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ACIN1 SLC7A8

RETAINED PROTEIN DOMAINS
reading frame unclear

SAP domain

Amino acid permease

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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SLC2A11 SMARCB1

RETAINED PROTEIN DOMAINS
reading frame unclear

Sugar (and other) transporter

SNF5 / SMARCB1 / INI1

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 1
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BAZ2B CRTC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Methyl−CpG binding domain

DDT domain

Williams−Beuren syndrome DDT (WSD), D−TOX E motif

PHD−finger

Transducer of regulated CREB activity, C terminus

Transducer of regulated CREB activity middle domain

Transducer of regulated CREB activity, N terminus

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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EGFEM1P
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OSBPL11

RETAINED PROTEIN DOMAINS
reading frame unclear

PH domain

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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PRKAR1B
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MAD1L1
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breakpoint2
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PRKAR1B MAD1L1

RETAINED PROTEIN DOMAINS
reading frame unclear

Regulatory subunit of type II PKA R−subunit

Cyclic nucleotide−binding domain

Mitotic checkpoint protein

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 1
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IARS1
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breakpoint2
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IARS1 NOL8

RETAINED PROTEIN DOMAINS
reading frame unclear

tRNA synthetases class I (I, L, M and V)

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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IARS1 NOL8

RETAINED PROTEIN DOMAINS
reading frame unclear

tRNA synthetases class I (I, L, M and V)

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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PAWR PPFIA2

RETAINED PROTEIN DOMAINS
reading frame unclear

SAM domain (Sterile alpha motif)

SAM domain (Sterile alpha motif)

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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PAWR PPFIA2

RETAINED PROTEIN DOMAINS
reading frame unclear

SAM domain (Sterile alpha motif)

SAM domain (Sterile alpha motif)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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FGFR2
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SORBS1 FGFR2

RETAINED PROTEIN DOMAINS
reading frame unclear

Sorbin homologous domain

Variant SH3 domain

SH3 domain

Variant SH3 domain

Protein kinase domain

NA

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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TRAPPC10 AGPAT3

RETAINED PROTEIN DOMAINS
reading frame unclear

Acyltransferase C−terminus

Acyltransferase

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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MTOR

RETAINED PROTEIN DOMAINS
reading frame unclear

FATC domain

Phosphatidylinositol 3− and 4−kinase

FKBP12−rapamycin binding domain 

FAT domain

Domain of unknown function (DUF3385)

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0
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MTOR

RETAINED PROTEIN DOMAINS
reading frame unclear

FATC domain

Phosphatidylinositol 3− and 4−kinase

FKBP12−rapamycin binding domain 

FAT domain

Domain of unknown function (DUF3385)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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BPNT2 KMT2C

RETAINED PROTEIN DOMAINS
reading frame unclear

Inositol monophosphatase family

SET domain

F/Y rich C−terminus

F/Y−rich N−terminus

PHD−zinc−finger like domain

PHD−finger

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 1


