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No protein domains retained in fusion.
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Split reads = 446
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No protein domains retained in fusion.
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reading frame unclear

Biotin carboxylase, N−terminal domain

Protein−tyrosine phosphatase

Fibronectin type III domain

Immunoglobulin domain

Immunoglobulin I−set domain

SUPPORTING READ COUNT

Split reads = 441
Discordant mates = 2
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Split reads = 5
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 331
Discordant mates = 2
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No protein domains retained in fusion.
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SNX31 VPS13B

RETAINED PROTEIN DOMAINS
reading frame unclear

PX domain

Vacuolar−sorting−associated 13 protein C−terminal

SHR−binding domain of vacuolar−sorting associated protein 13

SUPPORTING READ COUNT

Split reads = 299
Discordant mates = 6
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SHR−binding domain of vacuolar−sorting associated protein 13

SUPPORTING READ COUNT

Split reads = 86
Discordant mates = 5
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Split reads = 23
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SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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Discordant mates = 0
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SNARE domain

Cytosol aminopeptidase family, catalytic domain

M17 aminopeptidase N−terminal domain 2

SUPPORTING READ COUNT

Split reads = 232
Discordant mates = 3
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Split reads = 5
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RETAINED PROTEIN DOMAINS
reading frame unclear

Xylosyltransferase C terminal 

Core−2/I−Branching enzyme

SUPPORTING READ COUNT

Split reads = 201
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Fibronectin type III domain

Sodium:dicarboxylate symporter family

SUPPORTING READ COUNT

Split reads = 200
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

UPF0489 domain

Protein kinase domain

Immunoglobulin I−set domain

PH domain

RhoGEF domain

SH3−RhoGEF linking unstructured region

SH3 domain

PH domain

RhoGEF domain

Spectrin repeat

SUPPORTING READ COUNT

Split reads = 198
Discordant mates = 1
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TRIO

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

Immunoglobulin I−set domain

PH domain

RhoGEF domain

SH3−RhoGEF linking unstructured region

SH3 domain

PH domain

RhoGEF domain

Spectrin repeat

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1



chromosome 5

p13.3

chromosome 5

p15.2

C5orf22
ENST00000325366.14

TRIO
ENST00000344204.9

breakpoint1
chr5:31541402

breakpoint2
chr5:14304461

0

60138

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 1 2 3 4 5 6 7 8 9 10111213141516171819202122232425262728293031323334 35 363738394041424344454647 48 49 50515253545556 57

1 2 3 4 5 68 9 10111213141516171819202122232425262728293031323334 35 363738394041424344454647 48 49 50515253545556 57

6 kbp
introns not to scale

T
R

IO

C
5o

rf
22

1

10
11

12
13 14 15 16 17 18 19

2
202122

3
45

6
7

8
9

X
Y

translocation
duplication

deletion
inversion

C5orf22 TRIO

RETAINED PROTEIN DOMAINS
reading frame unclear

UPF0489 domain

Protein kinase domain

Immunoglobulin I−set domain

PH domain

RhoGEF domain

SH3−RhoGEF linking unstructured region

SH3 domain

PH domain

RhoGEF domain

Spectrin repeat

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1
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C5orf22 TRIO

RETAINED PROTEIN DOMAINS
reading frame unclear

UPF0489 domain

Protein kinase domain

Immunoglobulin I−set domain

PH domain

RhoGEF domain

SH3−RhoGEF linking unstructured region

SH3 domain

PH domain

RhoGEF domain

Spectrin repeat

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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PAPSS1 PUM3

RETAINED PROTEIN DOMAINS
reading frame unclear

Adenylylsulphate kinase

SUPPORTING READ COUNT

Split reads = 183
Discordant mates = 1
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PAPSS1 PUM3

RETAINED PROTEIN DOMAINS
reading frame unclear

Adenylylsulphate kinase

CPL (NUC119) domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1
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NOTCH2 CNTNAP5

RETAINED PROTEIN DOMAINS
reading frame unclear

EGF−like domain

Calcium−binding EGF domain

Human growth factor−like EGF

Laminin G domain

SUPPORTING READ COUNT

Split reads = 161
Discordant mates = 6
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NIPBL EGFLAM

RETAINED PROTEIN DOMAINS
reading frame unclear

Laminin G domain

EGF−like domain

Laminin G domain

EGF−like domain

Laminin G domain

Fibronectin type III domain

SUPPORTING READ COUNT

Split reads = 149
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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AGAP4 FRMPD2

RETAINED PROTEIN DOMAINS
reading frame unclear

PDZ domain

SUPPORTING READ COUNT

Split reads = 146
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

PDZ domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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ZMYND11 NR3C2

RETAINED PROTEIN DOMAINS
reading frame unclear

Ligand−binding domain of nuclear hormone receptor

Zinc finger, C4 type (two domains)

SUPPORTING READ COUNT

Split reads = 145
Discordant mates = 2
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ZMYND11 NR3C2

RETAINED PROTEIN DOMAINS
reading frame unclear

Ligand−binding domain of nuclear hormone receptor

Zinc finger, C4 type (two domains)

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 0
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OTULIN UNC5D

RETAINED PROTEIN DOMAINS
reading frame unclear

Death domain

UPA domain

ZU5 domain

Thrombospondin type 1 domain

Immunoglobulin I−set domain

SUPPORTING READ COUNT

Split reads = 131
Discordant mates = 0
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TASOR ERC2

RETAINED PROTEIN DOMAINS
reading frame unclear

RIM−binding protein of the cytomatrix active zone

SUPPORTING READ COUNT

Split reads = 129
Discordant mates = 0
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TASOR ERC2

RETAINED PROTEIN DOMAINS
reading frame unclear

RIM−binding protein of the cytomatrix active zone

SUPPORTING READ COUNT

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

Carnitine deficiency−associated protein 3

SUPPORTING READ COUNT

Split reads = 127
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Carnitine deficiency−associated protein 3

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Carnitine deficiency−associated protein 3

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 121
Discordant mates = 0
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NAIP

RETAINED PROTEIN DOMAINS
reading frame unclear

NLRC4 helical domain

NOD2 winged helix domain

NACHT domain

Inhibitor of Apoptosis domain

SUPPORTING READ COUNT

Split reads = 120
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Tissue factor

Sperm−tail PG−rich repeat

SUPPORTING READ COUNT

Split reads = 104
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Tissue factor

Sperm−tail PG−rich repeat

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

RNA 3'−terminal phosphate cyclase

SUPPORTING READ COUNT

Split reads = 97
Discordant mates = 1
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Split reads = 88
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 85
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 82
Discordant mates = 1
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RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 57
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 55
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Sugar (and other) transporter

Organelle biogenesis, Muted−like protein

SUPPORTING READ COUNT

Split reads = 54
Discordant mates = 0
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT
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Sugar (and other) transporter

Organelle biogenesis, Muted−like protein

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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Zinc finger, C4 type (two domains)

PWWP domain

Bromodomain

SUPPORTING READ COUNT

Split reads = 44
Discordant mates = 0
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Zinc finger, C4 type (two domains)
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Bromodomain

SUPPORTING READ COUNT

Split reads = 10
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 14

q23.2

chromosome 17

q12

SYNE2
ENST00000555002.6

IKZF3
ENST00000346872.8

breakpoint1
chr14:64129901

breakpoint2
chr17:39788374
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inversion

SYNE2 IKZF3

RETAINED PROTEIN DOMAINS
reading frame unclear

Calponin homology (CH) domain

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 1



chromosome 14

q23.2

chromosome 17

q12

SYNE2
ENST00000555002.6

IKZF3
ENST00000346872.8

breakpoint1
chr14:64129901

breakpoint2
chr17:39777767
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1234567891011121314151617181920212223242526272829303132333435363738394041424344454647 48 495051525354555657585960616263646566676869707172737475 87
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inversion

SYNE2 IKZF3

RETAINED PROTEIN DOMAINS
reading frame unclear

Calponin homology (CH) domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0



chromosome 14

q23.2

chromosome 17

q12

SYNE2
ENST00000555002.6

IKZF3
ENST00000346872.8

breakpoint1
chr14:64126807

breakpoint2
chr17:39788374

0
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1234567891011121314151617181920212223242526272829303132333435363738394041424344454647 48 49505152535455565758596061626364656667686970717273 876
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inversion

SYNE2 IKZF3

RETAINED PROTEIN DOMAINS
reading frame unclear

Calponin homology (CH) domain

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome 9

q31.3

chromosome 9

q31.3

TMEM245
ENST00000374586.8

EPB41L4B
ENST00000374557.4

breakpoint1
chr9:109033307

breakpoint2
chr9:109279921
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inversion

TMEM245 EPB41L4B

RETAINED PROTEIN DOMAINS
reading frame unclear

AI−2E family transporter

FERM adjacent (FA)

FERM C−terminal PH−like domain

FERM central domain

FERM N−terminal domain 

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 0



chromosome 9

q31.3

chromosome 9

q31.3

TMEM245
ENST00000374586.8

EPB41L4B
ENST00000374557.4

breakpoint1
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breakpoint2
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inversion

TMEM245 EPB41L4B

RETAINED PROTEIN DOMAINS
reading frame unclear

AI−2E family transporter

FERM adjacent (FA)

FERM C−terminal PH−like domain

FERM central domain

FERM N−terminal domain 

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 8

p12

chromosome 11

q13.4

FUT10
ENST00000327671.10

ALG1L9P
ENST00000664227.1

breakpoint1
chr8:33453216

breakpoint2
chr11:71674782

0
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inversion

FUT10

RETAINED PROTEIN DOMAINS
reading frame unclear

Fucosyltransferase, N−terminal

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0



chromosome 8

p12

chromosome 11

q13.4

FUT10
ENST00000327671.10

ALG1L9P
ENST00000657407.1

breakpoint1
chr8:33453216

breakpoint2
chr11:71674775
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inversion

FUT10

RETAINED PROTEIN DOMAINS
reading frame unclear

Fucosyltransferase, N−terminal

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0



chromosome 8

p12

chromosome 11

q13.4

FUT10
ENST00000518076.1

ALG1L9P
ENST00000664227.1

breakpoint1
chr8:33394218

breakpoint2
chr11:71674782

0
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700 bp
introns not to scale
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Y
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inversion

Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0



chromosome 17

p13.3

chromosome 9

p24.2

RAP1GAP2
ENST00000542807.1

RFX3
ENST00000617270.4

breakpoint1
chr17:3008145

breakpoint2
chr9:3395596
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inversion

RAP1GAP2 RFX3

RETAINED PROTEIN DOMAINS
reading frame unclear

Rap/ran−GAP

RFX DNA−binding domain

RFX1 transcription activation region      

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0



chromosome 10

q11.22

chromosome 10

q22.2

BMS1P1
ENST00000374336.5

AC073389.2
ENST00000668336.1

breakpoint1
chr10:46791041

breakpoint2
chr10:73674573

0
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inversion

Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 1



chromosome 1

p36.33

chromosome 1

p36.33

PRKCZ
ENST00000378567.8

GABRD
ENST00000640067.1

breakpoint1
chr1:2059591

breakpoint2
chr1:2024942
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PRKCZ GABRD

RETAINED PROTEIN DOMAINS
reading frame unclear

PB1 domain

Neurotransmitter−gated ion−channel transmembrane region

Neurotransmitter−gated ion−channel ligand binding domain

Neurotransmitter−gated ion−channel transmembrane region

Neurotransmitter−gated ion−channel ligand binding domain

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 0



chromosome 3

q21.3

chromosome 16

p11.2

RPN1
ENST00000296255.8

SETD1A
ENST00000262519.14

breakpoint1
chr3:128625606

breakpoint2
chr16:30979145

0
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RPN1 SETD1A

RETAINED PROTEIN DOMAINS
reading frame unclear

Ribophorin I

SET domain

COMPASS (Complex proteins associated with Set1p) component N

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 0



chromosome 1

p34.2

chromosome 1

p34.2

KDM4A
ENST00000372396.4

TIE1
ENST00000372476.8

breakpoint1
chr1:43653313

breakpoint2
chr1:43304851

0
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inversion

KDM4A TIE1

RETAINED PROTEIN DOMAINS
reading frame unclear

jmjN domain

Protein kinase domain

Fibronectin type III domain

Immunoglobulin domain

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0



chromosome 1

p34.2

chromosome 1

p34.2

KDM4A
ENST00000372396.4

TIE1
ENST00000372476.8
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inversion

KDM4A TIE1

RETAINED PROTEIN DOMAINS
reading frame unclear

jmjN domain

Protein kinase domain

Fibronectin type III domain

Immunoglobulin domain

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 1



chromosome 1

p34.2

chromosome 1

p34.2

KDM4A
ENST00000372396.4

TIE1
ENST00000372476.8

breakpoint1
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breakpoint2
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inversion

KDM4A TIE1

RETAINED PROTEIN DOMAINS
reading frame unclear

jmjN domain

Protein kinase domain

Fibronectin type III domain

Immunoglobulin domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 6

p21.33

chromosome X

p22.31

NFKBIL1
ENST00000376148.9

AC074281.1
ENST00000650341.1

breakpoint1
chr6:31548439

breakpoint2
chrX:8925790

0
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700 bp
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inversion

NFKBIL1

RETAINED PROTEIN DOMAINS
reading frame unclear

Ankyrin repeats (many copies)

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0



chromosome 12

q14.3

chromosome X

p22.11

TBC1D30
ENST00000542120.6

AC004470.2
ENST00000455399.1

breakpoint1
chr12:64786045

breakpoint2
chrX:22621057

0
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TBC1D30

AC004470.2
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2
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8
9

X
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translocation
duplication

deletion
inversion

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0



chromosome 12

q14.3

chromosome X

p22.11

TBC1D30
ENST00000542120.6

AC004470.2
ENST00000455399.1
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inversion

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0



chromosome 10

q11.22

chromosome 10

p13

NCOA4
ENST00000579039.2

FRMD4A
ENST00000357447.7

breakpoint1
chr10:46030526

breakpoint2
chr10:14330183

0

32959

C
ov

er
ag

e

11 10 9 8 7 6 5 4 3 2 1 25 24 23 22 21 20 19 18 17 16 15 14 13 12 11 10 9 8 7 6 5 4 3 2 1

1 2524232221201918171615141312111098765432

3 kbp
introns not to scale
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FRMD4A

RETAINED PROTEIN DOMAINS
reading frame unclear

Cytohesin Ubiquitin Protein Inducing Domain

FERM C−terminal PH−like domain

FERM central domain

FERM N−terminal domain 

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0



chromosome 17

q25.3

chromosome 17

q25.3

SEPTIN9
ENST00000427177.6

SEC14L1
ENST00000443798.8

breakpoint1
chr17:77281554

breakpoint2
chr17:77211950

0
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inversion

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0



chromosome 17

q25.3

chromosome 17

q25.3

SEPTIN9
ENST00000590576.5

SEC14L1
ENST00000443798.8

breakpoint1
chr17:77286441

breakpoint2
chr17:77211950

0
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inversion

No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome X

q28

chromosome 19

q12

HCFC1
ENST00000369984.4

C19orf12
ENST00000392278.2

breakpoint1
chrX:153962222

breakpoint2
chr19:29702977
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inversion

HCFC1 C19orf12

RETAINED PROTEIN DOMAINS
reading frame unclear

Kelch motif

Galactose oxidase, central domain

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0



chromosome X

q28

chromosome 19

q12

HCFC1
ENST00000369984.4

C19orf12
ENST00000392278.2

breakpoint1
chrX:153961542

breakpoint2
chr19:29702977

0
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inversion

HCFC1 C19orf12

RETAINED PROTEIN DOMAINS
reading frame unclear

Kelch motif

Galactose oxidase, central domain

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0



chromosome X

q28

chromosome 19

q12

HCFC1
ENST00000369984.4

C19orf12
ENST00000342680.5

breakpoint1
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breakpoint2
chr19:29705394
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inversion

HCFC1 C19orf12

RETAINED PROTEIN DOMAINS
reading frame unclear

Kelch motif

Galactose oxidase, central domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0



chromosome X

q28

chromosome 19

q12

HCFC1
ENST00000369984.4

C19orf12
ENST00000342680.5
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0
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HCFC1 C19orf12

RETAINED PROTEIN DOMAINS
reading frame unclear

Kelch motif

Galactose oxidase, central domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0



chromosome 8

q21.13

chromosome 3

q21.3

MRPS28
ENST00000276585.9

RPN1
ENST00000296255.8

breakpoint1
chr8:80002999

breakpoint2
chr3:128625653

0
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MRPS28 RPN1

RETAINED PROTEIN DOMAINS
reading frame unclear

Mitochondrial ribosomal protein MRP−S35

Ribophorin I

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0



chromosome 11

q14.1

chromosome 12

p13.33

GAB2
ENST00000361507.5

NINJ2
ENST00000397265.7

breakpoint1
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breakpoint2
chr12:566178
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inversion

GAB2 NINJ2

RETAINED PROTEIN DOMAINS
reading frame unclear

PH domain

Ninjurin 

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0



chromosome 1

p12

chromosome 1

q23.2

GDAP2
ENST00000369442.3
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GDAP2

RETAINED PROTEIN DOMAINS
reading frame unclear

Macro domain

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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LINC02017
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ERC2

RETAINED PROTEIN DOMAINS
reading frame unclear

RIM−binding protein of the cytomatrix active zone

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 1
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ERC2

RETAINED PROTEIN DOMAINS
reading frame unclear

RIM−binding protein of the cytomatrix active zone

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1
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ERC2

RETAINED PROTEIN DOMAINS
reading frame unclear

RIM−binding protein of the cytomatrix active zone

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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ENST00000393427.6

AC114930.1
ENST00000657726.1
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breakpoint2
chr5:24208308
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AAMDC

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein of unknown function (DUF498/DUF598)

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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ANKRD46
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breakpoint2
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RNF19A ANKRD46

RETAINED PROTEIN DOMAINS
reading frame unclear

IBR domain, a half RING−finger domain

Ankyrin repeats (3 copies)

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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CDKAL1 CACNA1A

RETAINED PROTEIN DOMAINS
reading frame unclear

Uncharacterized protein family UPF0004

Radical SAM superfamily

Voltage gated calcium channel IQ domain

Voltage−dependent L−type calcium channel, IQ−associated

Ion transport protein

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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CDKAL1 CACNA1A

RETAINED PROTEIN DOMAINS
reading frame unclear

Uncharacterized protein family UPF0004

Radical SAM superfamily

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 8

q21.11

chromosome 8
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ELOC
ENST00000523815.5

LY96
ENST00000284818.7

breakpoint1
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breakpoint2
chr8:74026789
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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ELOC
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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FGD6 STS

RETAINED PROTEIN DOMAINS
reading frame unclear

RhoGEF domain

PH domain

FYVE zinc finger

PH domain

C−terminal region of aryl−sulfatase

Sulfatase

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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FGD6 STS

RETAINED PROTEIN DOMAINS
reading frame unclear

RhoGEF domain

PH domain

FYVE zinc finger

C−terminal region of aryl−sulfatase

Sulfatase

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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PPARG
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MKRN2 PPARG

RETAINED PROTEIN DOMAINS
reading frame unclear

CCCH−type zinc finger

Ligand−binding domain of nuclear hormone receptor

Zinc finger, C4 type (two domains)

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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PPM1H
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KCNMB4 PPM1H

RETAINED PROTEIN DOMAINS
reading frame unclear

Calcium−activated potassium channel, beta subunit

Protein phosphatase 2C

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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VPS54 PELI1

RETAINED PROTEIN DOMAINS
reading frame unclear

Pellino

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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VPS54 PELI1

RETAINED PROTEIN DOMAINS
reading frame unclear

Pellino

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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PELI1

RETAINED PROTEIN DOMAINS
reading frame unclear

Pellino

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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VPS54 PELI1

RETAINED PROTEIN DOMAINS
reading frame unclear

Vacuolar−sorting protein 54, of GARP complex 

Vps54−like protein

Pellino

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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chromosome 17
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ENST00000551043.5

RAPGEFL1
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CNOT2 RAPGEFL1

RETAINED PROTEIN DOMAINS
reading frame unclear

NOT2 / NOT3 / NOT5 family

RasGEF domain

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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CNOT2 RAPGEFL1

RETAINED PROTEIN DOMAINS
reading frame unclear

NOT2 / NOT3 / NOT5 family

RasGEF domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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STARD9
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STARD9 FMN1

RETAINED PROTEIN DOMAINS
reading frame unclear

Kinesin motor domain

Formin Homology 2 Domain

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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STARD9 FMN1

RETAINED PROTEIN DOMAINS
reading frame unclear

Kinesin motor domain

Formin Homology 2 Domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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NDST3 MBOAT1

RETAINED PROTEIN DOMAINS
reading frame unclear

heparan sulfate−N−deacetylase

Sulfotransferase domain

MBOAT, membrane−bound O−acyltransferase family

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 1
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ERMP1 KIAA2026

RETAINED PROTEIN DOMAINS
reading frame unclear

Peptidase family M28

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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PGAP3 STARD3

RETAINED PROTEIN DOMAINS
reading frame unclear

Per1−like family

START domain

Cholesterol−capturing domain

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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RSF1

RETAINED PROTEIN DOMAINS
reading frame unclear

WSTF, HB1, Itc1p, MBD9 motif 1

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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RSF1

RETAINED PROTEIN DOMAINS
reading frame unclear

WSTF, HB1, Itc1p, MBD9 motif 1

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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ZNF429
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