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SUPPORTING READ COUNT

Split reads = 763
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 394
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 266
Discordant mates = 1
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 195
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 162
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SUPPORTING READ COUNT

Split reads = 120
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 112
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 84
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 53
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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Split reads = 11
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 68
Discordant mates = 1
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N−terminal C2 in EEIG1 and EHBP1 proteins

Calponin homology (CH) domain

Bivalent Mical/EHBP Rab binding domain

SUPPORTING READ COUNT

Split reads = 55
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 = 46
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 45
Discordant mates = 0



chromosome 19

p13.3

chromosome 19

p13.3

EEF2
ENST00000309311.7

MAP2K2
ENST00000262948.10

breakpoint1
chr19:3985378

breakpoint2
chr19:4097343

0

21062

C
ov

er
ag

e

15 14 13 12 11 10 9 8 7 6 5 4 3 2 1 11 10 9 8 7 6 5 4 3 2 1

1 111098

2 kbp
introns not to scale

EE
F2

M
AP2K

2

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

EEF2 MAP2K2

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 44
Discordant mates = 0
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EEF2 MAP2K2

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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LIN54 WDFY3

RETAINED PROTEIN DOMAINS
reading frame unclear

FYVE zinc finger

Beige/BEACH domain

PH domain associated with Beige/BEACH

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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LIN54 WDFY3

RETAINED PROTEIN DOMAINS
reading frame unclear

FYVE zinc finger

Beige/BEACH domain

PH domain associated with Beige/BEACH

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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LIN54 WDFY3

RETAINED PROTEIN DOMAINS
reading frame unclear

FYVE zinc finger

Beige/BEACH domain

PH domain associated with Beige/BEACH

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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LIN54 WDFY3

RETAINED PROTEIN DOMAINS
reading frame unclear

FYVE zinc finger

Beige/BEACH domain

PH domain associated with Beige/BEACH

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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NF1 FAM222A

RETAINED PROTEIN DOMAINS
reading frame unclear

GTPase−activator protein for Ras−like GTPase

Divergent CRAL/TRIO domain

Protein family of FAM222A

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0
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NF1 FAM222A

RETAINED PROTEIN DOMAINS
reading frame unclear

GTPase−activator protein for Ras−like GTPase

Divergent CRAL/TRIO domain

Protein family of FAM222A

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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DIMT1

RETAINED PROTEIN DOMAINS
reading frame unclear

Ribosomal RNA adenine dimethylase

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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CCSER1 AFF1

RETAINED PROTEIN DOMAINS
reading frame unclear

AF−4 proto−oncoprotein C−terminal region

AF4 interaction motif

AF−4 proto−oncoprotein N−terminal region

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

L27_2

PDZ domain

Unstructured region 10 on multiple PDZ protein

PDZ domain

Lectin C−type domain

Calx−beta domain

Cadherin−like

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

L27_2

PDZ domain

Unstructured region 10 on multiple PDZ protein

PDZ domain

Lectin C−type domain

Calx−beta domain

Cadherin−like

SUPPORTING READ COUNT

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

L27_2

PDZ domain

Unstructured region 10 on multiple PDZ protein

PDZ domain

Lectin C−type domain

Calx−beta domain

Cadherin−like

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 9

p23

chromosome 9

p22.3

MPDZ
ENST00000546205.5

FREM1
ENST00000380880.4

breakpoint1
chr9:13115248

breakpoint2
chr9:14842660

0

20264

C
ov

er
ag

e

4847464544434241403938373635343332313029282726252423222120 191817161514131211109 8 7 6 5 4 3 2 1 37 3635343332313029282726 25 24 2322212019181716151413121110 9 8 7 6 5 4 3 2 1

4140393837363534333231302928272625242322212019181716151413121110987654321 373635343332313029282726252423222120191817161514131211109

6 kbp
introns not to scale

MPDZ
FREM1

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

MPDZ FREM1

RETAINED PROTEIN DOMAINS
reading frame unclear

L27_2

PDZ domain

Unstructured region 10 on multiple PDZ protein

PDZ domain

Lectin C−type domain

Calx−beta domain

Cadherin−like

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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ADAMTS17

RETAINED PROTEIN DOMAINS
reading frame unclear

Reprolysin family propeptide

Reprolysin (M12B) family zinc metalloprotease 

ADAMTS cysteine−rich domain 2

Thrombospondin type 1 domain

ADAM−TS Spacer 1

Thrombospondin type 1 domain

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0



chromosome 15

q26.3

chromosome 15

q26.2

ADAMTS17
ENST00000568565.2

AC015574.1
ENST00000615194.1

breakpoint1
chr15:100048857

breakpoint2
chr15:95716393

0

7903

C
ov

er
ag

e

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

19181716151413121110987654321 3

2 kbp
introns not to scale

A
C

01
55

74
.1

A
D

A
M

T
S

17

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

ADAMTS17

RETAINED PROTEIN DOMAINS
reading frame unclear

Reprolysin family propeptide

Reprolysin (M12B) family zinc metalloprotease 

ADAMTS cysteine−rich domain 2

Thrombospondin type 1 domain

ADAM−TS Spacer 1

Thrombospondin type 1 domain

SUPPORTING READ COUNT

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

Reprolysin family propeptide

Reprolysin (M12B) family zinc metalloprotease 

ADAMTS cysteine−rich domain 2

Thrombospondin type 1 domain

ADAM−TS Spacer 1

Thrombospondin type 1 domain

SUPPORTING READ COUNT

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

Reprolysin family propeptide

Reprolysin (M12B) family zinc metalloprotease 

ADAMTS cysteine−rich domain 2

Thrombospondin type 1 domain

ADAM−TS Spacer 1

Thrombospondin type 1 domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Reprolysin family propeptide

Reprolysin (M12B) family zinc metalloprotease 
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Thrombospondin type 1 domain

ADAM−TS Spacer 1

Thrombospondin type 1 domain

SUPPORTING READ COUNT

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

Myosin N−terminal SH3−like domain

Myosin head (motor domain)

Myosin tail

PMP−22/EMP/MP20/Claudin family

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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DNM3 C1orf105

RETAINED PROTEIN DOMAINS
reading frame unclear

Dynamin family

Dynamin central region

PH domain

Domain of unknown function (DUF4548)

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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Dynamin family

Dynamin central region

PH domain

Domain of unknown function (DUF4548)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


