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Supplementary Figure S14. Comparing the full model to the baseline model using
only specificities based on AA 13 of an RVD and independent parameters for position
0. For each subset of features, we additionally compare the case where i) features are
completing the full model and ii) features are added to the baseline model. We show
violin plots of the number of true positive target gene predictions using at most 20
predictions per TALE including individual points for all Xoo and Xoc data sets.
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Supplementary Figure S15. Comparative visualization of the parameters of four
di↵erent models, namely the baseline model using only specificities based on AA 13 of
an RVD and independent parameters for position 0, a baseline model with conditional
parameters for position 0 added, the full model except conditional parameters for
position 0, and the full PrediTALE model. We find substantial di↵erences between the
specificity parameters of the four models, also in the parameters for specificities based
on AA 13 of an RVD, although these are included into all four models. By contrast, we
do not find a major di↵erence between the position distributions learned for the full
model and the full model except conditional parameters for position 0.


