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Fig. S4BPage 1:Heatmap showing BLASTidentity for best reciprocal BLASTp hits for actinobacterial and bacterial
MAGs compared to steroid-degradation proteins from Mycobacterium tuberculosis H37Rv. 



Rhodococcus jostii RHA1
steroid degradation proteins
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Fig. S4BPage 2:Heatmap showing BLASTidentity for best reciprocal BLASTp hits for actinobacterial and bacterial
MAGs compared to steroid-degradation proteins from Rhodococcus jostii RHA1


