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ESR1 CCDC170

RETAINED PROTEIN DOMAINS
reading frame unclear

Oestrogen receptor

Ligand−binding domain of nuclear hormone receptor

Zinc finger, C4 type (two domains)

Oestrogen receptor

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 6
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ESR1 CCDC170

RETAINED PROTEIN DOMAINS
reading frame unclear

Oestrogen receptor

Ligand−binding domain of nuclear hormone receptor

SUPPORTING READ COUNT

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

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 204
Discordant mates = 1
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FBXL20 IKZF3

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 63
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 60
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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FBXL20 IKZF3

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 1
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FBXL20 IKZF3

RETAINED PROTEIN DOMAINS
reading frame unclear

Zinc finger, C2H2 type

SUPPORTING READ COUNT

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

Zinc finger, C2H2 type

SUPPORTING READ COUNT

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

NAD−binding of NADP−dependent 3−hydroxyisobutyrate dehydrogenase

NAD binding domain of 6−phosphogluconate dehydrogenase

PWWP domain

SUPPORTING READ COUNT

Split reads = 152
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 145
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 50
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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ZNF550 ZNF616

RETAINED PROTEIN DOMAINS
reading frame unclear

KRAB box

Zinc finger, C2H2 type

KRAB box

SUPPORTING READ COUNT

Split reads = 114
Discordant mates = 0
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ZNF550 ZNF616

RETAINED PROTEIN DOMAINS
reading frame unclear

KRAB box

Zinc finger, C2H2 type

KRAB box

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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TSHZ3 EGLN2

RETAINED PROTEIN DOMAINS
reading frame unclear

2OG−Fe(II) oxygenase superfamily

SUPPORTING READ COUNT

Split reads = 111
Discordant mates = 0
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TSHZ3 EGLN2

RETAINED PROTEIN DOMAINS
reading frame unclear

2OG−Fe(II) oxygenase superfamily

SUPPORTING READ COUNT

Split reads = 64
Discordant mates = 0
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TSHZ3 EGLN2

RETAINED PROTEIN DOMAINS
reading frame unclear

2OG−Fe(II) oxygenase superfamily

SUPPORTING READ COUNT

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

Reprolysin family propeptide

Reprolysin (M12B) family zinc metalloprotease 

Disintegrin

ADAM cysteine−rich

LSM domain 

SUPPORTING READ COUNT

Split reads = 95
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

PH domain

RhoGEF domain

FERM adjacent (FA)

FERM C−terminal PH−like domain

FERM central domain

FERM N−terminal domain 

SUPPORTING READ COUNT

Split reads = 89
Discordant mates = 4
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reading frame unclear

PH domain

RhoGEF domain

FERM adjacent (FA)

FERM C−terminal PH−like domain

FERM central domain

FERM N−terminal domain 

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Protein of unknown function (DUF2615)

SUPPORTING READ COUNT

Split reads = 87
Discordant mates = 0
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RFC1 SMIM14

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein of unknown function (DUF2615)

SUPPORTING READ COUNT

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

Tetratricopeptide repeat

Tetratricopeptide repeat

HRDC domain

RQC domain

RecQ zinc−binding

Helicase conserved C−terminal domain

SUPPORTING READ COUNT

Split reads = 78
Discordant mates = 2
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Tetratricopeptide repeat
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HRDC domain

RQC domain

SUPPORTING READ COUNT

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

SCA7, zinc−binding domain

SUPPORTING READ COUNT

Split reads = 78
Discordant mates = 1
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reading frame unclear

SCA7, zinc−binding domain

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1
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RASSF8 INTS13

RETAINED PROTEIN DOMAINS
reading frame unclear

Ras association (RalGDS/AF−6) domain

Cell cycle and development regulator Mat89Bb

SUPPORTING READ COUNT

Split reads = 76
Discordant mates = 5
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reading frame unclear

Ras association (RalGDS/AF−6) domain

Cell cycle and development regulator Mat89Bb

SUPPORTING READ COUNT

Split reads = 69
Discordant mates = 5
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ras association (RalGDS/AF−6) domain

Cell cycle and development regulator Mat89Bb

SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 4
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Cell cycle and development regulator Mat89Bb

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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reading frame unclear

Ras association (RalGDS/AF−6) domain

Cell cycle and development regulator Mat89Bb

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 6
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Ras association (RalGDS/AF−6) domain

Cell cycle and development regulator Mat89Bb

SUPPORTING READ COUNT

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

Immunoglobulin V−set domain

CD80−like C2−set immunoglobulin domain 

Immunoglobulin domain

SUPPORTING READ COUNT

Split reads = 77
Discordant mates = 0
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Immunoglobulin V−set domain
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SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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SUPPORTING READ COUNT

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

Hr1 repeat

BRO1−like domain

MORN repeat

SUPPORTING READ COUNT

Split reads = 77
Discordant mates = 0
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RHPN2 MORN4

RETAINED PROTEIN DOMAINS
reading frame unclear

Hr1 repeat

BRO1−like domain

MORN repeat

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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SENP6

RETAINED PROTEIN DOMAINS
reading frame unclear

Ulp1 protease family, C−terminal catalytic domain

SUPPORTING READ COUNT

Split reads = 71
Discordant mates = 0
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SENP6

RETAINED PROTEIN DOMAINS
reading frame unclear

Ulp1 protease family, C−terminal catalytic domain

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0



chromosome 6

q14.1

chromosome 6

q14.1

MYO6
ENST00000369975.6

SENP6
ENST00000370010.6

breakpoint1
chr6:75749423

breakpoint2
chr6:75666725

0

8965

C
ov

er
ag

e

1 2 3 4 5 6 7 8 9 10 11 12 13 1415 16 17 18 1920 21 22 23 24 25 26 27 28 29 30 31 32 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 2021 22 23

1 9 10 11 12 13 14 15 16 17 18 19 2021 22 23

4 kbp
introns not to scale

SE
N

P6M
YO

6

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

SENP6

RETAINED PROTEIN DOMAINS
reading frame unclear

Ulp1 protease family, C−terminal catalytic domain

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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SENP6

RETAINED PROTEIN DOMAINS
reading frame unclear

Ulp1 protease family, C−terminal catalytic domain

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
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Ulp1 protease family, C−terminal catalytic domain

SUPPORTING READ COUNT

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

Cadherin, Y−type LIR−motif

Cadherin domain

SUPPORTING READ COUNT

Split reads = 70
Discordant mates = 0
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Cadherin, Y−type LIR−motif

Cadherin domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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reading frame unclear

LIM domain

SUPPORTING READ COUNT

Split reads = 69
Discordant mates = 0
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LIM domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Family of FAM53

LETM1−like, RBD

SUPPORTING READ COUNT

Split reads = 60
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 57
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SAND domain

TNFR/NGFR cysteine−rich region

SUPPORTING READ COUNT

Split reads = 57
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

FGGY family of carbohydrate kinases, N−terminal domain

SUPPORTING READ COUNT

Split reads = 53
Discordant mates = 3



chromosome 3

q23

chromosome 3

q23

GK5
ENST00000392993.7

XRN1
ENST00000392981.7

breakpoint1
chr3:142185929

breakpoint2
chr3:142335509

0

6144

C
ov

er
ag

e

16 1514131211109 8 7 6 5 4 3 2 1 41 403938373635343332313029282726252423222120191817161514131211109 8 7 6 5 4 3 2 1

987654321 4140393837363534

6 kbp
introns not to scale

G
K

5

X
R

N
1

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

GK5 XRN1

RETAINED PROTEIN DOMAINS
reading frame unclear

FGGY family of carbohydrate kinases, N−terminal domain

SUPPORTING READ COUNT

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

Ribosomal protein L7Ae/L30e/S12e/Gadd45 family

Learning−associated protein

SUPPORTING READ COUNT

Split reads = 52
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Microtubule−associated protein Bicaudal−D

SUPPORTING READ COUNT

Split reads = 50
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 2
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Microtubule−associated protein Bicaudal−D
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Split reads = 1
Discordant mates = 0
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No protein domains retained in fusion.
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Split reads = 50
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

IPT/TIG domain

Exocyst complex component Sec5

Transglutaminase family, C−terminal ig like domain

Transglutaminase−like superfamily

Transglutaminase family

SUPPORTING READ COUNT

Split reads = 47
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
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7 transmembrane receptor (Secretin family)

GPCR proteolysis site, GPS, motif 

Calcium−binding EGF domain

SUPPORTING READ COUNT

Split reads = 45
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

TNFR/NGFR cysteine−rich region

SAM domain (Sterile alpha motif)

SUPPORTING READ COUNT

Split reads = 42
Discordant mates = 0
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TNFRSF4 SAMD11

RETAINED PROTEIN DOMAINS
reading frame unclear

TNFR/NGFR cysteine−rich region

SAM domain (Sterile alpha motif)

SUPPORTING READ COUNT

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

Class II Aldolase and Adducin N−terminal domain

FAM193 family C−terminal

SUPPORTING READ COUNT

Split reads = 37
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Myb/SANT−like DNA−binding domain

Virilizer, N−terminal

SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

SNF2−related domain

Virilizer, N−terminal

SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 0
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PUM1 MFAP2

RETAINED PROTEIN DOMAINS
reading frame unclear

ShK domain−like

Microfibril−associated glycoprotein (MAGP)

SUPPORTING READ COUNT

Split reads = 35
Discordant mates = 0
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ShK domain−like

Microfibril−associated glycoprotein (MAGP)

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

ShK domain−like

Microfibril−associated glycoprotein (MAGP)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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reading frame unclear

ShK domain−like

Microfibril−associated glycoprotein (MAGP)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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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 = 34
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

EF hand

PHD domain of transcriptional enhancer, Asx

Asx homology domain

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

EF hand

PHD domain of transcriptional enhancer, Asx

Asx homology domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

HPC2 and ubinuclein domain

Ubinuclein conserved middle domain

BTB/POZ domain

Kelch motif

BTB And C−terminal Kelch

BTB/POZ domain

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 0
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UBN2 KLHL26

RETAINED PROTEIN DOMAINS
reading frame unclear

HPC2 and ubinuclein domain

Ubinuclein conserved middle domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0



chromosome 19

q13.12

chromosome 19

q13.42

ZNF875
ENST00000324411.8

PPP6R1
ENST00000412770.7

breakpoint1
chr19:37347872

breakpoint2
chr19:55247109

0

7004

C
ov

er
ag

e

1 2 3 4 5 6 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 2 3 4 5 24232221201918171615141312111098765432

2 kbp
introns not to scale

ZN
F8

75

PPP6R
1

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

ZNF875 PPP6R1

RETAINED PROTEIN DOMAINS
reading frame unclear

KRAB box

SIT4 phosphatase−associated protein

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

SIT4 phosphatase−associated protein

SUPPORTING READ COUNT

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

Domain of unknown function (DUF4515)

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 0
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Domain of unknown function (DUF4515)

SUPPORTING READ COUNT

Split reads = 6
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reading frame unclear

Domain of unknown function (DUF4515)

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 4
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No protein domains retained in fusion.
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Split reads = 28
Discordant mates = 1
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No protein domains retained in fusion.
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No protein domains retained in fusion.
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AOX1

RETAINED PROTEIN DOMAINS
reading frame unclear

Molybdopterin cofactor−binding domain

Aldehyde oxidase and xanthine dehydrogenase, a/b hammerhead domain

CO dehydrogenase flavoprotein C−terminal domain

FAD binding domain in molybdopterin dehydrogenase

[2Fe−2S] binding domain

2Fe−2S iron−sulfur cluster binding domain

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0
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TIGAR MYBPC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Histidine phosphatase superfamily (branch 1)

Immunoglobulin I−set domain

Fibronectin type III domain

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 2
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PGAP1 HECW2

RETAINED PROTEIN DOMAINS
reading frame unclear

HECT−domain (ubiquitin−transferase)

Helical box domain of E3 ubiquitin−protein ligase HECW1

WW domain

C2 domain

N−terminal domain of E3 ubiquitin−protein ligase HECW1 and 2

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 1
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PGAP1 HECW2

RETAINED PROTEIN DOMAINS
reading frame unclear

N−terminal domain of E3 ubiquitin−protein ligase HECW1 and 2

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1
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ITPR2 CMAS

RETAINED PROTEIN DOMAINS
reading frame unclear

Inositol 1,4,5−trisphosphate/ryanodine receptor

Cytidylyltransferase

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0
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RAB11FIP3

RETAINED PROTEIN DOMAINS
reading frame unclear

FIP domain 

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0
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AXL CYP2B6

RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin domain

Fibronectin type III domain

Cytochrome P450

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0



chromosome 16

q13

chromosome 16

q13

HERPUD1
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HERPUD1 NUP93

RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin family

Nup93/Nic96

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 0
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HERPUD1 NUP93

RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin family

Nup93/Nic96

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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HERPUD1 NUP93

RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin family

Nup93/Nic96

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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SRGAP2B
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SRGAP2B

RETAINED PROTEIN DOMAINS
reading frame unclear

Fes/CIP4, and EFC/F−BAR homology domain

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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SRGAP2B

RETAINED PROTEIN DOMAINS
reading frame unclear

Fes/CIP4, and EFC/F−BAR homology domain

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Fes/CIP4, and EFC/F−BAR homology domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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KMT2E LHFPL3

RETAINED PROTEIN DOMAINS
reading frame unclear

PHD−finger

SET domain

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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KMT2E LHFPL3

RETAINED PROTEIN DOMAINS
reading frame unclear

PHD−finger

SET domain

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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BNC2 NFIB

RETAINED PROTEIN DOMAINS
reading frame unclear

CTF/NF−I family transcription modulation region

SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 0
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RESF1
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ARHGAP26 RESF1

RETAINED PROTEIN DOMAINS
reading frame unclear

BAR domain of APPL family

Domain of unknown function (DUF4617)

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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ARHGAP26 RESF1

RETAINED PROTEIN DOMAINS
reading frame unclear

BAR domain of APPL family

Domain of unknown function (DUF4617)

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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ARHGAP26 RESF1

RETAINED PROTEIN DOMAINS
reading frame unclear

BAR domain of APPL family

Domain of unknown function (DUF4617)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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FBLN2

RETAINED PROTEIN DOMAINS
reading frame unclear

Calcium−binding EGF domain

Complement Clr−like EGF−like

Calcium−binding EGF domain

Coagulation Factor Xa inhibitory site

Anaphylotoxin−like domain

SUPPORTING READ COUNT

Split reads = 18
Discordant mates = 0
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FBLN2

RETAINED PROTEIN DOMAINS
reading frame unclear

Calcium−binding EGF domain

Complement Clr−like EGF−like

Calcium−binding EGF domain

Coagulation Factor Xa inhibitory site

Anaphylotoxin−like domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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FBLN2

RETAINED PROTEIN DOMAINS
reading frame unclear

Calcium−binding EGF domain

Complement Clr−like EGF−like

Calcium−binding EGF domain

Coagulation Factor Xa inhibitory site

Anaphylotoxin−like domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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KLHDC10 CFTR

RETAINED PROTEIN DOMAINS
reading frame unclear

ABC transporter transmembrane region

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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PIAS2

RETAINED PROTEIN DOMAINS
reading frame unclear

PINIT domain

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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reading frame unclear

PINIT domain

SUPPORTING READ COUNT

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

Vacuolar sorting protein 9 (VPS9) domain

Ankyrin repeat

Zinc finger, C2H2 type

Unstructured conserved, between two C2H2−type zinc−fingers

Zinc finger, C2H2 type

C2H2−type zinc−finger domain

Zinc finger, C2H2 type

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Inositol 1,4,5−trisphosphate/ryanodine receptor

Phosphotyrosine interaction domain (PTB/PID)

SAM domain (Sterile alpha motif)

SUPPORTING READ COUNT

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

Inositol 1,4,5−trisphosphate/ryanodine receptor

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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KLHL14 CCDC178

RETAINED PROTEIN DOMAINS
reading frame unclear

BTB/POZ domain

BTB And C−terminal Kelch

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Microtubule−associated protein Bicaudal−D

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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FBXL5 DEFB123

RETAINED PROTEIN DOMAINS
reading frame unclear

Hemerythrin HHE cation binding domain

F−box−like

Leucine Rich repeat

Beta defensin

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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PLEKHN1 SAMD11

RETAINED PROTEIN DOMAINS
reading frame unclear

SAM domain (Sterile alpha motif)

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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BOP1 ARHGAP39

RETAINED PROTEIN DOMAINS
reading frame unclear

RhoGAP domain

MyTH4 domain

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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SUPPORTING READ COUNT

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

2−oxoacid dehydrogenases acyltransferase (catalytic domain)

Biotin−requiring enzyme

e3 binding domain

Biotin−requiring enzyme

2−oxoacid dehydrogenases acyltransferase (catalytic domain)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


