains and vaccine strains of H9 subtype AIV
il R — - GenBank J¥4I 5555
Type é‘tﬁrain 4 Abbreviation GenBank seriaT login number
PEM IR A/ chicken/ Guangxi/55/2005( HON2) GX EU086245.1
Vaccine strain A/ chicken/ Jiangsu/ WJ57/2012( H9N2) WJ57 KJ000710.1
A/ Chicken/Shanghai/F/98 ( HON2) F98 AY743216.1
A/ chicken/Shandong/6/96( HIN2) SD696 DQ064376.1
A/ chicken/Hong Kong/G9/1997( HON2) G9 KF188366.1
A/Hong Kong/33982/2009( HON2) HK33982 KF188316.1
A/ chicken/Shandong/ YB06,/2006 ( HON2) YB JQ710463.1
SRR A/ chicken/Henan/G19/2011 ( HON2) G19 JN804274.1
Reference strain A/ chicken/Beijing/1/1994( HIN2) BJ94 KF188294.1
A/Duck/Hong Kong/Y280/97( HIN2) Y280 AF156376.1
A/Quail/Hong Kong/G1/97 (HIN2) Gl AF156378.1
A/turkey/ Wisconsin/66 ( HON2) W66 DQO067444.1
A/Duck/Hong Kong/Y439/97( HIN2) Y439 AF156377.1
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Fig.2 Analysis of HA gene evolution tree of 5 HIN2 subtype AIV isolates
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