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SUPPORTING READ COUNT
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Discordant mates = 4
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Discordant mates = 0
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reading frame unclear

Asparagine synthase

Glutamine amidotransferase domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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reading frame unclear

Asparagine synthase

Glutamine amidotransferase domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin

SNARE domain

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 135
Discordant mates = 4
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STX16 NPEPL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Syntaxin

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

tRNA synthetases class I (C) catalytic domain

SUPPORTING READ COUNT

Split reads = 109
Discordant mates = 0
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reading frame unclear

tRNA synthetases class I (C) catalytic domain

SUPPORTING READ COUNT

Split reads = 69
Discordant mates = 3
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RETAINED PROTEIN DOMAINS
reading frame unclear

tRNA synthetases class I (C) catalytic domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 101
Discordant mates = 1
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ADCY9 CREBBP

RETAINED PROTEIN DOMAINS
reading frame unclear

Adenylate and Guanylate cyclase catalytic domain

Creb binding

TAZ zinc finger

Zinc finger, ZZ type

Histone acetylation protein

CREB−binding protein/p300, atypical RING domain

Bromodomain

KIX domain

TAZ zinc finger

SUPPORTING READ COUNT

Split reads = 90
Discordant mates = 4
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 85
Discordant mates = 0
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AVL9 WIPF3

RETAINED PROTEIN DOMAINS
reading frame unclear

Transport protein Avl9

WH2 motif

SUPPORTING READ COUNT

Split reads = 79
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Transport protein Avl9

SUPPORTING READ COUNT

Split reads = 78
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF1704)

SUPPORTING READ COUNT

Split reads = 76
Discordant mates = 2
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Domain of unknown function (DUF1704)

SUPPORTING READ COUNT

Split reads = 38
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF1704)

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF1704)

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF1704)

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Olduvai domain

SUPPORTING READ COUNT

Split reads = 69
Discordant mates = 1
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C1QTNF3 AMACR

RETAINED PROTEIN DOMAINS
reading frame unclear

Collagen triple helix repeat (20 copies)

C1q domain

CoA−transferase family III

SUPPORTING READ COUNT

Split reads = 66
Discordant mates = 4
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C1QTNF3 AMACR

RETAINED PROTEIN DOMAINS
reading frame unclear

Collagen triple helix repeat (20 copies)

C1q domain

CoA−transferase family III

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 4
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MYO1D

RETAINED PROTEIN DOMAINS
reading frame unclear

Myosin head (motor domain)

SUPPORTING READ COUNT

Split reads = 64
Discordant mates = 0
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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 = 62
Discordant mates = 0
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REEP3 PRRG2

RETAINED PROTEIN DOMAINS
reading frame unclear

Vitamin K−dependent carboxylation/gamma−carboxyglutamic (GLA) domain

SUPPORTING READ COUNT

Split reads = 54
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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REEP3 PRRG2

RETAINED PROTEIN DOMAINS
reading frame unclear

Vitamin K−dependent carboxylation/gamma−carboxyglutamic (GLA) domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

NAD(P)H−binding 

Interleukin−like EMT inducer

SUPPORTING READ COUNT

Split reads = 54
Discordant mates = 0
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B4GALT5 SLA2

RETAINED PROTEIN DOMAINS
reading frame unclear

SH2 domain

SUPPORTING READ COUNT

Split reads = 51
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 43
Discordant mates = 3
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 2
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 4
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 3
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1
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HTATIP2 NAV2

RETAINED PROTEIN DOMAINS
reading frame unclear

NAD(P)H−binding 

SUPPORTING READ COUNT

Split reads = 38
Discordant mates = 1
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reading frame unclear

NAD(P)H−binding 

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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CARS1 TRPM2

RETAINED PROTEIN DOMAINS
reading frame unclear

tRNA synthetases class I (C) catalytic domain

Ion transport protein

SLOG in TRPM

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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DNAJC24

RETAINED PROTEIN DOMAINS
reading frame unclear

DnaJ domain

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 2
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DNAJC24

RETAINED PROTEIN DOMAINS
reading frame unclear

DnaJ domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Glycosyl hydrolase family 47

Ribosomal protein L11 methyltransferase (PrmA)

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Glycosyl hydrolase family 47

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Glycosyl hydrolase family 47

Ribosomal protein L11 methyltransferase (PrmA)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Arginine deiminase

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Lysine methyltransferase

ABC transporter

ABC transporter transmembrane region

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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reading frame unclear

Lysine methyltransferase
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ABC transporter transmembrane region

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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ABC transporter transmembrane region

ABC transporter

ABC transporter transmembrane region

Leucine Rich repeat

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Myosin head (motor domain)

IQ calmodulin−binding motif

Unconventional myosin tail, actin− and lipid−binding

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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reading frame unclear

Myosin head (motor domain)

IQ calmodulin−binding motif

Unconventional myosin tail, actin− and lipid−binding

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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reading frame unclear

Exonuclease

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 2
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reading frame unclear

EF hand

EF−hand

Cytochrome C oxidase chain VIIB

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 1
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Cytochrome C oxidase chain VIIB
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Sec23−binding domain of Sec16

Vesicle coat trafficking protein Sec16 mid−region
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