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Unique Genes: 23820
Unique Isoforms: 555113

Transcript Classification

Category Isoforms, count

FSM 138528
o ) ISM 204661
Gene Classification = P
Category Genes, count ALS SR
Genic
Annotated Genes 20052 ) 704
Genomic
Novel Genes 3768 ]
Antisense 2035
Fusion 2792
Intergenic 3041
Genic
0

Intron



Splice Junction Classification

Category SJs, count  Percent
Known canonical 184080 66.84
Known Non-canonical 86 0.03
Novel canonical 91232 33.13

Novel Non—canonical 0 0.00



Gene Characterization
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Structural Isoform Characterization



Isoform Distribution Across Structural Categories
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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
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Splice Junction Characterization



Splice junctions, %
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Comparison With Annotated TSS and TTS
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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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Distance to annotated Transcription Termination Site (TTS)
FSM Alternative 3'5'End

Negative values indicate upstream of annotated termination site

12500+ polyA motif found
[ ] FALSE
« 100001 L] TRUE
>
o
(&)
) 7500 1
2
3]
@ 5000+
c
o
|_
2500 1
O-
CLLLLLLLLLLLLLLLLLLLPL
}\/QQ)QOOQ/¥QCQQ%QVQ%QWQWoQQ'?QWQ%QVQ%Q(o@QO'OQO? owo'\/
< Y
§O/O/O/O/O/O/O/O/O/N@@@@@@@@@Q\Q@
T RIS RLOONN M WwWH ©A © O
S PO L LTV T OO0 Y
LR $
0 ~

Distance to annotated Transcription Termination Site (TTS), bp



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



Transcripts, count
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FSM Alternative 5'End
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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
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Distance to Annotated Polyadenylation Site for ISM
3' Fragment
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Distance to Annotated Polyadenylation Site for ISM
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Distance to Annotated Polyadenylation Site for ISM
A5' Fragment
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Distance to Annotated Polyadenylation Site for ISM
Intron Retention
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PolyA Distance Analysis
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Frequency of PolyA Motifs

Motif Count %
AATAAA 152377 49.5
ATTAAA 43997 14.3
polyA
Category Count % TATAAA 12496 4.1

Detected
AAAAAG 11458 3.7
FSM 138528 73009 53
AGTAAA 11458 3.7

ISM 204661 123098 60

AAGAAA 11445 3.7
NIC 114899 59060 51

GGGGCT 9293 3.0
NNC 88389 47218 53

TTTAAA 8372 2.7

Genic
. 704 382 54 AATATA 6907 2.2

Genomic
Antisense 2035 1197 59 CATAAA 6883 22
GATAAA 6781 2.2

Fusion 2792 1635 59

Intergenic 3041 1947 64 AATACA O

NA 64 42 66 AAAACA 6285 2.0
AATGAA 5997 1.9
AATAGA 3717 1.2
ACTAAA 3442 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 152377 49.5
ATTAAA 43997 14.3
TATAAA 12496 4.1
AAAAAG 11458 3.7
AGTAAA 11458 3.7
AAGAAA 11445 3.7

GGGGCT 9293 3.0
TTTAAA 8372 2.7
AATATA 6907 2.2
CATAAA 6883 2.2
GATAAA 6781 2.2
AATACA 6680 2.2

AAAACA 6285 2.0
AATGAA 5997 1.9
AATAGA 3717 1.2
ACTAAA 3442 1.1



Redundancy Analysis
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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

1001
B Alternative 3'end
BE Alternative 3'5'end
75 ] E3 Alterantive 5'end

E3 Reference match

B3 3 fragment

E3 Internal fragment

E3 5' fragment
Comb. of annot. junctions
Comb. of annot. splice sites
Intron retention
Not comb. of annot. junctions

[
=
=
=
E3 Mono-exon by intron ret.
=
E3
=]

'‘A's, %

At least 1 annot. don./accept.
Mono—exon
Multi-exon

NIC NNC



Possible Intra—Priming by Structural Category

Percent of genomic 'A's in downstream 20 bp
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