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44 non-dimedone based probe. Molecular and Biochemical Parasitology, 2021, 242, 111362 9

Borrelia burgdorferi infection modifies protein content in saliva of Ixodes scapularis nymphs. BMC
Genomics, 2021, 22, 152
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6 Amblyomma americanum serpin 41 (AAS41) inhibits inflammation by targeting chymase and
44 chymotrypsin. International Journal of Biological Macromolecules, 2020, 156, 1007-1021 79

Update to Our Reader, Reviewer, and Author CommunitiesBpril 2020. Organometallics, 2020, 39, 1665-16(86




(2020-2020)
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Exploring protein myristoylation in Toxoplasma gondii. Experimental Parasitology, 2019, 203, 8-18 21 4

DNA replication acts as an error correction mechanism to maintain centromere identity by
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Dataset supporting the proteomic differences found between excretion/secretion products from
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