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Whole Genome Sequence Analysis and Important Biological Characteristics of a Strain of H6 Subtype Avian Influenza Virus from
Chicken in Guangxi

LI Meng,XIE Zhi-xun,LI Dan et al ( Guangxi Veterinary Research Institute, Guangxi Key Laboratory of Veterinary Biotechnology, Nan-
ning , Guangxi 530001 )

Abstract In 2017,an epidemiological investigation of low-pathogenicity avian influenza was conducted in the live poultry trading market of
Guangxi. One strain of HON6 subtype of avian influenza virus was isolated and identified from throat and cloacal swab samples of chicken,
named A/chicken/Guangxi / 286C10/2017( H6N6) . RT-PCR was used to amplify 8 gene fragments of isolated strains,and the products were
cloned and sequenced at the same time. Then homology comparison and genetic evolution analysis were performed on the sequencing results. In
addition,, the sialic acid receptor of the strain was determined by solid phase receptor binding test. The results showed that HA gene in the isola-
ted strain from Guangdong had the highest nucleotide homology with that in A/chicken/Guangdong/G3249/2014 (H6) ,and the cracking sites
conformed to the molecular characteristics of low pathogenic avian influenza virus. NA genes in the isolated from this strain had the highest nu-
cleotide similarity with that in isolated strain A/duck/Ganzhou/GZ148/2016( HON6). Among internal genes,PB1 and NS genes were derived
from chicken in Guangdong, PB2 gene was derived from chicken in Vietham,and PA, NP and M genes were derived from geese in Guangxi. At
the same time,we found that the HA,NA,PA NP and M genes in this virus were from H6 subtype of AIV,PB2,PB1 and NS genes were from
HON2 subtype of AIV,and it was speculated that A/chicken/Guangxi / 286C10/2017 (H6N6) might be a new strain of H6 and H9 subtypes
of AIV from different regions, different host sources by gene recombination. Due to special geographical location of Guangxi,the monitoring of
the variation of H6 subtype avian influenza virus in this region should be strengthened in the future.
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Table 1 The homologous analysis of various genes of A/chicken/Guangxi/286C10/2017( H6N6) influenza virus
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HA 1 701 A/ chicken/ Guangdong/ G3249/2014( H6) 98.53
NA 1413 A/ duck/ Ganzhou/GZ148/2016( H6N6) 98. 80
PB1 2274 A/ chicken/Shenzhen/1377/2013 ( HON2) 96. 26
PB2 2 280 A/ chicken/ Vietnam/H7F-14-BN4-339/2014( HON2) 99. 25
PA 2 151 A/ goose/ Guangxi/ 128/2013 ( H6N2) 98. 47
M 982 A/ goose/ Guangxi/ 128/2013 ( HON2) 99. 12
NP 1497 A/ goose/ Guangxi/ 128/2013 ( HON2) 98.13
NS 838 A/ chicken/ Guangxi/ C1228/2015( HIN2) 99. 55
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A/goose/Shantou/18647/2005(H6N6)
A/Duck/Guangxi/GXd-5/2010(H6N1)
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A/Duck/Guangxi/GXd-2/2009(H6N2)
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99— A/wild_duck/Shantou/5769/2004(H6N2)
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Table 4 Best practices in open organizational culture
75 YefE . Contamination AT AE I Proliferation H: 311 Rooting
24 - -
TG Y V5 YR ey X " ; _ ;
b Numberof  TTMEC TSR ey g amk RE AR
Treatment inoculated £ contami- inati £ orolife- Proliferation Rooting Rooting Root Rooting
buds//kf Zafi(:r]l;;;};% ;;2/1})% :atilz)ll)/l/% coefficient number//kk rate//% length//cm  number//4>
FFik = Open 90 10 11.45 a 295 3.28 a 80 88.89 b 4.1a 6.1a
f£5¢ Tradition 90 5 6.01 b 268 2.98 b 82 91.47 a 3.7b 5.4a

TP B 5 R K (3. 28) i TR GL AL B (2. 98) 5 TF ik sk
I AR (88. 89% ) IR T G4 15 (91. 47%) (A TTjik X
UG R B I TR ge 44

e,

T8 A fRGETI I IR B. TP UM AT T 97 C I E. ARG AR B 57 D
M E. JFH AR R 7R

Note:A. Traditional proliferation culture; B. Open propagation cul-

ture; C and E. Traditional rooting culture; D and F. Open roo-
ting culture
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Fig.1 Open culture and traditional culture of Lilium pumilum
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