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Unique Genes: 24242
Unique Isoforms: 534383

Transcript Classification

Category Isoforms, count

FSM 137383
- . ISM 213048
Gene Classification e 99744
Category Genes, count NNE S5z
Genic
Annotated Genes 21589 _ 653
Genomic
Novel Genes 2653 ]
Antisense 1493
Fusion 3337
Intergenic 1874
Genic
0

Intron



Splice Junction Classification

Category SJs, count  Percent
Known canonical 194343 69.40
Known Non-canonical 83 0.03
Novel canonical 85619 30.57

Novel Non—canonical 0 0.00



Gene Characterization
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Structural Categories by Transcript Length
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Transcript Lengths Distribution by Structural Category
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Mono- vs Multi- Exon Transcript Lengths Distribution
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Structural Isoform Characterization



401

30+

Transcripts, %
N
(@)

10+

Isoform Distribution Across Structural Categories

Coding prediction
B coding

> & Ny & e‘\\c’é\o eé\& S &Q’& ’ S ¥
<& AX < R NS 2 ©° O
& ¥ < S



Isoform Distribution Across FSM
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Isoform Distribution Across Genic Genomic
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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



Splice junctions, %
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Comparison With Annotated TSS and TTS



Distance to annotated Transcription Termination Site (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 Polyadenylation Site for ISM

Negative values indicate upstream of annotated polyA site
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Comparison With Annotated TSS and TTS
by Subcategories
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FSM Alternative 3'End
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Transcripts, count
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Distance to annotated Transcription Termination Site (TTS)
FSM Alternative 3'5'End

Negative values indicate upstream of annotated termination site

polyA motif found

[ ] FALSE

L] TRUE

0
N
0 ‘siduosuel

Distance to annotated Transcription Termination Site (TTS), bp



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

Negative values indicate upstream of annotated polyA site

©

c

o

2

=

= W

(@) LLl

mmw

<

NJFT

(@)

s [ M
(@] n.U o
o (@] o
(@) o o
N [0} <
—

1uNno9 ‘sydiosues)

Distance to annotated polyadenylation site, bp



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 146485 49.3
ATTAAA 42618 14.3
polyA
Category Count % TATAAA 12561 4.2

Detected
AAGAAA 11070 3.7
FSM 137383 72142 53
AAAAAG 10997 3.7

ISM 213048 128212 60

AGTAAA 10988 3.7
NIC 99744 51581 52

GGGGCT 8783 3.0
NNC 76762 41039 53

TTTAAA 8281 2.8

Number of polyA Motifs Detected

Genic

o | 346 53 AATATA 6904 2.3
Genomic
Antisense 1493 820 55 CATAAA 6649 22

GATAAA 6588 2.2
AATACA 6480 2.2
AAAACA 6407 2.2
AATGAA 5565 1.9
AATAGA 3544 1.2
ACTAAA 3326 1.1

Fusion 3337 1844 55
Intergenic 1874 1195 64
NA 89 67 75



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

Subcategory
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Frequency of PolyA Motifs

Motif Count %
AATAAA 146485 49.3
ATTAAA 42618 14.3
TATAAA 12561 4.2
AAGAAA 11070 3.7
AAAAAG 10997 3.7
AGTAAA 10988 3.7

GGGGCT 8783 3.0
TTTAAA 8281 2.8
AATATA 6904 2.3
CATAAA 6649 2.2
GATAAA 6588 2.2
AATACA 6480 2.2

AAAACA 6407 2.2
AATGAA 5565 1.9
AATAGA 3544 1.2
ACTAAA 3326 1.1



Redundancy Analysis
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Reference Transcript Redundancy

Only ISM

200001

Total ISM
per reference ID

1

150001

[1]

No b wnN

11438

100001

BT 1]

Count of Reference Transcripts
o0}
+

5000+

Uni'que Mulltiple
ISM per reference transcript



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



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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Possible Intra—Priming by Structural Category

Percent of genomic 'A's in downstream 20 bp
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Mono- vs Multi-Exon Possible Intra—Priming
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Features of Bad Quality
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Features of Good Quality
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