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NPHP3 ACAD11

RETAINED PROTEIN DOMAINS
reading frame unclear

Tetratricopeptide repeat

Tetratricopeptide repeat

Acyl−CoA dehydrogenase, C−terminal domain

Acyl−CoA dehydrogenase, middle domain

Acyl−CoA dehydrogenase, N−terminal domain

Phosphotransferase enzyme family

SUPPORTING READ COUNT

Split reads = 43
Discordant mates = 1
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EXOC4 LRGUK

RETAINED PROTEIN DOMAINS
reading frame unclear

Sec8 exocyst complex component specific domain

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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TKT ARHGAP27

RETAINED PROTEIN DOMAINS
reading frame unclear

Transketolase, thiamine diphosphate binding domain

RhoGAP domain

PH domain

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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STON1 GTF2A1L

RETAINED PROTEIN DOMAINS
reading frame unclear

Adaptor complexes medium subunit family

Transcription factor IIA, alpha/beta subunit

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Adaptor complexes medium subunit family

Transcription factor IIA, alpha/beta subunit

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 1
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STON1 GTF2A1L

RETAINED PROTEIN DOMAINS
reading frame unclear

Adaptor complexes medium subunit family

Transcription factor IIA, alpha/beta subunit

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Adaptor complexes medium subunit family

Transcription factor IIA, alpha/beta subunit

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Adaptor complexes medium subunit family

Transcription factor IIA, alpha/beta subunit

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0


