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Structural Isoform Characterization
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Splice Junction Characterization



0

25

50

75

100

FSM
IS

M
NIC

NNC
Gen

ic

Gen
om

ic

Ant
ise

ns
e

Fus
ion

In
te

rg
en

ic

NA

S
pl

ic
e 

ju
nc

tio
ns

, %

Known
canonical 

Known
Non−canonical 

Novel
canonical 

Novel
Non−canonical 

Distribution of Splice Junctions by Structural Classification



0

25

50

75

100

FSM
IS

M
NIC

NNC
Gen

ic

Gen
om

ic

Ant
ise

ns
e

Fus
ion

In
te

rg
en

ic

NA

Tr
an

sc
rip

ts
, %

Canonical Non−canonical NA

Distribution of Transcripts by Splice Junctions



0.03% 0% 0% 0%

0

1

2

3

4

5

Known
canonical 

Known
Non−canonical 

Novel
canonical 

Novel
Non−canonical 

R
T

−
sw

itc
hi

ng
 ju

nc
tio

ns
, %

RT−Switching All Junctions



0.53%

0% 0% 0%

0

1

2

3

4

5

Known
canonical 

Known
Non−canonical 

Novel
canonical 

Novel
Non−canonical 

R
T

−
sw

itc
hi

ng
 ju

nc
tio

ns
, %

Unique Junctions RT−switching



Comparison With Annotated TSS and TTS
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