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CMT1A duplicated region transcript 4 protein
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Split reads = 167
Discordant mates = 0
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Biotin−requiring enzyme

Propionyl−coenzyme A carboxylase BT domain

SUPPORTING READ COUNT

Split reads = 154
Discordant mates = 0
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SelR domain

SUPPORTING READ COUNT

Split reads = 98
Discordant mates = 0
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Cyclophilin type peptidyl−prolyl cis−trans isomerase/CLD

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

SUPPORTING READ COUNT

Split reads = 85
Discordant mates = 1
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SUPPORTING READ COUNT
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