14

papers

21

all docs

687363

4,168 13
citations h-index
21 21
docs citations times ranked

1058476
14

g-index

7474

citing authors



10

12

14

W

ARTICLE IF CITATIONS

Structure of Hsp90a€“Hsp703a€“Hopa€“CR reveals the Hsp90 client-loading mechanism. Nature, 2022, 601,
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Macromolecular modeling and design in Rosetta: recent methods and frameworks. Nature Methods,
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Structural basis of mitochondrial receptor binding and constriction by DRP1. Nature, 2018, 558, 9
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Structure prediction using sparse simulated <scp>NOE</scp> restraints with Rosetta in
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Improved de novo structure prediction in <scp>CASP</[scp>11 by incorporating coevolution
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Atomic structure of Hsp90-Cdc37-Cdk4 reveals that Hsp90 traps and stabilizes an unfolded kinase.
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Automated structure refinement of macromolecular assemblies from cryo-EM maps using Rosetta.
ElLife, 2016, 5, . 6.0 407
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De novo protein structure determination from near-atomic-resolution cryo-EM maps. Nature 19.0 172
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