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CMT1A duplicated region transcript 4 protein
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Cadherin C-terminal cytoplasmic tail, catenin—binding region
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Split reads = 89
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SUPPORTING READ COUNT

Split reads = 72
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COXe6C
Cytochrome c oxidase subunit Vic
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Glycosyl transferase family 8
Glycosyl-transferase for dystroglycan
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SFI1 FKBP5
FKBP-type peptidyl-prolyl cis-trans isomerase
Tetratricopeptide repeat
Tetratricopeptide repeat
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SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0

AGAP1
Putative GTPase activating protein for Arf

Ankyrin repeats (3 copies)

translocation deletion
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