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Three functional mutation sites affect the immune response of pigs through altering the expression
pattern and IgV domain of the CD4 protein. BMC Molecular and Cell Biology, 2020, 21, 91.

Whole genome variants across 57 pig breeds enable comprehensive identification of genetic signatures

that underlie breed features. Journal of Animal Science and Biotechnology, 2020, 11, 115. 2.1 14

Identification of functional mutations at FOXP3 binding site within BIC gene that alter the expression
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Population size may shape the accumulation of functional mutations following domestication. BMC

Evolutionary Biology, 2018, 18, 4. 82 15

Synergistic effects of TGFI22, WNT9a, and FGFR4 signals attenuate satellite cell differentiation during
skeletal muscle development. Aging Cell, 2018, 17, e12788.

Proteomic analysis indicates that mitochondrial energy metabolism in skeletal muscle tissue is

negatively correlated with feed efficiency in pigs. Scientific Reports, 2017, 7, 45291. 1.6 1

CRISPR-offinder: a CRISPR guide RNA design and off-target searching tool for user-defined protospacer
adjacent motif. International Journal of Biological Sciences, 2017, 13, 1470-1478.

Fibroblast Growth Factor 21 Promotes C2C12 Cells Myogenic Differentiation by Enhancing Cell Cycle 0.9 1
Exit. BioMed Research International, 2017, 2017, 1-9. :

Candidate Gene Identification of Feed Efficiency and Coat Color Traits in a C57BL/6) A— Kunming F2 Mice

Population Using Genome-Wide Association Study. BioMed Research International, 2017, 2017, 1-7.

<i>Cis-<[i>Natural Antisense Transcripts Are Mainly Co-expressed with Their Sense Transcripts and
Primarily Related to Energy Metabolic Pathways during Muscle Development. International Journal of 2.6 6
Biological Sciences, 2016, 12, 1010-1021.



56

58

60

62

64

66

68

ARTICLE IF CITATIONS
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