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Figure S1: Histograms of pairwise local alignment identity percentages between each of the RBP
sequences in the training set and each of the RBP sequences in the test set (orange), as well as for all
the RBP sequences within the training set (blue). The pairwise alignments were computed with the
BioJulia package within Julia. The histograms indicate that the similarity within the training data is not
different from the similarity between the training and the test data.



