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Table S1. Performance of GeneMark-ET working with different RNA-seq alignment programs is shown for D. melanogaster and A. gambiae.  The results show robustness of the algorithm with respect to use of one or another aligner. Still, in case of D. melanogaster UnSplicer produced better support for the GeneMark-ET training, while for A. gambiae TopHat shows better performance.
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Figure S1. Comparison of introns annotated in FlyBase release 48 with the whole set of introns mapped by UnSplicer (with scores from 0 to 1) and with the set of introns predicted by the ab initio algorithm GeneMark.hmm at the first iteration of GeneMark-ET. Only 34 (0.3%) of introns simultaneously supported by UnSplicer and by the ab initio gene finder are not included into FlyBase annotation. Intron sets annotated in FlyBase and mapped by UnSplicer include introns located in untranslated regions (UTRs) as well as introns from genes with alternatively spliced isoforms. 
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Internal exon Sn 87.2 86.5 87.2 80.4 80.3 80.7

Sp 82.9 83.0 81.6 78.6 78.3 79.2

Intron Sn 84.8 83.8 84.9 81.0 81.1 81.5

Sp 79.2 79.0 78.2 80.5 80.4 81.2

Donor site Sn 87.0 86.3 86.9 84.1 84.2 84.4

Sp 86.5 86.9 85.9 88.1 88.1 88.5

Acceptor site Sn 88.2 87.2 88.4 86.0 86.1 86.4

Sp 87.0 86.9 86.4 88.9 88.8 89.6

Initiation site Sn 75.1 74.6 74.6 68.1 68.1 68.3

Sp 81.5 81.6 82.0 79.9 79.9 79.5

Termination site Sn 84.2 83.6 83.0 81.0 81.0 81.9

Sp 90.0 89.8 89.3 91.6 91.4 92.5

Nucleotide

Sn 92.1 92.0 92.1 92.9 93.0 93.0

Sp 97.4 97.4 97.3 98.8 98.8 98.8

Gene

Sn 63.6 62.6 62.6 53.1 52.9 54.3

Sp 61.0 60.2 59.7 53.0 52.6 54.0

D. melanogaster A. gambiae


