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Selecting one taxonomic group Creating all 2° combinations Adding factor group for all combinations

fora ‘target’ group, of the other taxonomic groups and creating each predictor of the all 2° combinations ( ‘experimental’ datasets).

(‘control’ datasets).

Factor group -

and selecting another taxonomic group
for a ‘factor’ group.
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Step 4. .
On control and experimental datasets, Step 5.

each predictor was trained in three-fold cross validation repeatedly 100 times.

ex. Predictor 32 | Calculating a mean of 100 ROC AUC scores
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Repeating 100 times

Repeating for the other taxonomic groups

Repeating the steps



