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Highly accurate protein structure prediction with AlphaFold. Nature, 2021, 596, 583-589. . 17,754
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Terminating contamination: large-scale search identifies more than 2,000,000 contaminated entries in

GenBank. Genome Biology, 2020, 21, 115. 8.8 130
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Research, 2021, 49, D298-D308. :
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Bioinformatics, 2022, 38, 1440-1442.
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