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Supplementary Figures
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Supplementary Figure 1: A diverse CAZyme repertoire of MAGs from Naini Lake: Distribution of different CAZyme families across the MAGs arranged by phylum, the bubble size represents the number of hits for each family across the MAGs. 
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Supplementary Figure 2: Biosynthetic potential of MAGs: A) All the different types of Biosynthetic gene clusters (BGCs) detected across the MAGs. B) A distinct large size (~110.7kb) NRPS-PKS cluster predicted in MAG assigned to genus ER46 of phylum Verrucomicrobiota. 
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