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Supplementary Figure 1. Start of MetaBakery execution.
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Supplementary Figure 2. BioBakery and MetaBakery performance comparison; MetaBakery is self tuned.
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[image: ]Supplementary Figure 3. An example of various descriptive metrics illustrating the performance of JADBio machine learning on GMHI taxonomy dataset.
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Supplementary Figure 4. Shannon diversity across all disease in large dataset calculated with MetaBakery. Numerous diversity indices can be calculated using the standard approaches within the program Mothur that was inbuilt into the MetaBakery presented in this work.
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Supplementary Figure 5. Performance of JADBio three different versions (MetaBakery2, Metabakery3, MetaBakery4) on taxonomy data on depression dataset. TPR – True Prediction Rate; FPR – False Prediction Rate.
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Supplementary Figure 6. Performance of JADBio machine learning on the separate matrices from the microbiome information layers produced with MetaBakery3. TPR – True Prediction Rate; FPR – False Prediction Rate.
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