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Splice Junction Classification

Category SJs, count  Percent
Known canonical 168094 78.19
Known Non-canonical 611 0.28
Novel canonical 38969 18.13

Novel Non—canonical 7307 3.40
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Structural Categories by Transcript Length
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Transcript Lengths Distribution by Structural Category
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Structural Isoform Characterization
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Isoform Distribution Across FSM
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Transcript Lengths by Structural Classification
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Transcript Lengths by Subcategory
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Transcript Lengths by Subcategory

150001 :
' ] B Alternative 3'end

BE Alternative 3'5'end

E3 Alterantive 5'end

E3 Reference match

) B3 3 fragment

10000 : . : E3 Internal fragment

B2 5' fragment

Comb. of annot. junctions
Comb. of annot. splice sites
Intron retention

|
=]
==
50004 E3 Not comb. of annot. junctions
=]
==
B
=]

Transcript Length (bp)

Mono—exon by intron ret.

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

Multi-exon




Transcript Lengths by Subcategory

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

Comb. of annot. junctions
Comb. of annot. splice sites
Intron retention

[
=
=
E3 Not comb. of annot. junctions
=
=
E3
=]

10000 1

5000+

Transcript Length (bp)

Mono—exon by intron ret.

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

Multi-exon




Number of exons

1001

~
63

a1
o

251

Exon Counts by Structural Classification

. © Q
N O o N O
S N Ny % X2
< ©) é\o@ & & &



Number of exons

100+

~
(6]

al
o

251

Exon Counts by Subcategory

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.

B3 At least 1 annot. don./accept.
E3 Mono—exon

EE Multi-exon



801

Number of exons
I ()]
o o

N
o

Exon Counts by Subcategory

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.

B3 At least 1 annot. don./accept.
E3 Mono—exon

EE Multi-exon



50+

40 1

Number of exons

10+

30+

201

Exon Counts by Subcategory

2 ©
O . NG Q Q ©
NP> © 2 Q
& Qo‘Q & ¥ & P
2 e \ O

Alternative 3'end

Alternative 3'5'end
Alterantive 5'end

Reference match

3' fragment

Internal fragment

5' fragment

Comb. of annot. junctions
Comb. of annot. splice sites
Intron retention

Not comb. of annot. junctions
Mono—exon by intron ret.

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

Multi-exon

VIS RIRISISIE ISR IS & §



Isoform Distribution Across Structural Categories
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Isoform Distribution Across Structural Subcategories
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Isoform Distribution Across Structural Subcategories
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Isoform Distribution Across Structural Subcategories
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Isoform Distribution Across Structural Subcategories
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Transcript Expression by Subcategory
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Transcript Expression by Subcategory
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Transcript Expression by Subcategory
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Long Reads Count by Subcategory
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Long Reads Count by Subcategory
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Long Reads Count by Subcategory
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Length Distribution of Matched Reference Transcripts
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Matched reference exon count

200

150+

100+

50+

Exon Count Distribution of Matched Reference Transcripts

Applicable Only to FSM and ISM Categories

ESM ISM



151

log2(Gene_TPM+1)

[EY
o

ol

Gene Expression of NNC And Not NNC Containing Genes

Gene's with
NNC isoforms

Genes 'Without
NNC isoforms



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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Distance to Annotated Transcription Start Site for ISM
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Distance to Annotated Transcription Start Site for ISM
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Comparison With Annotated TSS and TTS
by Subcategories



PolyA Distance Analysis



Redundancy Analysis
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Intra—Priming Quality Check
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Possible Intra—Priming by Structural Category
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Mono- vs Multi-Exon Possible Intra—Priming
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Coding vs Non—Coding Possible Intra—Priming
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Features of Bad Quality



Isoforms, %

2.2%

FSM

RT-switching

2%

NIC

4.2%

NNC



20+

Isoforms, %

(IR
o

[N
o1

0.4%

FSM

Non—-Canonical Junctions

0.4%

ISM

0.6%

NIC

22.2%

NNC



Isoforms, %

501

Splice Junctions Without Short Read Coverage

48.9%

FSM ISM NIC NNC



251

20+

Isoforms, %

(IR
o

[
(93]

Nonsense—Mediated Decay by Structural Category

23.9%

FSM ISM NIC NNC



50+

N
o

Transcripts, %

101

w
o

N
o

Quality Control Attributes Across Structural Categories

FSM ISM NIC NNC

. Non-canonical . Not Coverage SJ . Predicted NMD . RT switching



Features of Good Quality
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] 7.2
100 94.7% 97.2%

86.1%

751

51.1%

50+

Isoforms, %

251

FSM ISM NIC NNC



Transcripts, %

Good Quality Control Attributes Across Structural Categories

100 -
751
50 -

25+

FSM ISM

NIC NNC

. Annotated . Canonical
. Coverage SJ



