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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein
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Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 53
Discordant mates = 0
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Fes/CIP4, and EFC/F−BAR homology domain

SUPPORTING READ COUNT

Split reads = 37
Discordant mates = 0
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Fes/CIP4, and EFC/F−BAR homology domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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Voltage gated calcium channel subunit beta domain 4Aa N terminal

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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Mediator of RNA polymerase II transcription subunit 1

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0


