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SSBP3 PATJ

RETAINED PROTEIN DOMAINS
reading frame unclear

Single−stranded DNA binding protein, SSDP

PDZ domain

SUPPORTING READ COUNT

Split reads = 78
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 63
Discordant mates = 0
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TCEANC2 ROR1

RETAINED PROTEIN DOMAINS
reading frame unclear

TFIIS helical bundle−like domain

Protein kinase domain

Kringle domain

Fz domain

Immunoglobulin I−set domain

SUPPORTING READ COUNT

Split reads = 46
Discordant mates = 0
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TCEANC2 ROR1

RETAINED PROTEIN DOMAINS
reading frame unclear

TFIIS helical bundle−like domain

Protein kinase domain

Kringle domain

Fz domain

Immunoglobulin I−set domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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NFIA

RETAINED PROTEIN DOMAINS
reading frame unclear

Nuclear factor I protein pre−N−terminus

MH1 domain

CTF/NF−I family transcription modulation region

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 0
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NFIA OMA1

RETAINED PROTEIN DOMAINS
reading frame unclear

Nuclear factor I protein pre−N−terminus

MH1 domain

CTF/NF−I family transcription modulation region

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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ACOT11 GLIS1

RETAINED PROTEIN DOMAINS
reading frame unclear

Thioesterase superfamily

START domain

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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LRRC42

RETAINED PROTEIN DOMAINS
reading frame unclear

Leucine Rich repeat

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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LRRC42

RETAINED PROTEIN DOMAINS
reading frame unclear

Leucine Rich repeat

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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FGGY ZMYM4

RETAINED PROTEIN DOMAINS
reading frame unclear

FGGY family of carbohydrate kinases, N−terminal domain

Domain of unknown function (DUF3504)

MYM−type Zinc finger with FCS sequence motif

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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FGGY ZMYM4

RETAINED PROTEIN DOMAINS
reading frame unclear

FGGY family of carbohydrate kinases, N−terminal domain

Domain of unknown function (DUF3504)

MYM−type Zinc finger with FCS sequence motif

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


