
SQANTI3 report



Unique Genes:  24581 
 Unique Isoforms:  579611

Category

Annotated Genes

Genes, count

Novel Genes

21612

 2969

Gene Classification

Category

FSM

Isoforms, count

ISM

NIC

NNC

Genic
Genomic

Antisense

Fusion

Intergenic

Genic
Intron

145277

213164

118186

 94898

   708

  1682

  3498

  2111

     0

Transcript Classification



Category

Known canonical

SJs, count

Known Non−canonical

Percent

Novel canonical

Novel Non−canonical

195813

    90

101494

     0

65.84

 0.03

34.13

 0.00

Splice Junction Classification



Gene Characterization



 0

10

20

30

40

50

1 2−3 4−5 >=6
Isoforms per gene

G
en

es
, %

Number of Isoforms per Gene



0

25

50

75

100

Annotated Genes Novel Genes

G
en

es
, %

Isoforms Per Gene 1 2−3 4−5 >=6

Known vs Novel Genes

Number of Isoforms per Gene



0

25

50

75

100

Novel Genes Annotated Genes

Tr
an

sc
rip

ts
, %

Transcript type Multi−Exon Mono−Exon

Distribution of Mono− vs Multi−Exon Transcripts



0

50000

100000

150000

200000

250000
0 1 2 3 4 5 6 7 8 9 10 11

Transcript length, kb

C
ou

nt
s

Structural Category

FSM
ISM
NIC
NNC
Genic
Genomic
Antisense
Fusion
Intergenic
Genic
Intron

Structural Categories by Transcript Length



0

25

50

75

100

0 1 2 3 4 5 6 7 8 9 10 11

Transcript length, kb

%

Structural Category

FSM
ISM
NIC
NNC
Genic
Genomic
Antisense
Fusion
Intergenic
Genic
Intron

Structural Categories by Transcript Length



0

5

10

Annotated Genes Novel Genes

lo
g2

(F
L_

T
P

M
+

1)

Number of FL reads per Gene by Type of Gene Annotation



0

10000

20000

0 3000 6000 9000
Transcript length

C
ou

nt

All Transcript Lengths Distribution



0

2500

5000

7500

10000

0 3000 6000 9000
Transcript length

C
ou

nt

FSM

ISM

NIC

NNC

Genic
Genomic
Antisense

Fusion

Intergenic

Genic
Intron

Transcript Lengths Distribution by Structural Category



0

10000

20000

0 3000 6000 9000
Transcript length

C
ou

nt exonCat

Multi−Exon
Mono−Exon

Mono− vs Multi− Exon Transcript Lengths Distribution



0

10000

20000

0 3000 6000 9000
Transcript length

C
ou

nt sample

fl_assoc

Transcript Lengths by Sample



0

10000

20000

0 3000 6000 9000
Transcript length

C
ou

nt

sample

fl_assoc

exonCat

Multi−Exon
Mono−Exon

Mono− vs Multi−Exons Transcript Lengths by Sample
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Splice Junction Characterization
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Comparison With Annotated TSS and TTS
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