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Unique Genes:. 22246
Unique Isoforms: 577163

Transcript Classification

Category Isoforms, count

FSM 124570
o _ ISM 191804
Gene Classification NIC 149638
Category Genes, count NNC 108332
Genic
Annotated Genes 18004 . 1130
Genomic
Novel Genes 4242 ]
Antisense 1564
Fusion 3503
Intergenic 3495
Genic

0
Intron



Splice Junction Classification

Category SJs, count  Percent
Known canonical 170623 61.24
Known Non-canonical 67 0.02
Novel canonical 107933 38.74

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-Exons Transcript Lengths by Sample
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Structural Isoform Characterization
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Isoform Distribution Across ISM
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Isoform Distribution Across Genic Genomic
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Transcript Length (bp)

Transcript Lengths by Subcategory
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Transcript Length (bp)

Transcript Lengths by Subcategory

10000 1

75001

5000+

2500+

Bl Alternative 3'end

BE Alternative 3'5'end

E3 Alterantive 5'end

E3 Reference match

B3 3 fragment

E3 Internal fragment

E3 5' fragment

BE Comb. of annot. junctions

B3 Comb. of annot. splice sites
E3 Intron retention

E3 Not comb. of annot. junctions
E3 Mono-exon by intron ret.

BS At least 1 annot. don./accept.
E3 Mono—exon

EE Multi-exon



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
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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 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
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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)
FSM Alternative 3'5'End
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Transcripts, count
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FSM Alternative 5'End
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Distance to annotated Transcription Termination Site (TTS)
FSM Reference Match
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Distance to annotated Transcription Termination Site (TTS)
FSM Reference Match

Negative values indicate upstream of annotated termination site
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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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Transcripts, count
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Internal Fragment

Distance to Annotated Polyadenylation Site for ISM
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

polyA motif found
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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 154105 47.3
ATTAAA 46474 143
polyA
Category Count % TATAAA 13717 4.2

Detected
AAAAAG 13283 4.1
FSM 124570 66397 53
AAGAAA 12903 4.0

ISM 191804 118925 62

AGTAAA 12405 3.8
NIC 142638 74726 52

TTTAAA 10285 3.2
NNC 108332 59180 55

GGGGCT 9102 2.8

Number of polyA Motifs Detected

Genic

1130 665 59 AATATA 7927 24
Genomic
Antisense 1564 950 61 CATAAA 7850 24

GATAAA 7449 2.3
AAAACA 7333 2.3
AATACA 7259 2.2
AATGAA 7077 2.2
AATAGA 4379 1.3
ACTAAA 4165 1.3

Fusion 3503 1923 55
Intergenic 3495 2856 82
NA 127 91 72



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

Alternative 3'end
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Comb. of annot. splice sites
Intron retention
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Count

37678
33161
21717
15603
135675
16780
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46520
33853
93504
90208
16411
8806
107

polyA
Detected

18369
18142
11665

8014
85597
11589
14411
24297
18222
49539
49671
10207

5915

75

49
55
54
51
63
69
53
52
54
53
55
62
67
70



Frequency of PolyA Motifs

Motif Count %
AATAAA 154105 47.3
ATTAAA 46474 14.3
TATAAA 13717 4.2
AAAAAG 13283 4.1
AAGAAA 12903 4.0
AGTAAA 12405 3.8
TTTAAA 10285 3.2

GGGGCT 9102 2.8
AATATA 7927 2.4
CATAAA 7850 24
GATAAA 7449 2.3

AAAACA 7333 2.3
AATACA 7259 2.2
AATGAA 7077 2.2
AATAGA 4379 1.3
ACTAAA 4165 1.3



Redundancy Analysis
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Reference Transcript Redundancy
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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
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

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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All Canonical Junctions
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Good Quality Control Attributes Across Structural Categories
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