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PCDHGB2 PCDHGC4

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 168
Discordant mates = 1
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PCDHGB2 PCDHGC5

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin cytoplasmic C−terminal

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 168
Discordant mates = 1
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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 = 143
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 114
Discordant mates = 2
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ACLY

RETAINED PROTEIN DOMAINS
reading frame unclear

Citrate synthase, C−terminal domain

CoA−ligase

CoA binding domain

SUPPORTING READ COUNT

Split reads = 102
Discordant mates = 2
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PCDHA10 PCDHAC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 77
Discordant mates = 2
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PCDHA10 PCDHAC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 75
Discordant mates = 1
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PCDHA10 PCDHAC2

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 77
Discordant mates = 2
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PCDHA10 PCDHAC2

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 75
Discordant mates = 1
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DDAH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 68
Discordant mates = 1
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DDAH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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DDAH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1
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DDAH1

RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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LAMA3 RMC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Laminin N−terminal (Domain VI)

Laminin EGF domain

Colon cancer−associated protein Mic1−like

SUPPORTING READ COUNT

Split reads = 55
Discordant mates = 4
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SLFN12L

RETAINED PROTEIN DOMAINS
reading frame unclear

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 52
Discordant mates = 2
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 1
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SLFN12L

RETAINED PROTEIN DOMAINS
reading frame unclear

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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STK3 DPH6

RETAINED PROTEIN DOMAINS
reading frame unclear

Diphthamide synthase

SUPPORTING READ COUNT

Split reads = 49
Discordant mates = 1
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SNTA1 EIF2S2

RETAINED PROTEIN DOMAINS
reading frame unclear

PDZ domain

PH domain

Domain found in IF2B/IF5

SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 0
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SNTA1 EIF2S2

RETAINED PROTEIN DOMAINS
reading frame unclear

PDZ domain

PH domain

Domain found in IF2B/IF5

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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NKAIN2

RETAINED PROTEIN DOMAINS
reading frame unclear

Na,K−Atpase Interacting protein

SUPPORTING READ COUNT

Split reads = 38
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 = 30
Discordant mates = 0
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MSI2

RETAINED PROTEIN DOMAINS
reading frame unclear

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

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 23
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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STON1 GTF2A1L

RETAINED PROTEIN DOMAINS
reading frame unclear

Adaptor complexes medium subunit family

Transcription factor IIA, alpha/beta subunit

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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STON1 GTF2A1L

RETAINED PROTEIN DOMAINS
reading frame unclear

Adaptor complexes medium subunit family

Transcription factor IIA, alpha/beta subunit

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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