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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 115
Discordant mates = 1
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 88
Discordant mates = 1
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AFF1 C4orf36

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein of unknown function (DUF4522)

SUPPORTING READ COUNT

Split reads = 85
Discordant mates = 0
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Protein of unknown function (DUF4522)

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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NPHP3 ACAD11

RETAINED PROTEIN DOMAINS
reading frame unclear

Tetratricopeptide repeat

Tetratricopeptide repeat

Acyl−CoA dehydrogenase, C−terminal domain

Acyl−CoA dehydrogenase, middle domain

Acyl−CoA dehydrogenase, N−terminal domain

Phosphotransferase enzyme family

SUPPORTING READ COUNT

Split reads = 60
Discordant mates = 0
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DDAH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 57
Discordant mates = 3
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DDAH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

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

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 51
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0
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TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Amiloride−sensitive sodium channel

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Amiloride−sensitive sodium channel

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 = 17
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 = 6
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 = 16
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 = 12
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 = 1
Discordant mates = 0
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SH3BGRL2

RETAINED PROTEIN DOMAINS
reading frame unclear

SH3−binding, glutamic acid−rich protein

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0


