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aborted foetus tissue samples, and dead calves 
(MK543547, JX644988, GQ246865, KX192363), 
and tissue and leucocyte samples from cattle 
with respiratory and/or fertility system disorders 
(MH31879‑MH31880, KX192365, MK543546, 
GQ375280, GQ246866‑GQ246867) (Table I). Our 
field viruses that clustered in genotype I (MG181944, 
MG181945, MG181946) came from the leucocyte 
samples of repeat breeder cows in one specific 
herd (herd no:  XI), which aligned with Argentinian 
and American BoHV‑4 strains. For genotype III, 
only one field virus (MH605274) was detected in 
the milk sample from a cow with mastitis, which 
aligned with several North American BoHV‑4 
strains in the phylogenetic tree (Figure 1). Thus, the 
phylogenetic analysis shows that our local viruses 

sequences of several gene regions coding gB and TK 
in the BoHV‑4 field isolates from Turkish cattle with 
different clinical signs (Frazier et al. 2002, Areda et al. 
2018, Verna et al. 2016, Gagnon et al. 2017). 

Our molecular analysis of the partial gB gene 
sequences obtained from 24 local BoHV‑4 strains 
revealed that Turkish BoHV‑4 isolates clustered into 
three genotypes, with the separation of several 
viruses in different branches in genotype II (Figure 1). 
The majority of the local viruses were classified 
in genotype II, together with several European 
and North American BoHV‑4 strains. Turkish 
BoHV‑4 strains in genotype II (n = 20) were from 
various clinical samples, specifically nasal swabs 
(KX192364, JX644989), vaginal swabs (GQ246863, 
GQ246864, MK543548‑ MK543551, EU055543), 

Figure 3. Nucleotid identity (%) of gB gene sequences of some Turkish BoHV‑4.

Figure 4. Nucleotide identity (%) of partial TK gene sequences of some Turkish BoHV-4 strains.




