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AK5

RETAINED PROTEIN DOMAINS
reading frame unclear

Adenylate kinase

SUPPORTING READ COUNT

Split reads = 435
Discordant mates = 4
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RETAINED PROTEIN DOMAINS
reading frame unclear

Adenylate kinase

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Adenylate kinase

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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VPS13D RIMKLA

RETAINED PROTEIN DOMAINS
reading frame unclear

N−terminal region of Chorein or VPS13

Vacuolar sorting−associated protein 13, N−terminal

Repeating coiled region of VPS13

UBA/TS−N domain

SHR−binding domain of vacuolar−sorting associated protein 13

Vacuolar−sorting−associated 13 protein C−terminal

RimK−like ATP−grasp domain

SUPPORTING READ COUNT

Split reads = 96
Discordant mates = 6
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MALRD1 PLXDC2

RETAINED PROTEIN DOMAINS
reading frame unclear

MAM domain, meprin/A5/mu

Low−density lipoprotein receptor domain class A

MAM domain, meprin/A5/mu

Low−density lipoprotein receptor domain class A

MAM domain, meprin/A5/mu

Low−density lipoprotein receptor domain class A

MAM domain, meprin/A5/mu

Low−density lipoprotein receptor domain class A

MAM domain, meprin/A5/mu

Low−density lipoprotein receptor domain class A

EGF−like domain

Plexin repeat

SUPPORTING READ COUNT

Split reads = 68
Discordant mates = 8
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MALRD1 PLXDC2

RETAINED PROTEIN DOMAINS
reading frame unclear

MAM domain, meprin/A5/mu

Low−density lipoprotein receptor domain class A

MAM domain, meprin/A5/mu

Low−density lipoprotein receptor domain class A

MAM domain, meprin/A5/mu

Low−density lipoprotein receptor domain class A

MAM domain, meprin/A5/mu

Low−density lipoprotein receptor domain class A

MAM domain, meprin/A5/mu

Low−density lipoprotein receptor domain class A

EGF−like domain

Plexin repeat

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 10
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RETAINED PROTEIN DOMAINS
reading frame unclear

MAM domain, meprin/A5/mu

Low−density lipoprotein receptor domain class A

MAM domain, meprin/A5/mu

Low−density lipoprotein receptor domain class A

MAM domain, meprin/A5/mu

Low−density lipoprotein receptor domain class A

MAM domain, meprin/A5/mu

Low−density lipoprotein receptor domain class A

MAM domain, meprin/A5/mu

Low−density lipoprotein receptor domain class A

EGF−like domain

Plexin repeat

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 4
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RETAINED PROTEIN DOMAINS
reading frame unclear

MAM domain, meprin/A5/mu

Low−density lipoprotein receptor domain class A

MAM domain, meprin/A5/mu

Low−density lipoprotein receptor domain class A

MAM domain, meprin/A5/mu

Low−density lipoprotein receptor domain class A

MAM domain, meprin/A5/mu

Low−density lipoprotein receptor domain class A

MAM domain, meprin/A5/mu

Low−density lipoprotein receptor domain class A

EGF−like domain

Plexin repeat

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 4
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 49
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 4
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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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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RERE EFNA5

RETAINED PROTEIN DOMAINS
reading frame unclear

BAH domain

ELM2 domain

Ephrin

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

PDZ domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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MEGF6 RERE

RETAINED PROTEIN DOMAINS
reading frame unclear

Atrophin−1 family

GATA zinc finger

Atrophin−1 family

ELM2 domain

BAH domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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ERBB2 CTTN

RETAINED PROTEIN DOMAINS
reading frame unclear

Receptor L domain

Furin−like cysteine rich region

Receptor L domain

SH3 domain

Repeat in HS1/Cortactin

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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HPS1 CHMP1A

RETAINED PROTEIN DOMAINS
reading frame unclear

First Longin domain of FUZ, MON1 and HPS1

Snf7

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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ARHGEF7 ATP11A

RETAINED PROTEIN DOMAINS
reading frame unclear

Calponin homology (CH) domain

Phospholipid−translocating P−type ATPase C−terminal

Cation transport ATPase (P−type)

E1−E2 ATPase

Phospholipid−translocating ATPase N−terminal

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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DENND1A PTBP3

RETAINED PROTEIN DOMAINS
reading frame unclear

RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

RRM−like domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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ERBB2 STARD3

RETAINED PROTEIN DOMAINS
reading frame unclear

Receptor L domain

Furin−like cysteine rich region

Receptor L domain

START domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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ERBB2 STARD3

RETAINED PROTEIN DOMAINS
reading frame unclear

START domain

Cholesterol−capturing domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0


