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Applying and improving <scp>AlphaFold</scp> at <scp>CASP14</[scp>. Proteins: Structure, Function
and Bioinformatics, 2021, 89, 1711-1721.
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Protein-level assembly increases protein sequence recovery from metagenomic samples manyfold.
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MMsegs software suite for fast and deep clustering and searching of large protein sequence sets.
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