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Split reads = 203
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HDGF
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breakpoint1
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breakpoint2
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LAMTOR2 HDGF

RETAINED PROTEIN DOMAINS
reading frame unclear

Roadblock/LC7 domain

PWWP domain

SUPPORTING READ COUNT

Split reads = 38
Discordant mates = 0
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KLRC4 KLRK1

RETAINED PROTEIN DOMAINS
reading frame unclear

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 0
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KLRC4 KLRK1

RETAINED PROTEIN DOMAINS
reading frame unclear

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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CARS1
ENST00000380525.9

OSBPL5
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CARS1 OSBPL5

RETAINED PROTEIN DOMAINS
reading frame unclear

Oxysterol−binding protein 

PH domain

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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CARS1 OSBPL5

RETAINED PROTEIN DOMAINS
reading frame unclear

Oxysterol−binding protein 

PH domain

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0



chromosome 9
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CIZ1
ENST00000538431.5

GOLGA2
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CIZ1 GOLGA2

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc−finger double−stranded RNA−binding

GM130 C−terminal binding motif

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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CIZ1 GOLGA2

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc−finger double−stranded RNA−binding

GM130 C−terminal binding motif

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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GOLGA2

RETAINED PROTEIN DOMAINS
reading frame unclear

GM130 C−terminal binding motif

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 6

q14.3
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SNX14
ENST00000369627.6

SYNCRIP
ENST00000444272.2
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SNX14 SYNCRIP

RETAINED PROTEIN DOMAINS
reading frame unclear

PXA domain

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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SNX14 SYNCRIP

RETAINED PROTEIN DOMAINS
reading frame unclear

PXA domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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SNX14 SYNCRIP

RETAINED PROTEIN DOMAINS
reading frame unclear

PXA domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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SNX14 SYNCRIP

RETAINED PROTEIN DOMAINS
reading frame unclear

PXA domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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SNX14 SYNCRIP

RETAINED PROTEIN DOMAINS
reading frame unclear

PXA domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 3
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SFMBT1
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TKT
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breakpoint1
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TKT

RETAINED PROTEIN DOMAINS
reading frame unclear

Transketolase, C−terminal domain

Transketolase, pyrimidine binding domain

Transketolase, thiamine diphosphate binding domain

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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TKT

RETAINED PROTEIN DOMAINS
reading frame unclear

Transketolase, C−terminal domain

Transketolase, pyrimidine binding domain

Transketolase, thiamine diphosphate binding domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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TKT

RETAINED PROTEIN DOMAINS
reading frame unclear

Transketolase, C−terminal domain

Transketolase, pyrimidine binding domain

Transketolase, thiamine diphosphate binding domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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TKT

RETAINED PROTEIN DOMAINS
reading frame unclear

Transketolase, C−terminal domain

Transketolase, pyrimidine binding domain

Transketolase, thiamine diphosphate binding domain

SUPPORTING READ COUNT

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

Alpha−kinase family

SUPPORTING READ COUNT

Split reads = 9
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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PAPOLA AK7

RETAINED PROTEIN DOMAINS
reading frame unclear

Poly(A) polymerase central domain

Nucleotidyltransferase domain

Poly(A) polymerase predicted RNA binding domain

Dpy−30 motif

Adenylate kinase

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0


