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Unique Genes: 23271
Unique Isoforms: 359188

Characterization of transcripts

Gene classification based on splice junctions

Category # Isoforms

Category # Genes
FSM 72322
Annotated Genes 21220
ISM 32762
Novel Genes 2051
NIC 141721
NNC 103728
Genic 679
Splice Junction Classification Genomic
Category #SJs Percent Antlse.:nse 1075
Known canonical 205698 63.87 Fu3|on. Rl
Known Non—canonical 84 0.03 Interg(-j,-nlc L
Novel canonical 116271 36.10 Genic 0
Intron

Novel Non—canonical 0 0.00



Gene Characterization
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Classifications by Transcript Length, normalized
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Transcript Lengths, all transcripts
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Transcript Lengths, by structural category
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Transcript Lengths, Mono- vs Multi-Exons
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Structural Isoform Characterization
by Splice Junctions



Isoform distribution across structural categories
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Transcript Lengths by Structural Classification
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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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RT-switching, all junctions
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% RT-switching junctions
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Comparison with Annotated TSS and PolyA Sites



Distance to Annotated Polyadenylation Site, FSM only

Negative values indicate upstream of annotated polyA site
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Distance to Annotated Polyadenylation Site, FSM only

Negative values indicate upstream of annotated polyA site
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Distance to Annotated Transcription Start Site, FSM only

Negative values indicate downstream of annotated TSS

TSS within a CAGE peak
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Distance to Annotated Transcription Start Site, FSM only

Negative values indicate downstream of annotated TSS

TSS within a CAGE peak
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Distance to Annotated Polyadenylation Site, ISM only

Negative values indicate upstream of annotated polyA site

©
c
=}
o
=
S B w
e a2
< TF
=
<)
g [

120001
80001
40001

syduosuel] NS Jo JaquinN

[90+998'T'€0+9G)
[€0+85'€0+3G1)
[c0+35 ¥'€0+3)
[c0+31'€0+9G°€)
[c0+35°€'€0+93€)
[€0+9€'€0+95°2)
[c0+9G°2'€0+92)
[£0+9Z'€0+9G°'T)
[€0+385°T'€0+9T)
[€0+3T'009)
[00S'0)

[0°'00G-)
[00G-'€0+3T-)
[c0+8T-'€0+9G T-)
[c0+95°T-'€0+92-)
[c0+92-'€0+9G°2-)
[c0+95°2-'€0+9¢-)
[co+9E-'€0+9G°¢-)
[c0+85°€-"€0+o1-)
[c0+3v—-'£0+9G t-)
[€0+85 v—'€0+9G-)
[£0+95-'90+998°T-)

Distance to Annotated Polyadenylation Site (bp)



Distance to Annotated Polyadenylation Site, ISM only

Negative values indicate upstream of annotated polyA site

polyA motif found
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Distance to Annotated Transcription Start Site, ISM only

Negative values indicate downstream of annotated TSS
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Distance to Annotated Transcription Start Site, ISM only

Negative values indicate downstream of annotated TSS
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Count

Distance of detected polyA motif from 3' end
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Number of polyA Motifs Detected

Category Count

FSM 12322

ISM 32762
NIC 141721
NNC 103728

ni

GSr?orrfic 679
Antisense 1075
Fusion 5527
Intergenic 1374
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CAGE distances analysis



Distance to CAGE peak of multi-exonic FSM

Negative values indicate downstream of annotated CAGE peak
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Distance to CAGE peak of multi-exonic FSM

Negative values indicate downstream of annotated CAGE peak
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Distance to CAGE peak of multi-exonic ISM

Negative values indicate downstream of annotated CAGE peak
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Distance to CAGE peak of multi-exonic ISM 3prime fragments
Negative values indicate downstream of annotated CAGE peak
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Negative values indicate downstream of annotated CAGE peak
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Distance to CAGE peak of multi-exonic ISM 5prime fragments
Negative values indicate downstream of annotated CAGE peak
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Distance to CAGE peak of multi-exonic ISM 5prime fragments
Negative values indicate downstream of annotated CAGE peak

all O

. . . [

N ™ N I S
o o o o o
syduosuel] Jo abeluadlad

70+9T°T'00S)

0809

09'0

07'0¢

0¢2°0)

0'02-)

0z—0p—

0%—'09~

09-'08~ ~ g
08-00T~) g E
00T-0217) T m
0CT-'0VT-) &
0vT-'09T~ o 3
09T-'08T- e ¢
08T-'002~ 0 0
002-'0¢2~ A
0cZ-'0ve- S
0772092~ o &
092-'082~ P
082-'00€~ o 9
00€-'0C€E~ =
0CE- OVE- =
ovE-'09€-) 7/ =
09€-'08€~ =
08€-"001~
00v—'02~
0cy—'0vi—

0V 7~'097~
09t~'081~
087—'00S~

[00S-'0+9T"T-)



A0

Negative values indicate downstream of annotated CAGE peak

Distance to CAGE peak of multi-exonic NIC
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Distance to CAGE peak of multi-exonic NIC

Negative values indicate downstream of annotated CAGE peak
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Distance to CAGE peak of multi—-exonic NNC

Negative values indicate downstream of annotated CAGE peak
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Distance to CAGE peak of multi-exonic NNC

Negative values indicate downstream of annotated CAGE peak
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Accumulation of FSM and ISM
to the same reference transcript



Reference transcript redundance
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Reference transcript redundance
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Reference transcript redundance
Only ISM with CAGE support
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Reference transcript redundance
Only FSM with a polyA motif found
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Reference transcript redundance
Only ISM with a polyA motif found
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Reference transcript redundance
FSM+ISM with a polyA motif found
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Reference transcript redundance
Only FSM with CAGE support and polyA motif
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Reference transcript redundance
Only ISM with CAGE support and polyA motif
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Intra—Priming Quality Check
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Possible Intra—Priming, Coding vs Non—Coding
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Quality Controls
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