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reading frame unclear

NLRC4 helical domain

NOD2 winged helix domain
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ragulator complex protein LAMTOR5

SH2 domain

BPS (Between PH and SH2) 

PH domain

Ras association (RalGDS/AF−6) domain

SUPPORTING READ COUNT

Split reads = 100
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ragulator complex protein LAMTOR5

SH2 domain

BPS (Between PH and SH2) 

PH domain

Ras association (RalGDS/AF−6) domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Actin

SUPPORTING READ COUNT

Split reads = 71
Discordant mates = 0
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Actin

SUPPORTING READ COUNT

Split reads = 51
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 50
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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FGF12 EPHA3

RETAINED PROTEIN DOMAINS
reading frame unclear

Fibroblast growth factor

SAM domain (Sterile alpha motif)

Protein kinase domain

Ephrin type−A receptor 2 transmembrane domain

Fibronectin type III domain

Tyrosine−protein kinase ephrin type A/B receptor−like 

Ephrin receptor ligand binding domain

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 1
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reading frame unclear

Exportin 1−like protein

Phosphotyrosine interaction domain (PTB/PID)

SAM domain (Sterile alpha motif)

SAM domain (Sterile alpha motif)

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Nucleoporin homology of Germinal−centre associated nuclear protein

SAC3/GANP family

Humanin family

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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PLEKHH1 RAD51B
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reading frame unclear

Rad51

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 4
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