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WD domain, G−beta repeat

Striatin family

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 1
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PMP−22/EMP/MP20/Claudin family

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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PMP−22/EMP/MP20/Claudin family

SUPPORTING READ COUNT

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

RFX DNA−binding domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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Methyl−CpG binding domain

Pre−SET motif

SET domain

SUPPORTING READ COUNT

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

FHA domain

S−adenosyl−L−homocysteine hydrolase, NAD binding domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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Transforming acidic coiled−coil−containing protein (TACC), C−terminal

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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SUPPORTING READ COUNT
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