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RETAINED PROTEIN DOMAINS
reading frame unclear

ATF−interacting protein binding domain

SUPPORTING READ COUNT

Split reads = 343
Discordant mates = 4
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reading frame unclear

ATF−interacting protein binding domain

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

ATF−interacting protein binding domain

SUPPORTING READ COUNT

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

Syntaxin

SNARE domain

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 240
Discordant mates = 4
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Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 1
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reading frame unclear

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Dynein heavy chain, N−terminal region 1

Dynein heavy chain C−terminal domain

Dynein heavy chain, N−terminal region 2

Hydrolytic ATP binding site of dynein motor region

P−loop containing dynein motor region

P−loop containing dynein motor region D4

Microtubule−binding stalk of dynein motor

ATP−binding dynein motor region

Dynein heavy chain region D6 P−loop domain 

Dynein heavy chain AAA lid domain

Dynein heavy chain C−terminal domain

Papain family cysteine protease

Cathepsin C exclusion domain

SUPPORTING READ COUNT

Split reads = 177
Discordant mates = 1
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 175
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 123
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 38
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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DDX10 BICC1

RETAINED PROTEIN DOMAINS
reading frame unclear

DEAD/DEAH box helicase

Helicase conserved C−terminal domain

Domain of unknown function (DUF4217)

SAM domain (Sterile alpha motif)

KH domain

SUPPORTING READ COUNT

Split reads = 106
Discordant mates = 0
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DEAD/DEAH box helicase

Helicase conserved C−terminal domain

Domain of unknown function (DUF4217)

SAM domain (Sterile alpha motif)

KH domain

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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DEAD/DEAH box helicase
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Domain of unknown function (DUF4217)

SAM domain (Sterile alpha motif)

KH domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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reading frame unclear

SAM domain (Sterile alpha motif)

KH domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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KH 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 = 101
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

PMP−22/EMP/MP20/Claudin family

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 1
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PMP−22/EMP/MP20/Claudin family

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 1
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reading frame unclear

Glycosyl hydrolases family 2, sugar binding domain

Glycosyl hydrolases family 2

Glycosyl hydrolases family 2, TIM barrel domain

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

linker histone H1 and H5 family

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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reading frame unclear

linker histone H1 and H5 family

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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Split reads = 2
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reading frame unclear

linker histone H1 and H5 family
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SUPPORTING READ COUNT

Split reads = 9
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SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 2


