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Comparative rnad€seq analysis of regiona€specific miRNA expression in the epididymis of cattleyak.
Reproduction in Domestic Animals, 2021, 56, 555-576.

Comparative iTRAQ proteomics identified proteins associated with sperm maturation between yak and

cattleyak epididymis. BMC Veterinary Research, 2021, 17, 255. 1.9 o

Next-generation sequencing analysis reveals segmental patterns of microRNA expression in yak
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