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Comparison of AP‑01 MDV nucleotide 
sequence of vIL‑8 gene with Genbank 
sequences
Comparison of the nucleotide sequence of vIL‑8 
gene of AP‑01 MDV showed from 99.44 to 99.87% 
homology with other sequences of MDV. The 
sequence of AP‑01 had the highest homology 
(99.87%) with LS and LMS virulent strains and 
had the lowest homology (99.44%) with CVI988 
strain. When AP‑01 MDV nucleotide sequence of 
vIL‑8 gene was compared with the reference strain 
LMS, one variation at position 106 (TC) was 
shown. Nucleotide sequences of vIL‑8 gene of AP‑01 
MDV showed 100% similarity with sequences of 
field isolates of Tamil Nadu (Ind/TN11/01 and Ind/
TN12/03) and Karnataka (Ind/KA12/02).

Comparison of Ap‑01 MDV amino acid 
sequences of oncogenes with Genbank 
sequences
The total amino acid length of Meq protein was 339 
amino acids and the total length of vIL‑8 protein was 
134 amino acids. Comparison of Meq and vIL‑8 gene 
amino acid sequences of AP‑01 MDV was done with 
those of reference strains and field isolates of Tamil 
Nadu and Karnataka.

The amino acid sequence of Meq gene of AP‑ 01 was 
neither mild type nor very virulent plus MDV. There 
was a mutation at position 71 (SA) in the Meq 
gene which is associated with higher virulence in 
the MDV strains. Compared to closely related strains 
RB‑1B (vv) and GA (v), AP01 showed variations in 77 
(K to E), 80 (D to Y), 139 (T to A), 209 (L to P) amino 
acid positions. Compared to closely related strains 
571 and 573 (v), AP01 showed variations in 115 (A to 
V), 139 (T to A), 176 (H to P), 209 (L to P) amino acid 

PCR and sequence analysis of oncogenes 
(Meq and vIL‑8) from Ap‑01 MDV
The DNA obtained from AP‑01 isolate was further 
subjected to PCR for amplification of oncogenes (Meq 
and vIL‑8). The DNA samples were found to be positive 
for the presence of oncogenes (Meq and vIL‑8) and 
yielded amplicons of 1,081 bp and 887 bp, respectively 
(Figures 16 and 17). The purified PCR products of Meq 
and vIL‑8 were sent for sequencing to Genomics corp – 
Xcelris, Ahmedabad. A total of 989 nucleotides of Meq 
and 821 nucleotides of vIL‑8 were read. The obtained 
nucleotide sequences of Meq and vIL‑8 genes were 
verified by NCBI‑BLAST for homology analysis. The 
nucleotide sequences showed homology with Meq 
and vIL‑8 genes of different strains of serotype‑1 
specific MDV strains.  The nucleotide sequences of 
Meq and vIL‑8 genes were submitted to Genbank 
database. The accession number for Meq gene is 
KT246100 and vIL‑8 is KT272874.

Comparison of AP‑01 MDV nucleotide 
sequence of Meq gene with Genbank 
sequences
Comparison of the nucleotide sequence of Meq 
gene of AP‑01 MDV showed from 84.5 to 99.6% 
homology with other sequences of MDV. The 
sequences of AP01 had the highest homology 
with RB1B (99.6%) and GA  (99.5%) and had the 
lowest homology with CVI988 strain (84.5%). AP‑01 
showed nucleotide mutations at positions 229 
(AG), 238 (GT), 415 (AG), 626 (TC) of 1,020 
Meq gene in comparison with RB1B (very virulent) 
and GA (virulent) strains. AP01 nucleotide sequence 
showed variations at three positions 262 (AG), 
278 (GA) and 626 (TC) with closely related Tamil 
Nadu MDV isolates.

Figure 16. Screening of Marek's disease suspected field samples 
using PCR for 132 bp repeat region. Lane M = Molecular weight 
marker (100 bp); Lane 1 = Positive control; Lane 2 = Negative 
control; Lane 3 to 6 = Field samples positive for Marek's disease virus 
serotype-1.

Figure 17. Screening of Marek's disease suspected field samples 
using PCR for 132 bp repeat region. Lane M = Molecular weight 
marker (100 bp); Lane 1 = Positive control; Lane 2 = Negative 
control; Lane 3 to 6 = Field samples positive for Marek's disease virus 
serotype-1.




