[image: ]
Figure S3 The splice site prediction accuracy of different methods for other species. For (a) Drosophila melanogaster, (b) Mus musculus, (c) Rattus and (d) Danio rerio, other methods are also applied to predicting the splice sites on three randomly chosen genomic sequences, and the prediction accuracies are compared with SpliceFinder.
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(c) Rattus (d) Danio rerio




