[bookmark: _Hlk55293637][bookmark: _GoBack]Supplementary Figure S2: Percent data recovered in different MAG categories
The percentage of trimmed data mapped to each MAG category for all 60 samples. HQ = High-Quality genome bin (>90% complete & < 5% contaminated); MQ = Medium-Quality genome bin (>50% complete & < 10% contaminated); LQ = Low-Quality genome bin (<50% complete or > 10% contaminated). Note that 10 samples were sequenced with both ONT (Oxford Nanopore Technologies) and ILM (Illumina).
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