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SNP in pre-miR-1666 decreases mature miRNA expression and is associated with chicken performance. 20 10
Genome, 2015, 58, 81-90. :

Transcriptome Analysis of the Effects of Fasting Caecotrophy on Hepatic Lipid Metabolism in New
Zealand Rabbits. Animals, 2019, 9, 648.

Influence of cecotrophy on fat metabolism mediated by caecal microorganisms in New Zealand white

rabbits. Journal of Animal Physiology and Animal Nutrition, 2020, 104, 749-757. 2.2 10

Characterization of Copy Number Variationd€™s Potential Role in Marek&€™s Disease. International Journal
of Molecular Sciences, 2017, 18, 1020.

Detection of CNV in the SH3RF2 gene and its effects on growth and carcass traits in chickens. BMC 07 °
Genetics, 2020, 21, 22. :

Polymorphisms of the bone morphogenetic protein 7 gene (BMP7) and association analysis with sow
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