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Early non-neutralizing, afucosylated antibody responses are associated with COVID-19 severity.

Science Translational Medicine, 2022, 14, eabm7853. 58 71

Prenatal choline supplementation improves biomarkers of maternal docosahexaenoic acid (DHA)
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edited cattle. General and Comparative Endocrinology, 2020, 291, 113237. 0.8 25

Hosta€induced gene silencing of <i>Foc <[i><scp>TR<[scp>4 <i><scp>ERG<[scp>6/11<[i> genes exhibits
superior resistance to Fusarium wilt of banana. Plant Biotechnology Journal, 2020, 18, 11-13.

Both gut microbiota and cytoRines act to atherosclerosis in ApoE&™/3™ mice. Microbial Pathogenesis, 13 17
2020, 138, 103827. ’

Atmospheric Ammonia Affects Myofiber Development and Lipid Metabolism in Growing Pig Muscle.
Animals, 2020, 10, 2.

Engineered chemotaxis core signaling units indicate a constrained Rinase-off state. Science Signaling,

2020, 13, . 1.6 10

Heat treatment of bovine colostrum: I. Effects on bacterial and somatic cell counts, immunoglobulin,
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