21

papers

25

all docs

516710

1,533 16
citations h-index
25 25
docs citations times ranked

713466
21

g-index

2695

citing authors



10

12

14

16

18
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N501Y mutation of spike protein in SARS-CoV-2 strengthens its binding to receptor ACE2. ELife, 2021, 10, .
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Molecular Basis of the Interaction of Saccharomyces cerevisiae Eaf3 Chromo Domain with Methylated
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AtyEicaI interactions of integrin 1+Vi28 with pro-TGF21. Proceedings of the National Academy of Sciences 71 a4
of the United States of America, 2017, 114, E4168-E4174. :
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Crystal structures of Saccharomyces cerevisiae tryptophanyl-tRNA synthetase: new insights into the
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Disulfide exchange in multimerization of von Willebrand factor and gel-forming mucins. Blood, 2021,
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Crystal structure of Pyrococcus horikoshii tryptophanyl-tRNA synthetase and structure-based
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Structural basis of malaria transmission blockade by a monoclonal antibody to gamete fusogen HAP2.
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