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Unique Genes:. 24275
Unique Isoforms: 647055

Transcript Classification

Category Isoforms, count

FSM 158846
o ) ISM 262249
Gene Classification = e
Category Genes, count ALS SELE,
Genic
Annotated Genes 21585 ) 641
Genomic
Novel Genes 2690 ]
Antisense 1410
Fusion 3686
Intergenic 1948
Genic
0

Intron



Splice Junction Classification

Category SJs, count  Percent
Known canonical 195583 66.82
Known Non-canonical 84 0.03
Novel canonical 97020 33.15

Novel Non—canonical 0 0.00



Gene Characterization
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Mono- vs Multi-Exons Transcript Lengths by Sample
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Structural Isoform Characterization
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Isoform Distribution Across FSM
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Isoform Distribution Across NIC

40

W
o

Transcripts, %
N
o

101
O i
o o S
S )
QO . QQ/ N
N N &
3 R RS
& & &
> QQ A\
S &
5\
O O
® &®

Coding prediction
. Coding



Isoform Distribution Across Genic Genomic
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Isoform Distribution Across Antisense
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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
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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
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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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Transcripts, count
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Distance to annotated Transcription Termination Site (TTS)
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Transcripts, count
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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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polyA motif found
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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
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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PolyA Distance Analysis



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

Motif Count %
AATAAA 173831 48.0
ATTAAA 51061 14.1
% TATAAA 15676 4.3

AAAAAG 14384 4.0
AAGAAA 14111 39
AGTAAA 13581 3.7
TTTAAA 10693 3.0
GGGGCT 10492 2.9

Number of polyA Motifs Detected
polyA
Detected
FSM 158846 84371 53
ISM 262249 158142 60
NIC 124312 64492 52
NNC 93854 50738 54

Category Count

Genic

i el 356 56 AATATA 8640 2.4
Genomic
Antisense 1410 782 55 CATAAA 8614 24

AAAACA 8369 23
GATAAA 8323 23
AATACA 8150 2.2
AATGAA 7467 2.1
AATAGA 4494 1.2
ACTAAA 4434 1.2

Fusion 3686 2036 55
Intergenic 1948 1331 68
NA 109 72 66



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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Count
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Detected
19872
23564
15881
9700
125681
14603
12181
26712
19201
29921
45423
15354
4166
61

48
53
54
53

63
48
51
53
53
54
61
S8
66



Frequency of PolyA Motifs

Motif Count %
AATAAA 173831 48.0
ATTAAA 51061 14.1
TATAAA 15676 4.3
AAAAAG 14384 4.0
AAGAAA 14111 3.9
AGTAAA 13581 3.7
TTTAAA 10693 3.0

GGGGCT 10492 2.9
AATATA 8640 24
CATAAA 8614 24

AAAACA 8369 2.3
GATAAA 8323 2.3
AATACA 8150 2.2
AATGAA 7467 2.1
AATAGA 4494 1.2
ACTAAA 4434 1.2



Redundancy Analysis
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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
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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

Percent of genomic 'A's in downstream 20 bp
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Coding vs Non—Coding Possible Intra—Priming

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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