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ARTICLE

MetaBAT 2: an adaptive binning algorithm for robust and efficient genome reconstruction from
metagenome assemblies. Peer], 2019, 7, e7359.

MetaBAT, an efficient tool for accurately reconstructing single genomes from complex microbial
communities. Peer], 2015, 3, e1165.

Critical Assessment of Metagenome Interpretation: the second round of challenges. Nature Methods,
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