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TOM TAT

B6 gen cua virus gay bénh thiéu mau truyén nhiém bao gdm ving ma héa va vang khong
ma hoa protein. Cho dén nay, chua c6 cong bd niao phén tich dic diém b gen cia CIAV thudc
genogroup II va III phat hién & mién Bic. Két qua phan tich cho thiy 3 ching virus mang day
du cdu tric bo gen dién hinh ctua CIAV, bao gdm dau 5’ khong ma hoa protein, theo sau boi 3
gen mi hoa protein cung chiéu, 16ng nhau, theo thir ty ORF2-ORF3-ORF1. Ba chung nay c6
dic diém bién d6i nucleotide giong véi cac chung CIAV trén thé gidi, trong d6 ving gen ma
hoa protein VP1 co nhiéu bién d6i nhat so va&i 2 gen con lai. Trinh ty amino acid dédc trung
genogroup la ..V, M K  E hoac I L  Q,Q ’dé (?uc)'c phat hi¢n & 3 chung virus thuc dia.
Dang 9h1’1 y khong c¢6 chung CIAV nao mang bién doi I- T- ,.L- , L- , E cua virus c6 doc
lyc thap.
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Tir khéa: Virus giy bénh thiéu mau truyén nhiém, dic diém di truyén, mién Bac Viét Nam.

Genetic characterizations of genome of chicken infectious anemia viruses
(CIAV) in the North, Viet Nam
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SUMMARY

The genome of chicken infectious anemia virus (CIAV) contains non-protein coding and
protein coding regions. Up to date, there is no available study on the genome characterization
of CIAV in Viet Nam. This study aimed at genetic characterization of the field CIAV strains
belonging to genogroup Il and genogroup lll detected in the North, Viet Nam. The studied result
revealed that all of three field strains exhibited typical genetic structure of CIAV, including
the 5’ promoter region which was followed by partial overlapping, unisense open reading
frames in the order of ORF2- ORF3- ORF1. Three field CIAV strains in this study displayed
typical genetic variations of CIAV in the worldwide. Of which, the gene encoding capsid
protein was the most variable compared to the others two genes. The signature motif of either
VoMK Eor I L.Q,Qwas detected in these field strains. Noteworthy, the sequence
pattern of attenuation or lower pathogenicity (|- ,T- ,.L- ,,,L- ,,,E) was not observed in the
three field strains.
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