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3 Communications Biology, 2019, 2, 100

Comparative analyses of sperm DNA methylomes among human, mouse and cattle provide insights
into epigenomic evolution and complex traits. Epigenetics, 2019, 14, 260-276

Comparison of gene editing versus conventional breeding to introgress the POLLED allele into the

T ys dairy cattle population. Journal of Dairy Science, 2019, 102, 4215-4226 4 27
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Frontiers in Genetics, 2015, 6, 5

6 Dissection of genomic correlation matrices of US Holsteins using multivariate factor analysis.
7 Journal of Animal Breeding and Genetics, 2015, 132, 9-20 29 9

Genomic signatures reveal new evidences for selection of important traits in domestic cattle.
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Genetics Selection Evolution, 2015, 47, 94

Single nucleotide polymorphisms associated with thermoregulation in lactating dairy cows exposed
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