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This is a well-written account of a whole-genome sequence of the gayal, a most interesting bovine 

species. However, it should become clear what is the novelty of the results relative to an earlier report 

on a WGS of the same species. Furthermore, more details about the sample origin should be given, 

while referencing to the literature about the gayal is superficial and even incorrect. We recommend a 

major revision.Detailed comments1. As cited, Mei et al. (2016) already published a gayal WGS, so a 

separate publication on another sequence should be justified, for instance because of a better coverage, 

contig and scaffold statistics and gene coverage.2. The geographic origin sample of the sample should be 

specified. Chinese gayals, or Dulong cattle, are known to harbor zebu or taurine mtDNA (Gou et al. 2010, 

J.Anim.Breeding Genet. 127, 154-160; Mei et al. 2016) and may very well differ from individuals with an 

Indian origin.3. For this reason the mtDNA sequence should be retrieved and compared to the several 

available gayal mtDNA sequences published previously.4. Thai and Malaysian gaur have indeed a 2n=56 

karyotype, but Indian gaur, which occurs in the geographic area overlapping with the range of the 

gayals, has 2n=58 (Winter et al., 1984, Res Vet Sci 36: 276-283; Gallagher et al., 1992, J Hered 83:287-

298; Mastromonaco et al., 2004, Chromosome Res. 2:725-31).5. The cited references (5,14) do not show 

that gaur x gayal male offsrping are sterile. Although I could not find literature about the outcome of 

this hybrid cross, it is generally assumed that gayal is the domestic form of the gayal, also because they 

have similar mtDNA and Y-chromosomal DNA sequences (Hassanin et al. 2012, C.R.Biologies 335:32-50; 

Nijman et al. 2008, Cladistics 24:723-726).6. The URL reference [19] of the academic thesis describing 

the American bison WGS is still inaccessible. I guess that this WGS has been downloaded from Genbank, 

which should be made clear.7. The inferred genome size for the gayal of 3.7 Gbp, larger than the 

genome of any related mammalian species, is not believable and not consistent with the gene 

coverage.8. It may be interesting to compare the recovered DNA repeats with those from the bovine 

WGS.9. page 9 last line: vertebrata > vertebrate. 
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