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Unique Genes:. 21533
Unique Isoforms: 486267

Transcript Classification

Category Isoforms, count

FSM 126850
o ) ISM 177334
Gene Classification = —
Category Genes, count ALS oceD
Genic
Annotated Genes 19295 ) 440
Genomic
Novel Genes 2238 ]
Antisense 1097
Fusion 2298
Intergenic 1737
Genic
0

Intron



Splice Junction Classification

Category SJs, count  Percent
Known canonical 182885 69.03
Known Non-canonical 81 0.03
Novel canonical 81983 30.94

Novel Non—canonical 0 0.00



Gene Characterization
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Transcript Lengths Distribution by Structural Category
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Structural Isoform Characterization
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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
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Comparison With Annotated TSS and TTS
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Distance to Annotated Transcription Start Site for FSM
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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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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)
FSM Alternative 3'5'End
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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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Transcripts, count
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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
3' Fragment

Negative values indicate upstream of annotated polyA site
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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
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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 133270 49.8
ATTAAA 39125 14.6
polyA
Category Count % TATAAA 11200 4.2

Detected
AGTAAA 9881 3.7
FSM 126850 65925 52
AAAAAG 9625 3.6

ISM 177334 106885 60

AAGAAA 9385 3.5
NIC 101120 51709 51

GGGGCT 8093 3.0
NNC 75339 40070 53

TTTAAA 7244 2.7

Number of polyA Motifs Detected

Genic

440 235 53 AATATA 6011 2.2
Genomic
Antisense 1097 610 56 CATAAA 5835 22

AATACA 5827 2.2
GATAAA 5785 2.2
AAAACA 5428 2.0
AATGAA 5021 1.9
AATAGA 3104 1.2
ACTAAA 2911 1.1

Fusion 2298 1240 54
Intergenic 1737 1037 60
NA 52 34 65



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

37604
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11143
18181
42142
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polyA
Detected

17844
17784
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87175
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8747
21157
15634
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35713
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Frequency of PolyA Motifs

Motif Count %
AATAAA 133270 49.8
ATTAAA 39125 14.6
TATAAA 11200 4.2
AGTAAA 9881 3.7
AAAAAG 9625 3.6
AAGAAA 9385 35

GGGGCT 8093 3.0
TTTAAA 7244 2.7
AATATA 6011 2.2
CATAAA 5835 2.2
AATACA 5827 2.2
GATAAA 5785 2.2

AAAACA 5428 2.0
AATGAA 5021 1.9
AATAGA 3104 1.2
ACTAAA 2911 1.1



Redundancy Analysis
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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
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Reference Transcript Redundancy
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Intra—Priming Quality Check



Possible Intra—Priming by Structural Category

Percent of genomic 'A's in downstream 20 bp

1004 -

759 -+

'‘A's, %
U1
o
|
|

251

FSM ISM

B Alternative 3'end

BE Alternative 3'5'end

E3 Alterantive 5'end

E3 Reference match

B3 3 fragment

E3 Internal fragment

E3 5' fragment

B 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



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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Mono- vs Multi-Exon Possible Intra—Priming

Percent of genomic 'A's in downstream 20 bp

< R

: & N QO

» ¢ e S O ¢
g N & £
\ O N )
Q}(\?S\ < \(\\

E3 Mono-Exon Isoforms E3 Multi-Exon Isoforms



1001

Coding vs Non—Coding Possible Intra—Priming

Percent of genomic 'A's in downstream 20 bp

Q O @ .o & N e&o
Q@ \9 é\ eé OQQ 0((\\ (;\\66 ((0%\ \Q}Q
& ¥ N

E3 Non-Coding Isoforms



Features of Bad Quality
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Features of Good Quality
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