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Split reads = 873
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT
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RETAINED PROTEIN DOMAINS
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 70
Discordant mates = 1
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CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 26
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 12
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SUPPORTING READ COUNT
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 7
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Sec23−binding domain of Sec16

Vesicle coat trafficking protein Sec16 mid−region

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 3
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Vesicle coat trafficking protein Sec16 mid−region

SUPPORTING READ COUNT
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Telomerase activating protein Est1

Est1 DNA/RNA binding domain

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 10
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0


