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RETAINED PROTEIN DOMAINS
reading frame unclear

cwf18 pre−mRNA splicing factor 

SUPPORTING READ COUNT

Split reads = 45
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 44
Discordant mates = 2
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PCDHA11 PCDHAC2

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 44
Discordant mates = 2
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SLFN12L

RETAINED PROTEIN DOMAINS
reading frame unclear

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 41
Discordant mates = 3
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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UBE2N MRPL42

RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin−conjugating enzyme

Mitochondrial 28S ribosomal protein S32

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Amiloride−sensitive sodium channel

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 1
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SCNN1A

RETAINED PROTEIN DOMAINS
reading frame unclear

Amiloride−sensitive sodium channel

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1
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GLI1

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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GLI1

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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GLI1

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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GLI1

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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GLI1

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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C2CD5 PTPRD

RETAINED PROTEIN DOMAINS
reading frame unclear

C2 domain

Protein−tyrosine phosphatase

Fibronectin type III domain

Immunoglobulin domain

Immunoglobulin I−set domain

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0
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LEMD3 GRIP1

RETAINED PROTEIN DOMAINS
reading frame unclear

LEM domain

PDZ domain

PDZ domain

PDZ domain

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

LEM domain

PDZ domain

PDZ domain

PDZ domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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WNK1 DGKA

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Diacylglycerol kinase accessory domain

Diacylglycerol kinase catalytic domain

Phorbol esters/diacylglycerol binding domain (C1 domain)

Diacylglycerol kinase N−terminus

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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WNK1 DGKA

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Diacylglycerol kinase accessory domain

Diacylglycerol kinase catalytic domain

Phorbol esters/diacylglycerol binding domain (C1 domain)

Diacylglycerol kinase N−terminus

SUPPORTING READ COUNT

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

Thrombospondin type 1 domain

Thrombospondin type 1 domain

ADAMTS cysteine−rich domain 2

Reprolysin (M12B) family zinc metalloprotease 

ADAMTS cysteine−rich domain 2

Metallo−peptidase family M12B Reprolysin−like

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


