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RETAINED PROTEIN DOMAINS
reading frame unclear

Spondin−like TSP1 domain

Furin−like repeat, cysteine−rich

SUPPORTING READ COUNT

Split reads = 835
Discordant mates = 11
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SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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Guanylate kinase

Variant SH3 domain

PDZ domain

SUPPORTING READ COUNT

Split reads = 627
Discordant mates = 9
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Split reads = 2
Discordant mates = 0
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Type of WD40 repeat

WD domain, G−beta repeat

Domain of unknown function (DUF1899)

SUPPORTING READ COUNT

Split reads = 274
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 204
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Oxidoreductase NAD−binding domain 

FAD binding domain

Flavodoxin

Nitric oxide synthase, oxygenase domain

PDZ domain

SUPPORTING READ COUNT

Split reads = 197
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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con80 domain of Katanin

SUPPORTING READ COUNT

Split reads = 177
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 0
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con80 domain of Katanin

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 2
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reading frame unclear

Syntaxin

SNARE domain

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 174
Discordant mates = 4
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SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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Split reads = 2
Discordant mates = 1
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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 = 111
Discordant mates = 1
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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CMT1A duplicated region transcript 4 protein
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 98
Discordant mates = 0
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reading frame unclear

Sec23−binding domain of Sec16

Vesicle coat trafficking protein Sec16 mid−region

SUPPORTING READ COUNT

Split reads = 77
Discordant mates = 0
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Split reads = 4
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Vesicle coat trafficking protein Sec16 mid−region

SUPPORTING READ COUNT
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TAF4 UBE2Q2

RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin−conjugating enzyme

SUPPORTING READ COUNT

Split reads = 76
Discordant mates = 0
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SPIRE1 GREB1L

RETAINED PROTEIN DOMAINS
reading frame unclear

Kinase non−catalytic C−lobe domain

GREB1 N−terminal region

SUPPORTING READ COUNT

Split reads = 58
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 49
Discordant mates = 0
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TMEM87B MERTK

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Fibronectin type III domain

Immunoglobulin domain

Immunoglobulin domain

SUPPORTING READ COUNT

Split reads = 45
Discordant mates = 1
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AVEN NFATC2

RETAINED PROTEIN DOMAINS
reading frame unclear

Rel homology dimerisation domain

Rel homology DNA−binding domain

SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 1
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AVEN NFATC2

RETAINED PROTEIN DOMAINS
reading frame unclear

Rel homology dimerisation domain

Rel homology DNA−binding domain

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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ARAP1 FCHSD2

RETAINED PROTEIN DOMAINS
reading frame unclear

SAM domain (Sterile alpha motif)

PH domain

Putative GTPase activating protein for Arf

PH domain

RhoGAP domain

Ras association (RalGDS/AF−6) domain

PH domain

Variant SH3 domain

SH3 domain

SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 1
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DRC3

RETAINED PROTEIN DOMAINS
reading frame unclear

Leucine−rich repeat

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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DRC3

RETAINED PROTEIN DOMAINS
reading frame unclear

Leucine−rich repeat

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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DRC3

RETAINED PROTEIN DOMAINS
reading frame unclear

Leucine−rich repeat

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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PRELID3A AFG3L2

RETAINED PROTEIN DOMAINS
reading frame unclear

Peptidase family M41

AAA+ lid domain

ATPase family associated with various cellular activities (AAA)

FtsH Extracellular

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0
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PRELID3A AFG3L2

RETAINED PROTEIN DOMAINS
reading frame unclear

Peptidase family M41

AAA+ lid domain

ATPase family associated with various cellular activities (AAA)

FtsH Extracellular

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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SPRED1 ATP10A

RETAINED PROTEIN DOMAINS
reading frame unclear

WH1 domain

Phospholipid−translocating P−type ATPase C−terminal

Cation transport ATPase (P−type)

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 1
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SPRED1 ATP10A

RETAINED PROTEIN DOMAINS
reading frame unclear

WH1 domain

Phospholipid−translocating P−type ATPase C−terminal

Cation transport ATPase (P−type)

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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TRPM7 TMOD3

RETAINED PROTEIN DOMAINS
reading frame unclear

SLOG in TRPM

Ion transport protein

Tropomodulin

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 2
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MAPK6 TRPM7

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Alpha−kinase family

Tetramerisation domain of TRPM

Ion transport protein

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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SLFN12L

RETAINED PROTEIN DOMAINS
reading frame unclear

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 1
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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TRPM7 MAPK6

RETAINED PROTEIN DOMAINS
reading frame unclear

SLOG in TRPM

Ion transport protein

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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SF3B3 COG4

RETAINED PROTEIN DOMAINS
reading frame unclear

Mono−functional DNA−alkylating methyl methanesulfonate N−term

COG4 transport protein

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


