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TOM TAT

Virus cim gia cam H5N6 doc luc cao dugc phat hién trén dan gia cﬁm tai Viét Nam vao cudi ndm 2013, cac
ching Vlrus nay da gay thiét hai nghiém trong cho nganh chan nuéi gia cam & nudc ta. Cho dén nay, virus cim A/
H5N6 van tiép tuc giy ra cac 6 dich rai réc trén toan lanh thd Viét Nam. Phén tich dic diém bo gen va pha h¢ di
truyén ctia 5 chung virus HSN6 phén Iap trong nam 2014-2015 hién dang luu giit tai Vién Tha y cho thay, day 1a
nhimg chiing virus doc luc cao va thudc clade 2.3.4.4. Trong s6 5 ching HSNG, c6 4 ching c6 dot bién mét doan
& vi tri 49-68 trén gen NA va ca 5 chiing c6 dot bién T160A trén gen HA, nhimg dot bién nay c6 kha nang lam
tang kha nang lién két voi thy thé trén té bao ngJO’i va cuong hda doc luc cua virus. Cac virus ndy c6 kha nang lay
nhlem cho con nguoi thong qua tiép xtic tryc tiép, do vAy viéc xuat hién virus H5N6 & thé doc luc cao di gy ra
mbi lo ngai vé virus c6 thé gy ra dai dlCh Phan tich cac dot bién gay khang thude khang virus nhu amantadine
hay taminflu cho thdy ca 5 chung déu man cam véi thudce khang virus. So sanh trinh tr nucleotide trén gen HA
cta 5 chung virus HSN6 dang luu hanh tai Viét Nam véi cdc ching vacxin cua Trung Quéc cho thiy cac ching
virus ndy c6 muc twong dong 13 90,76% - 98,18%. Két qua phan tich cho thiy da c6 nhiéu bién doi gitra cac ching
H5N6 dang luu hanh va cac chung vacxin. Biéu nay Iy giai vi sao nhiéu dan ga mdc du da dugc tiém phong vacxin
cim gia cam nhung dich van n6 ra. Do virus ctiim ddc luc cao lién tuc bién déi, nén viéc tlep tuc giam sat sy bién
d6i va Iuu hanh coa virus cim H5 doc luc cao 1a can thiét va quan trong.
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SUMMARY

Highly pathogenic avian influenza (HPAI) H5N6 virus was detected in poultry flocks in Viet Nam
at the end of 2013, these virus strains caused serious economic loss for the poultry husbandry
industry in the country. So far, the outbreaks caused by influenza A/H5N6 virus strains have still
occurred scatteredly throughout the territory of Viet Nam. Genetic characteristics and phylogenetic
analysis of 5 H5NG6 virus strains which were isolated in 2014-2015 and currently kept at the National
Institute of Veterinary Research showed that, these virus strains were highly virulent and belonged
to clade 2.3.4.4. There were 4 out of 5 H5NG6 virus strains appeared a fragmentary mutation at the
positions 49-68 in the NA gene and all 5 virus strains possessed a T160A mutation in the HA gene,
these mutations have the ability to increase binding with receptors form on human cells and enhance
virulence of the virus. These viruses have the potential to infect humans through direct contact; so
far the presence of the highly pathogenic HSN6 virus has raised the concerns about the pandemic.
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Analysis of mutations causing resistance to antiviral drugs, such as amantadine or taminflu showed
that all 5 virus strains were susceptible to antiviral drugs. When comparing nucleotide sequence on
HA gene of 5 H5N6 virus strains that were circulating in Viet Nam with the Chinese vaccine strains
showed that, the homogeneity level of these virus strains was 90.76% - 98.18%. The analysis result
showed the variation diversity between the circulating H5N6 viruses and the vaccine strains. This
might explain the phenomenon that avian influenza outbreaks still occurred in many vaccinated
chicken flocks. Since the highly virulent influenza virus is constantly changing, it is important and
necessary to continue monitoring the variability and circulation of the highly virulent H5 virus.
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