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Putative golgin subfamily A member 2−like protein 5

SUPPORTING READ COUNT

Split reads = 312
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 188
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 188
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SUPPORTING READ COUNT

Split reads = 175
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 133
Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)
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SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 5
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 107
Discordant mates = 0
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Thioredoxin

SUPPORTING READ COUNT

Split reads = 71
Discordant mates = 0
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Tim17/Tim22/Tim23/Pmp24 family

SUPPORTING READ COUNT

Split reads = 67
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
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SUPPORTING READ COUNT

Split reads = 58
Discordant mates = 0
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GTPase−activator protein for Ras−like GTPase

Divergent CRAL/TRIO domain

FIP domain 

SUPPORTING READ COUNT

Split reads = 49
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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pre−mRNA processing factor 4 (PRP4) like

Prp18 domain
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SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0


