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In 2004, canine influenza A virus (H3N8) has been reported to infect and cause respiratory illness in

“dogs in Florida as a result of direct transmission from equine influenza virus (H3N8) to greyhounds. In 2005,
canine influenza viruses (H3N8) were also isolated from non-greyhound dogs with respiratory disease in
Florida. Although, no report of carine influenza virus transmission to human but influenza A virus has high
rate of mutation and dogs are also closély contact with human. Thus, inter-transmission of canine influenza
virus between dog and human should be considered. This study described the molecular characterization of
canine influenza virus in Thailand and prevalence of canine respiratory viruses including Canine Adenovirus
(CAV), Canine Parainfluenza Virus (CP1V), Canine Distemper Virus (CDV) and Canine Influenza Virus
(CIV). Nasal swab samples collected from 102 healthy dogs and 109 dogs with respiratory disease and then
canine respiratory viruses were detected by nested PCR and further confirmed by nucleotide sequencing. The
prevalence of CAV, CIV, CDV and CPIV in healthy dogs was 0%, 2.94%, 2.94% and 0.98%; whereas that
found in dogs with respiratory diseases was 9.17%, 2.75 %, 1.83% and 11.93%, respectively. In healthy dogs,
co-infection with CPIV and CDV was detected in only 0.98%. On the other hand, dogs with respiratory
symptoms showed multiple infections with CAV and CIV in 1.83%, CIV and CPIV in 0.92%, CAV and
CPIV in 1.83% and CAV, CDV and CPIV in 0.92%. Furthermore, 9 samples of CIV were characterized by
nested PCR using primer specific to H1, H3 and H5 subtypes. The result showed that 3 samples from normal
dogs and 2 samples from sick dogs were unclassified subtype; whereas another 4 samples from dogs with
respiratory disease can be classified into H1 (3 samples) and H3 (1 sample) subtypes. Phylogenetic analysis
and sequence identity matrix showed that each of cIv subtype H1 was closely related to seasonal human
influenza virus (HIN1) whereas CIV subtype H3 was highly similar with canine influenza virus (H3N8).
Finally, analysis of amino acids witlﬁn the receptor binding site and cleavage site implied that CIV subtype
H1 and H3 were low pathogenic (LPAI) and can be localized only in the respiratory system. However, CIV
subtype H1 had receptor binding site that can interact with receptor on human host cells implying the
possibility of inter-transmission between human and dogs. The results obtained from this study are useful for

preparation in order to prevent or control the outbreak of this virus in the future.





