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SUPPORTING READ COUNT

Split reads = 114
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Split reads = 17
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 73
Discordant mates = 1
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Split reads = 63
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Split reads = 17
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SUPPORTING READ COUNT

Split reads = 64
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 53
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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MET GCC2

RETAINED PROTEIN DOMAINS
reading frame unclear

Sema domain

GRIP domain

Rab binding domain

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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ZFHX3

RETAINED PROTEIN DOMAINS
reading frame unclear

Homeodomain

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 49
Discordant mates = 0
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DDAH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 45
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 38
Discordant mates = 2
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DDAH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 3
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KLRC4 KLRK1

RETAINED PROTEIN DOMAINS
reading frame unclear

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 45
Discordant mates = 3
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KLRC4 KLRK1

RETAINED PROTEIN DOMAINS
reading frame unclear

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 3
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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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WWOX

RETAINED PROTEIN DOMAINS
reading frame unclear

WW domain

short chain dehydrogenase

SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 0
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WWOX

RETAINED PROTEIN DOMAINS
reading frame unclear

WW domain

short chain dehydrogenase

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0
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PHLPP2 ZNRF1

RETAINED PROTEIN DOMAINS
reading frame unclear

Ring finger domain

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 0
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PHLPP2 ZNRF1

RETAINED PROTEIN DOMAINS
reading frame unclear

Ring finger domain

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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EFL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Elongation factor Tu GTP binding domain

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 1
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MRTFB

RETAINED PROTEIN DOMAINS
reading frame unclear

SAP domain

RPEL repeat

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 1
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CIITA IFT140

RETAINED PROTEIN DOMAINS
reading frame unclear

NACHT domain

Leucine Rich repeat

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 1
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PUS7L

RETAINED PROTEIN DOMAINS
reading frame unclear

tRNA pseudouridine synthase D (TruD)

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 3
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PUS7L

RETAINED PROTEIN DOMAINS
reading frame unclear

tRNA pseudouridine synthase D (TruD)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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GLYR1 TRAF7

RETAINED PROTEIN DOMAINS
reading frame unclear

PWWP domain

NAD binding domain of 6−phosphogluconate dehydrogenase

WD domain, G−beta repeat

RING−type zinc−finger

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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TMEM241 RBBP8

RETAINED PROTEIN DOMAINS
reading frame unclear

DNA endonuclease activator SAE2/CtIP C−terminus

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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KCTD5 ABCA3

RETAINED PROTEIN DOMAINS
reading frame unclear

BTB/POZ domain

ABC transporter

ABC−2 family transporter protein

ABC transporter

ABC−2 family transporter protein

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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SCN8A ERBB3

RETAINED PROTEIN DOMAINS
reading frame unclear

Ion transport protein

Cytoplasmic domain of voltage−gated Na+ ion channel

Ion transport protein

Sodium ion transport−associated

Protein kinase domain

Growth factor receptor domain IV

Receptor L domain

Furin−like cysteine rich region

Receptor L domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


