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SUPPORTING READ COUNT

Split reads = 236
Discordant mates = 4
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Split reads = 122
Discordant mates = 10
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SUPPORTING READ COUNT

Split reads = 94
Discordant mates = 7
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Lectin C−type domain

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Split reads = 86
Discordant mates = 0
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Discordant mates = 1
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Zinc finger, C3HC4 type (RING finger)

SUPPORTING READ COUNT

Split reads = 48
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 3
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SUPPORTING READ COUNT
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Discordant mates = 0
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Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 6
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SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0



chromosome 20

q13.13

chromosome 20

q13.13

CSE1L
ENST00000262982.3

AL035685.1
ENST00000636663.1

breakpoint1
chr20:49072453

breakpoint2
chr20:49340320

0

5756

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24 25 1 2 3 4 5

1 2 3 4 5 6 7 8 9 5

2 kbp
introns not to scale

CSE1L

AL035685.1

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

CSE1L

RETAINED PROTEIN DOMAINS
reading frame unclear

Importin−beta N−terminal domain

Cse1

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1
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Split reads = 1
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3'5'−cyclic nucleotide phosphodiesterase

Phosphodiesterase 4 upstream conserved regions (UCR)

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 1
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SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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SUPPORTING READ COUNT
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Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 1
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cAMP−dependent protein kinase inhibitor
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Split reads = 14
Discordant mates = 0
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MFS/sugar transport protein
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Split reads = 13
Discordant mates = 1
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Gasdermin pore forming domain
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Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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Olfactomedin−like domain

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 4
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 1
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Rab−GTPase−TBC domain

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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No protein domains retained in fusion.
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SPRY domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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Protein kinase domain

SUPPORTING READ COUNT

Split reads = 5
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reading frame unclear

Phosphatidylinositol 3− and 4−kinase

Phosphoinositide 3−kinase family, accessory domain (PIK domain)

Phosphoinositide 3−kinase C2

PI3−kinase family, ras−binding domain

PI3−kinase family, p85−binding domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

IRSp53/MIM homology domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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reading frame unclear

IRSp53/MIM homology domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ciliary rootlet component, centrosome cohesion

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Immunoglobulin I−set domain

PH domain

RhoGEF domain

SH3−RhoGEF linking unstructured region

SH3 domain

PH domain

RhoGEF domain

Spectrin repeat

CRAL/TRIO domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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Protein kinase domain

Immunoglobulin I−set domain
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SH3−RhoGEF linking unstructured region

SH3 domain
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SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 5

p15.1

chromosome 5

p15.2

FBXL7
ENST00000504595.2

TRIO
ENST00000344204.9

breakpoint1
chr5:15616072

breakpoint2
chr5:14330778

0

5715

C
ov

er
ag

e

1 2 3 4 1 2 3 4 5 6 7 8 9 10111213141516171819202122232425262728293031323334 35 363738394041424344454647 48 49 50515253545556 57

1 210111213141516171819202122232425262728293031323334 35 363738394041424344454647 48 49 50515253545556 57

6 kbp
introns not to scale

T
R

IO

F
B

X
L7

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

FBXL7 TRIO

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Immunoglobulin I−set domain
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SH3−RhoGEF linking unstructured region

SH3 domain
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RhoGEF domain

Spectrin repeat

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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reading frame unclear

Thioesterase superfamily

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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Thioesterase superfamily
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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