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Project title  Surveillance of influenza A viruses from quail in Thailand
Name of the investigators  Alongkorn Amonsin, Roongroje Thanawongnuwech,
Sanipa Suradhat, Rachod Tantilertcharoen and

Manoosak Wongphatcharachai

Year September 2010

Abstract

‘ 2455013

A surveillance program for influenza A viruses was conducted in quails from 2 farms at
Suphanburi and Ayutthaya provinces during May 2009 to April 2010. Samples were collected
from 1,020 quails (POS = 1,020 and CS = 1,020) and subjected for virus isolation and
identification. Three viruses were identified and subtyped as influenza A subtype H7N1. One
virus “A/Quail/AY/Thailand/CU-J2882/09" was characterized by HA and NA gene sequencing.
Our report showed that H7N1 virus circulating in quails is genetically related to H7N1 viruses in
Eurasain lineage. Genetic analysis of the virus showed that amino acids at HA cleavage site
has low pathogenicity avian influenza (LPAI) characteristics. Genetic mutation at receptor
binding site is not detected in the H7N1 virus. The deletion of 20 amino acids at NA stalk
region indicates the evolution of the virus. This report is the first report of surveillance and

identification of H7N1 in quails in Thailand.
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a”nmm:moﬁuqma@%mau%a"bi”a AJ/Quail/AY/Thailand/CU-J2882/09 (H7N1)
ANUFUAUTNUIWUTNTINVBITU HA
ANUFURUTNNWUTNTINVBITU NA
nmsulIsuifisuihedlalnduaznieeziluvedhizldnialngmonud H7N1
malisuiisusauiiiadlainduaznsaazlluvosdn HA
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aj")mmﬁaahaunns:mLLazwamiwa:uﬂnL%@Lm:maaﬁgmﬁ'ﬁa
linialng las3T HA test uaz real time RT-PCR

primers ﬁl’ﬁlumnﬁmﬁﬂmumsﬁuqnsswaaﬁu HA uaz NA 28903
Idwialwajaowug H7N1 Ausnldanunnszn
wradneazdoaveshiialdnialngmerwus H7N1 Ausnlden
unnszmlunsdnwaioi
meNamsnamﬁaﬁuﬁqnssmaaLtdazﬁumau%a"h{a A/Quail/AY/
Thailand/CU-J2882/09
usasnsiIsuifisutayasianugnITuvasdud99 vaudelisw
A/Quail/AY/Thailand/CU-J2882/09 futtahiafifanulndifssanniiga
lugudoya GenBank

Noazianamienziniaeziluvaslysin HA veadaliia
A/Quail/AY/Thailand/CU-J2882/09 ti/3putfisunulsaldnialng)
fuWUE H7 9N uTaya GenBank
Noazdsananmsiianziniaesiluvasllsin NA vasde s
A/Quail/AY/Thailand/CU-J2882/09 /Sautinunulsaldnialng
§UWUE N1 93 uTaya GenBank
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srgn1snInlsznau

nsanaRgathialduialngsiiae (Wnauande M gene) Tasit real
time RT-PCR

@TaazhowamsmfmﬁgamﬁiaﬁmunmUW”uﬁf (subtype) las3% RT-PCR
e'fiammmm’mﬁgﬁ]ﬁﬁ'ﬂiﬂi’ﬂlﬂmmaw"'mf H7N1
uaaalATIETIIAMUFURUT (phylogenetic tree) 10981 HA Ba91d0 37
A/Quail/AY /Thailand/CU-J2882/09 1WSauiinunulsaldnialvg)
fuWuE H7N1 lusnatszing

uaehlATIFIIANUFNWRUT (phylogenetic tree) 1a98% HA Baude i
A/Quail/AY/Thailand/CU-J2882/09 13puiiisunusaldnialng
suviug H7 ludadszina

LEIlATIRFIIANMUFUNUT (phylogenetic tree) vasfiu NA vaTala5a
A/Quail/AY/Thailand/CU-J2882/09 113puifinunuliwldnialng)
SUWUE H7N1 neadszine

uaaalaTIETInNUENWNUT (phylogenetic tree) Ba9fiu NA BasLdela
A/Quail/AY/Thailand/CU-J2882/09 LUTauifisunudin NA (N1) va9 3w
ldnialngandradszina

snaunsaeriluvesfn HA voaBe3s A/Quail/AY/Thailand/
CU-J2882/09 nIaazdlufichuntia 315-325 uge HA cleavage site
snaunsaasiluvasfin HA 2098058 A/Quail/AY/Thailand/
CU-J2882/09 N3nadlufienuniis 215-220 uaad left edge of receptor
binding pocket

snauntaazdluvaslyséiu NA vaadalisa A/Quail/AY/Thailand/
CU-J2882/09 ninazdlufidnumiie 49-68 ugaIUSIIMH stalk An1Taaad
2a9n3aaziilu 20 69 WSsufAsuAy A/Gs/Guangdong/96 (H5N1)
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