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Genomic analysis on an equine influenza virus strain from a Brazilian outbreak in 2012
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Fig. 1 - Neighbor-joining nucleotide tree, maximum composite likelihood model, with 1000 bootstrap repetitions of 49 HA1
subunit sequences of H3N8 EIVs. FC1 - Florida Clade 1, FC2 - Florida Clade 2, American, Eurasian and Pre-divergence. The

BACKGROUND viruses characterized in this study are indicated by diamonds (4). The analysis was based on the nucleotides HA1 (1- 987).
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Three H3N8 virus strains (A/equine/Sao Paulo/1.19/2012, Al/equine/Sao Paulo/16.19/2012 and 0307591 Ao inarCaiformia/8a60/2002
Alequine/Sao Paulo/24.19/2012) were isolated from horses with respiratory disease in the State of Sdo I F1375215.1 Aloquino/Newmarkat512003
Paulo during the Brazilian outbreak in 2012 [1]. Viral RNA was extracted from the allantoic fluid and cDNA ) GUST1144.1 AloguinelHuabei 12007 FCo
. . g . . . . . JQ265982.2 Alequine/Heilongjiang/1/2010
synthesized [2]. Amplification and sequencing [3] were applied to the HA gene of the three strains, while "] [ KFsosasst Aequinexuzhouniizots
. . . e . 85 . equine/Heilongjiang
the eight genes of A/equine/Sao Paulo/1.19/2012 were sequenced and analyzed. Specific primers were ﬂ KP202377.1 AlequinelBaizaki0912012
app_lied [4] for amplifi_cation and seguencing. Polymerase (PA, P_Bl and PBZ_) iInternal primers were B vesimaoten 1 AequineKentuckyrioss | Kentucky
designed for sequencing so as to allow complete codon analysis. The confidence levels of all the O e e 07,1 Alequine/Sao Paulo/1/1969
sequences were evaluated using the FinchTV™ software. The eight genes from different EIVs available oS24t 1 Aeumeloraa g 111965, Pre divergence
in the GenBank and EpiFlu (GISAID) databases were compared with the Sao Paulo/1.19/2012 strain. The CY02830.1 Alequineliiamirtiioes
nt neighbor-joining trees were constructed using Mega 5.0.5 [5], by means of the Maximum Composite
Likelihood substitution model and Bootstrap method for phylogeny test, with 1,000 repetitions [6].
CONCLUSION
RESULTS This study provides genomic information about EIV Brazilian strains from State of Sao Paulo.
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