SQANTI3 report



Unique Genes: 24551
Unique Isoforms: 518142

Transcript Classification

Category Isoforms, count

FSM 130882
o _ ISM 199495
Gene Classification NIC 97355
Category Genes, count NNC 81533
Genic
Annotated Genes 21281 . 707
Genomic
Novel Genes 3270 ]
Antisense 1793
Fusion 3821
Intergenic 2466
Genic
0

Intron



Splice Junction Classification

Category SJs, count  Percent
Known canonical 193571 68.47
Known Non-canonical 85 0.03
Novel canonical 89048 31.50

Novel Non—canonical 0 0.00



Gene Characterization
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Structural Categories by Transcript Length
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Mono- vs Multi-Exons Transcript Lengths by Sample

200001

10000 1

0

2500 5000 7500
Transcript length

10000

sample

fl_assoc

exonCat

— Multi-Exon
- Mono—-Exon



Structural Isoform Characterization
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Isoform Distribution Across ISM
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Transcript Length (bp)

Transcript Lengths by Subcategory
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Transcript Lengths by Subcategory
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Exon Counts by Subcategory
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Exon Counts by Subcategory
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Exon Counts by Subcategory
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Length Distribution of Matched Reference Transcripts

Applicable Only to FSM and ISM Categories
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Matched reference exon count

Exon Count Distribution of Matched Reference Transcripts
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Splice Junction Characterization
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Comparison With Annotated TSS and TTS
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Distance to Annotated Transcription Start Site for FSM

Negative values indicate downstream of annotated TSS
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Distance to Annotated Transcription Start Site for FSM
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Distance to Annotated Polyadenylation Site for ISM

Negative values indicate upstream of annotated polyA site

polyA motif found

[ ] FALSE

L] TRUE

80000+

€ 60000+

40000+

20000 1

noo ‘sydiosuel)

Distance to annotated polyadenylation site, bp



Distance to Annotated Polyadenylation Site for ISM
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Comparison With Annotated TSS and TTS
by Subcategories
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FSM Alternative 3'End
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Distance to annotated Transcription Termination Site (TTS)
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Distance to annotated Transcription Termination Site (TTS)
FSM Alternative 3'5'End
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Distance to annotated Transcription Termination Site (TTS)
FSM Alternative 5'End

Negative values indicate upstream of annotated termination site
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FSM Alternative 5'End
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FSM Reference Match
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Distance to annotated Transcription Termination Site (TTS)
FSM Reference Match
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Distance to Annotated Polyadenylation Site for ISM
3' Fragment

Negative values indicate upstream of annotated polyA site
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Distance to Annotated Polyadenylation Site for ISM
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Distance to Annotated Polyadenylation Site for ISM

Internal Fragment
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Distance to Annotated Polyadenylation Site for ISM
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Distance to Annotated Polyadenylation Site for ISM
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Distance to Annotated Polyadenylation Site for ISM
A5' Fragment

Negative values indicate upstream of annotated polyA site
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Distance to Annotated Polyadenylation Site for ISM
Intron Retention
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Distance to Annotated Polyadenylation Site for ISM
Intron Retention
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PolyA Distance Analysis



Distance of Detected PolyA Motif From 3' end
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Frequency of PolyA Motifs

Motif Count %
AATAAA 144547 50.2
ATTAAA 41060 14.3
polyA
Category Count % TATAAA 11785 4.1

Detected
AGTAAA 10801 3.7
FSM 130882 68354 52
AAGAAA 10373 3.6

ISM 199495 120471 60

AAAAAG 10345 3.6
NIC 97355 50250 52

GGGGCT 8664 3.0
NNC 81533 43896 54

TTTAAA 7712 2.7

Genic
707 369 52 AATATA 6522 2.3

Genomic
Antisense 1793 1072 60 CATAAA 6308 22
AATACA 6165 2.1

Fusion 3821 2134 56
Intergenic ~ 2466 1467 59 GATAAA 6105 2.1
AAAACA 6011 2.1

NA 90 60 67
AATGAA 5271 1.8
AATAGA 3348 1.2
ACTAAA 3056 1.1

Number of polyA Motifs Detected



Distance of Detected PolyA Motif From 3'End
by FSM and ISM Subcategories
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Distance of Detected PolyA Motif From 3'End

by Non—-FSM/ISM Subcategories
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Number of polyA Motifs Detected
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Frequency of PolyA Motifs

Motif Count %
AATAAA 144547 50.2
ATTAAA 41060 14.3
TATAAA 11785 4.1
AGTAAA 10801 3.7
AAGAAA 10373 3.6
AAAAAG 10345 3.6

GGGGCT 8664 3.0
TTTAAA 7712 2.7
AATATA 6522 2.3
CATAAA 6308 2.2
AATACA 6165 2.1
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AAAACA 6011 2.1
AATGAA 5271 1.8
AATAGA 3348 1.2
ACTAAA 3056 1.1



Redundancy Analysis



Reference Transcript Redundancy
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Reference Transcript Redundancy
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Reference Transcript Redundancy
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Reference Transcript Redundancy
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Reference Transcript Redundancy
Only ISM with a polyA motif found
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Reference Transcript Redundancy
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Intra—Priming Quality Check



Possible Intra—Priming by Structural Category
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Possible Intra—Priming by Structural Category
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Possible Intra—Priming by Structural Category

Percent of genomic 'A's in downstream 20 bp
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Features of Bad Quality
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Features of Good Quality
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