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Stringtie2
52,697 transcripts
22,156 overlapped

Flair2
134,157 transcripts
21,887 overlapped

RNAbloom
4,977,882 transcripts
21,457 overlapped

29,284 transcripts

ars_ucd2.0.gtf
81,536 transcripts

37,121 genes

Stringtie2 for merge

full-splice match : 11,632 
incomplete-splice match : 387

12,019 annotated  transcripts
11,151 annotated genes

13,177 novel  transcripts
6,018 genes (1,266 novel)

antisense : 507
fusion : 624
genic : 169
genic_intro : 50
intergenic : 548
novel_in_catalog : 3,672
novel_not_in_catalog : 7,469
full-splice_match : 0
incomplete-splice_match : 138

ars_ucd2.0_enhanced.gtf
94,712 transcripts

38,387 genes

Sqanti3 for quality control and annotation

25,196 transcripts
11,151 genes
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Novel isoform classification (SQANTI3)
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Non-coding category prediction using Rfam database 
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Full_length transcript classification (pychopper) 
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