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TMEM65 ANXA13

RETAINED PROTEIN DOMAINS
reading frame unclear

Annexin

SUPPORTING READ COUNT

Split reads = 70
Discordant mates = 0
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TMEM65 ANXA13

RETAINED PROTEIN DOMAINS
reading frame unclear

Annexin

SUPPORTING READ COUNT

Split reads = 43
Discordant mates = 0
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TMEM65 ANXA13

RETAINED PROTEIN DOMAINS
reading frame unclear

Annexin

SUPPORTING READ COUNT

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

Carnitine deficiency−associated protein 3

SUPPORTING READ COUNT

Split reads = 67
Discordant mates = 0
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B4GALT6 DSC3

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin, Y−type LIR−motif

SUPPORTING READ COUNT

Split reads = 63
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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HMGA2

RETAINED PROTEIN DOMAINS
reading frame unclear

AT hook motif

SUPPORTING READ COUNT

Split reads = 53
Discordant mates = 0
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SASH1
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SASH1

RETAINED PROTEIN DOMAINS
reading frame unclear

SAM domain (Sterile alpha motif)

SAM domain (Sterile alpha motif)

Variant SH3 domain

Lymphocyte signaling adaptor protein

SUPPORTING READ COUNT

Split reads = 51
Discordant mates = 1
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SASH1

RETAINED PROTEIN DOMAINS
reading frame unclear

SAM domain (Sterile alpha motif)

SAM domain (Sterile alpha motif)

Variant SH3 domain

Lymphocyte signaling adaptor protein

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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SASH1

RETAINED PROTEIN DOMAINS
reading frame unclear

SAM domain (Sterile alpha motif)

SAM domain (Sterile alpha motif)

Variant SH3 domain

Lymphocyte signaling adaptor protein

SUPPORTING READ COUNT

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

Immunoglobulin domain

Dynein heavy chain C−terminal domain

Dynein heavy chain AAA lid domain

Dynein heavy chain region D6 P−loop domain 

ATP−binding dynein motor region

Microtubule−binding stalk of dynein motor

P−loop containing dynein motor region D4

P−loop containing dynein motor region

Hydrolytic ATP binding site of dynein motor region

Dynein heavy chain, N−terminal region 2

Dynein heavy chain C−terminal domain

Dynein heavy chain, N−terminal region 1

SUPPORTING READ COUNT

Split reads = 48
Discordant mates = 0
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PDCD1LG2 DYNC2H1

RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin domain

Dynein heavy chain C−terminal domain

Dynein heavy chain AAA lid domain

Dynein heavy chain region D6 P−loop domain 

ATP−binding dynein motor region

Microtubule−binding stalk of dynein motor

P−loop containing dynein motor region D4

P−loop containing dynein motor region

Hydrolytic ATP binding site of dynein motor region

Dynein heavy chain, N−terminal region 2

Dynein heavy chain C−terminal domain

Dynein heavy chain, N−terminal region 1

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 1
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PDCD1LG2 DYNC2H1

RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin domain

Dynein heavy chain C−terminal domain

Dynein heavy chain AAA lid domain

Dynein heavy chain region D6 P−loop domain 

ATP−binding dynein motor region

Microtubule−binding stalk of dynein motor

P−loop containing dynein motor region D4

P−loop containing dynein motor region

Hydrolytic ATP binding site of dynein motor region

Dynein heavy chain, N−terminal region 2

Dynein heavy chain C−terminal domain

Dynein heavy chain, N−terminal region 1

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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TMEM123 PDGFD

RETAINED PROTEIN DOMAINS
reading frame unclear

PDGF/VEGF domain

CUB domain

SUPPORTING READ COUNT

Split reads = 45
Discordant mates = 0
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TMEM123 PDGFD

RETAINED PROTEIN DOMAINS
reading frame unclear

PDGF/VEGF domain

CUB domain

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0



chromosome 11

q22.2

chromosome 11

q22.3

TMEM123
ENST00000398136.7

PDGFD
ENST00000302251.9

breakpoint1
chr11:102448812

breakpoint2
chr11:103927126

0

597498

C
ov

er
ag

e

5 4 3 2 1 7 6 5 4 3 2 1

21 76

2 kbp
introns not to scale

TMEM123

PDGFD

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

TMEM123 PDGFD

RETAINED PROTEIN DOMAINS
reading frame unclear

PDGF/VEGF domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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TMEM123 PDGFD

RETAINED PROTEIN DOMAINS
reading frame unclear

PDGF/VEGF domain

CUB domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 11

q22.2

chromosome 11

q22.3

TMEM123
ENST00000398136.7

PDGFD
ENST00000302251.9

breakpoint1
chr11:102448812

breakpoint2
chr11:103947724

0

597498

C
ov

er
ag

e

5 4 3 2 1 7 6 5 4 3 2 1

21 7654

2 kbp
introns not to scale

TMEM123

PDGFD

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

TMEM123 PDGFD

RETAINED PROTEIN DOMAINS
reading frame unclear

PDGF/VEGF domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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TMEM123 PDGFD

RETAINED PROTEIN DOMAINS
reading frame unclear

PDGF/VEGF domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 43
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 38
Discordant mates = 0
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PDGFD

RETAINED PROTEIN DOMAINS
reading frame unclear

PDGF/VEGF domain

CUB domain

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 0
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PDGFD

RETAINED PROTEIN DOMAINS
reading frame unclear

PDGF/VEGF domain

CUB domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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PDGFD

RETAINED PROTEIN DOMAINS
reading frame unclear

PDGF/VEGF domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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SH3BP5

RETAINED PROTEIN DOMAINS
reading frame unclear

SH3 domain−binding protein 5 (SH3BP5)

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0



chromosome 11

q22.2

chromosome 11

q22.3

TMEM123
ENST00000398136.7

DYNC2H1
ENST00000650373.1

breakpoint1
chr11:102448812

breakpoint2
chr11:103280348

0

597498

C
ov

er
ag

e

5 4 3 2 1 1 2 3 4 5 6 7 8 91011121314151617181920212223242526272829303132333435363738394041424344454647484950515253545556575859606162636465666768697071727374757677787980818283848586878889 90

21 727374757677787980818283848586878889 90

7 kbp
introns not to scale

TMEM123

DYNC2H1

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

TMEM123 DYNC2H1

RETAINED PROTEIN DOMAINS
reading frame unclear

Dynein heavy chain C−terminal domain

Dynein heavy chain AAA lid domain

Dynein heavy chain region D6 P−loop domain 

SUPPORTING READ COUNT

Split reads = 22
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P−loop containing dynein motor region D4
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P−loop containing dynein motor region D4

P−loop containing dynein motor region
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Discordant mates = 0



chromosome 11

q22.2

chromosome 11

q22.3

TMEM123
ENST00000398136.7

DYNC2H1
ENST00000650373.1

breakpoint1
chr11:102452524

breakpoint2
chr11:103235672

0

597498

C
ov

er
ag

e

5 4 3 2 1 1 2 3 4 5 6 7 8 91011121314151617181920212223242526272829303132333435363738394041424344454647484950515253545556575859606162636465666768697071727374757677787980818283848586878889 90

162636465666768697071727374757677787980818283848586878889 90

7 kbp
introns not to scale

TMEM123

DYNC2H1

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

TMEM123 DYNC2H1

RETAINED PROTEIN DOMAINS
reading frame unclear

Dynein heavy chain C−terminal domain

Dynein heavy chain AAA lid domain

Dynein heavy chain region D6 P−loop domain 

ATP−binding dynein motor region
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Iml2/Tetratricopeptide repeat protein 39
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SUPPORTING READ COUNT

Split reads = 20
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