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Figure S13. Accuracies of BIGTranscriptome-TS and boundary comparisons of BIGTranscriptome
(A) Shown are the accuracies of BIGTranscriptome-TS (19 tissues and cancer) at the base and intron 

levels compared with those of four different sets of annotations (RefSeq, manual and automatic 

GENCODE, PacBio, and EST) and a combined set of annotations. SN: sensitivity and SP: specificity.

(B-C) Shown are the relative distances from the ends of GENCODE transcripts with the same splicing 

pattern to the ends of BIGTranscriptome isoforms (blue) versus to the ends of MiTranscriptome 

isoforms (orange). (B) for the 5’ end and (C) for the 3’ end. (D-E) Shown are the relative distances

from the ends of the PacBio (MCF7) transcripts with the same splicing pattern to the ends of 

BIGTranscriptome isoforms versus to the ends of MiTranscriptome (orange). (D) for the 5’ end and (E) 

for the 3’ end.


	Supplemental_Fig_S13
	Supplemental_Fig_S13_legend

