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SUPPORTING READ COUNT
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Discordant mates = 2
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STX16 NPEPL1

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 = 100
Discordant mates = 1
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reading frame unclear

Syntaxin

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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STX16 NPEPL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 94
Discordant mates = 4
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 61
Discordant mates = 6
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1
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No protein domains retained in fusion.
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Split reads = 1
Discordant mates = 1
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No protein domains retained in fusion.
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Split reads = 1
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 82
Discordant mates = 0
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SEC16B

RETAINED PROTEIN DOMAINS
reading frame unclear

Sec23−binding domain of Sec16

Vesicle coat trafficking protein Sec16 mid−region

SUPPORTING READ COUNT

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

Sec23−binding domain of Sec16

Vesicle coat trafficking protein Sec16 mid−region

SUPPORTING READ COUNT

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

Sec23−binding domain of Sec16

Vesicle coat trafficking protein Sec16 mid−region

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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SEC16B

RETAINED PROTEIN DOMAINS
reading frame unclear

Sec23−binding domain of Sec16

Vesicle coat trafficking protein Sec16 mid−region

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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HIVEP1 SEMA3E

RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin domain

Sema domain

SUPPORTING READ COUNT

Split reads = 49
Discordant mates = 0
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HIVEP1 SEMA3E

RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin domain

Sema domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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NFATC3 SCN11A

RETAINED PROTEIN DOMAINS
reading frame unclear

Rel homology DNA−binding domain

Ion transport protein

Sodium ion transport−associated

Ion transport protein

SUPPORTING READ COUNT

Split reads = 45
Discordant mates = 1
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NFATC3 SCN11A

RETAINED PROTEIN DOMAINS
reading frame unclear

Rel homology DNA−binding domain

Ion transport protein

Sodium ion transport−associated

Ion transport protein

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Rel homology DNA−binding domain

Ion transport protein

Sodium ion transport−associated

Ion transport protein

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ion transport protein

Sodium ion transport−associated

Ion transport protein

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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reading frame unclear

Rel homology DNA−binding domain

Ion transport protein

Sodium ion transport−associated

Ion transport protein

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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BRD7 COL4A6
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reading frame unclear

Bromodomain

C−terminal tandem repeated domain in type 4 procollagen

Collagen triple helix repeat (20 copies)

SUPPORTING READ COUNT

Split reads = 44
Discordant mates = 0
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Microtubule−Associated protein Jupiter

Major Facilitator Superfamily

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

Adaptor complexes medium subunit family

Transcription factor IIA, alpha/beta subunit

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 3
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reading frame unclear

Adaptor complexes medium subunit family

Transcription factor IIA, alpha/beta subunit

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 1
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Adaptor complexes medium subunit family

Transcription factor IIA, alpha/beta subunit

SUPPORTING READ COUNT

Split reads = 23
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