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Figure S1. Four-fold cross-validation data partitioning. Left: group 1 in black, phages,,,, was left
aside and alternatively 3 groups were used as training set, in green, to be tested on the remaining
group in red. Green and red groups represent the phages, ... . set. Right: Once the best similarity
measure and criterion were determined, phages,,, was predicted with HostPhinder trained on

phages, i\ iest fOT final evaluation.
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Figure S2. Host genera distribution between partitions.
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Figure S3. Host species distribution between partitions.
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Figure S4. Genome size distribution between partitions in phages
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(right).

Figure S5. Three-fold nested cross-validation data partitioning. Among the 4 partitions in the

phages, .in-test S€t (White boxes on the top), 3 were considered at a time for the inner cross-validation

loop. Here in turn two partitions (green boxes) were used to train HostPhinder at different parameter

values and to predict the third partition (red). The accuracy was calculated as right predictions over

number of predicted queries in the 3 partitions used as test set. The accuracy average was calculated

from 100 times bootstrap at different parameters values and plotted on an accuracy versus parameter

value plot. Here the parameter is either f (criterion 3) or « (criterion 4). The same was repeated for

the 4 tripartite cross validation loops.



