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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

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 12

q14.3

chromosome 12

q14.3

RPSAP52
ENST00000489520.2

HMGA2
ENST00000393577.7

breakpoint1
chr12:65826843

breakpoint2
chr12:65828001
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HMGA2

RETAINED PROTEIN DOMAINS
reading frame unclear

AT hook motif

SUPPORTING READ COUNT

Split reads = 42
Discordant mates = 0



chromosome 11

q22.2

chromosome 11

q22.3

TMEM123
ENST00000398136.7

PDGFD
ENST00000393158.7

breakpoint1
chr11:102448812
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chr11:104000255

0
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TMEM123 PDGFD

RETAINED PROTEIN DOMAINS
reading frame unclear

PDGF/VEGF domain

CUB domain

SUPPORTING READ COUNT

Split reads = 38
Discordant mates = 0



chromosome 11

q22.2

chromosome 11

q22.3

TMEM123
ENST00000398136.7

PDGFD
ENST00000302251.9

breakpoint1
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breakpoint2
chr11:104000237

0
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TMEM123 PDGFD

RETAINED PROTEIN DOMAINS
reading frame unclear

PDGF/VEGF domain

CUB domain

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0



chromosome 11

q22.2

chromosome 11

q22.3

TMEM123
ENST00000398136.7

PDGFD
ENST00000302251.9

breakpoint1
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breakpoint2
chr11:104000237

0
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inversion

TMEM123 PDGFD

RETAINED PROTEIN DOMAINS
reading frame unclear

PDGF/VEGF domain

CUB domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 11

q22.2

chromosome 11

q22.3
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PDGFD
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TMEM123 PDGFD

RETAINED PROTEIN DOMAINS
reading frame unclear

PDGF/VEGF domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 11

q22.2

chromosome 11

q22.3

TMEM123
ENST00000398136.7

PDGFD
ENST00000393158.7

breakpoint1
chr11:102452524

breakpoint2
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TMEM123 PDGFD

RETAINED PROTEIN DOMAINS
reading frame unclear

PDGF/VEGF domain

CUB domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 18

p11.23

chromosome 18
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PTPRM
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TTC39C
ENST00000317571.8
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PTPRM TTC39C

RETAINED PROTEIN DOMAINS
reading frame unclear

Iml2/Tetratricopeptide repeat protein 39

SUPPORTING READ COUNT

Split reads = 34
Discordant mates = 0



chromosome 18

p11.23

chromosome 18
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PTPRM TTC39C

RETAINED PROTEIN DOMAINS
reading frame unclear

Iml2/Tetratricopeptide repeat protein 39

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 18

p11.23

chromosome 18

q11.2
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PTPRM TTC39C

RETAINED PROTEIN DOMAINS
reading frame unclear

Iml2/Tetratricopeptide repeat protein 39

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 11
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DYNC2H1
ENST00000650373.1
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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 = 31
Discordant mates = 1



chromosome 11

q22.2
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TMEM123
ENST00000398136.7
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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 = 5
Discordant mates = 0



chromosome 11
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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

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1



chromosome 11

q22.2

chromosome 11

q22.3
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ENST00000398136.7

DYNC2H1
ENST00000650373.1
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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 = 3
Discordant mates = 0



chromosome 11

q22.2

chromosome 11

q22.3
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21 41424344454647484950515253545556575859606162636465666768697071727374757677787980818283848586878889 90
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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

Microtubule−binding stalk of dynein motor

P−loop containing dynein motor region D4

P−loop containing dynein motor region

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1



chromosome 11

q22.2

chromosome 11
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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

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 = 1
Discordant mates = 1



chromosome 11

q22.2

chromosome 11

q22.3
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DYNC2H1
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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

Microtubule−binding stalk of dynein motor

P−loop containing dynein motor region D4

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1



chromosome 11

q22.2
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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 = 1
Discordant mates = 1
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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

Microtubule−binding stalk of dynein motor

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1
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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 = 1
Discordant mates = 1
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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

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 = 1
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 = 31
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 = 4
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Dual specificity phosphatase, catalytic domain
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RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF4566)

Thioesterase superfamily
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TRIO TMEM123

RETAINED PROTEIN DOMAINS
reading frame unclear

Multi−glycosylated core protein 24 (MGC−24), sialomucin
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RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

RasGEF domain

RasGEF N−terminal motif

Cyclic nucleotide−binding domain

Domain found in Dishevelled, Egl−10, and Pleckstrin (DEP)

Cyclic nucleotide−binding domain
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RETAINED PROTEIN DOMAINS
reading frame unclear

Protein of unknown function (DUF2678)
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Discordant mates = 0


