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SUPPORTING READ COUNT
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SUPPORTING READ COUNT
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Aldehyde dehydrogenase family

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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Aldehyde dehydrogenase family

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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Thioredoxin
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Thioredoxin

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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GDA1/CD39 (nucleoside phosphatase) family

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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Protein SOGA 

Domain of unknown function (DUF4482)

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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CTF/NF−I family transcription modulation region

MH1 domain

Nuclear factor I protein pre−N−terminus

SUPPORTING READ COUNT
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