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reading frame unclear

SUPPORTING READ COUNT

Split reads = 18
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DIS3L2

Dis3-like cold-shock domain 2 (CSD2)
RNB domain

DIS3-like exonuclease 2 C terminal
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Dis3-like cold-shock domain 2 (CSD2)
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Domain of unknown function (DUF4633)
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SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0

& PWWP2A ATP10B
X Phospholipid-translocating ATPase N-terminal
Q Cation transport ATPase (P-type)

Phospholipid—-translocating P—type ATPase C-terminal

translocation deletion
duplication inversion
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SUPPORTING READ COUNT

Split reads =3
Discordant mates = 0

& PWWP2A ATP10B
X Phospholipid-translocating ATPase N-terminal
Q Cation transport ATPase (P-type)
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reading frame unclear

CENP-B N-terminal DNA-binding domain
|ch5 transposase DNA-binding domain

SUPPORTING READ COUNT
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Split reads = 14
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CENP-B N-terminal DNA-binding domain
|fT05 transposase DNA-binding domain

SUPPORTING READ COUNT

Split reads =3
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reading frame unclear

CENP-B N-terminal DNA-binding domain

GSAP
ENST00000257626.12

3 kbp |
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SUPPORTING READ COUNT
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Zinc finger, C2H2 type
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RETAINED PROTEIN DOMAINS
reading frame unclear
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[ SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0

ZSCAN25

translocation deletion
duplication inversion
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SUPPORTING READ COUNT

Split reads = 2
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RETAINED PROTEIN DOMAINS
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Homodimerisation region of STAR domain protein
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SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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Parkin co-regulated protein
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RETAINED PROTEIN DOMAINS
reading frame unclear

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0

NTNS

Laminin EGF domain
UNC-6/NTR/C345C module

translocation deletion
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SUPPORTING READ COUNT

No coding regions retained in fusion transcript. Split reads = 11
Discordant mates = 1
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Pafl complex subunit CDC73 N-terminal
RNA pol Il accessory factor, Cdc73 family, C-terminal

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0

CDC73
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SUPPORTING READ COUNT
Split reads = 11
Discordant mates = 0
MTA1 PACS2

PACS-1 cytosolic sorting protein

translocation deletion
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SUPPORTING READ COUNT

Split reads = 10
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reading frame unclear
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[ SUPPORTING READ COUNT
Splitreads =1
Discordant mates = 0
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reading frame unclear
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[ SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0

CDK14 KCND2
lon transport protein
Domain of unknown function (DUF3399)

translocation deletion
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SUPPORTING READ COUNT

Split reads = 10
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translocation deletion
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Amino—transferase class IV
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