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Protein kinase domain

SUPPORTING READ COUNT

Split reads = 2126
Discordant mates = 39
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 242
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
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ST7 protein

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 148
Discordant mates = 8
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SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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Leucine Rich repeat
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Human growth factor−like EGF

SUPPORTING READ COUNT

Split reads = 121
Discordant mates = 0
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Domain of unknown function (DUF4600)

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 90
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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SUPPORTING READ COUNT
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PDZ domain

PDZ domain

Rad51

SUPPORTING READ COUNT

Split reads = 63
Discordant mates = 1
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Receptor family ligand binding region

STAG domain  

SUPPORTING READ COUNT

Split reads = 41
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 32
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SUPPORTING READ COUNT

Split reads = 41
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No protein domains retained in fusion.
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reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0
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