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E3 ubiquitin−protein ligase Arkadia N−terminus
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Ciliary basal body−associated, B9 protein

Tetraspanin family
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RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)

Sorting nexin C terminal

Regulator of G protein signaling domain

PX domain

Regulator of G protein signaling domain

PXA domain
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Fanconi anaemia group A protein
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Fanconi anaemia group A protein
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Fanconi anaemia group A protein N terminus

Protein kinase domain
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SH3 domain
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CRAL/TRIO, N−terminal domain

PRELI−like family
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SUPPORTING READ COUNT

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

Split reads = 59
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 40
Discordant mates = 0
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SUPPORTING READ COUNT
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Discordant mates = 0
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SPRY domain

SUPPORTING READ COUNT

Split reads = 29
Discordant mates = 8
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SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 1
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reading frame unclear

Ephrin

I−kappa−kinase−beta NEMO binding domain

IQBAL scaffold dimerization domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 2
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Clathrin adaptor complex small chain

SUPPORTING READ COUNT

Split reads = 30
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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Apoptosis regulator proteins, Bcl−2 family

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 = 28
Discordant mates = 4
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SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 3
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SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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von Willebrand factor type A domain

Anthrax receptor extracellular domain

TNF(Tumour Necrosis Factor) family 

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 3
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SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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MRPS14 TNR

RETAINED PROTEIN DOMAINS
reading frame unclear

Fibrinogen beta and gamma chains, C−terminal globular domain

Fibronectin type III domain

EGF−like domain

Tenascin EGF domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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SPAG9 MBTD1

RETAINED PROTEIN DOMAINS
reading frame unclear

JNK_SAPK−associated protein−1

mbt repeat

SUPPORTING READ COUNT

Split reads = 19
Discordant mates = 0
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SPAG9 MBTD1

RETAINED PROTEIN DOMAINS
reading frame unclear

JNK_SAPK−associated protein−1

mbt repeat

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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SPAG9 MBTD1

RETAINED PROTEIN DOMAINS
reading frame unclear

JNK_SAPK−associated protein−1

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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SPAG9 MBTD1

RETAINED PROTEIN DOMAINS
reading frame unclear

JNK_SAPK−associated protein−1

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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SPAG9 MBTD1

RETAINED PROTEIN DOMAINS
reading frame unclear

JNK_SAPK−associated protein−1

mbt repeat

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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MIPOL1 TTC6

RETAINED PROTEIN DOMAINS
reading frame unclear

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat

Tetratricopeptide repeat

SUPPORTING READ COUNT

Split reads = 17
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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ATG16L2 C11orf80

RETAINED PROTEIN DOMAINS
reading frame unclear

Autophagy protein 16 (ATG16)

WD domain, G−beta repeat

Domain of unknown function (DUF4554)

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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ELF2 EGFLAM

RETAINED PROTEIN DOMAINS
reading frame unclear

Transcription factor protein N terminal

Ets−domain

Laminin G domain

EGF−like domain

Laminin G domain

EGF−like domain

Laminin G domain

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Transcription factor protein N terminal

Ets−domain

Laminin G domain

EGF−like domain

Laminin G domain

EGF−like domain

Laminin G domain

SUPPORTING READ COUNT

Split reads = 4
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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KDM4B CYP4F22

RETAINED PROTEIN DOMAINS
reading frame unclear

jmjN domain

JmjC domain, hydroxylase

PHD−finger

PHD−zinc−finger like domain

Jumonji domain−containing protein 2A Tudor domain

Cytochrome P450

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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SMYD3 AHCTF1

RETAINED PROTEIN DOMAINS
reading frame unclear

SET domain

MYND finger

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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SMYD3 AHCTF1

RETAINED PROTEIN DOMAINS
reading frame unclear

SET domain

MYND finger

Nuclear pore complex assembly

beta−propeller of ELYS nucleoporin

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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WWP2 STARD9

RETAINED PROTEIN DOMAINS
reading frame unclear

START domain

FHA domain

Kinesin motor domain

SUPPORTING READ COUNT

Split reads = 8
Discordant mates = 0
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GMEB1 RCC1

RETAINED PROTEIN DOMAINS
reading frame unclear

SAND domain

Regulator of chromosome condensation (RCC1) repeat

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 1
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HERC2

RETAINED PROTEIN DOMAINS
reading frame unclear

Regulator of chromosome condensation (RCC1) repeat

Cytochrome b5−like Heme/Steroid binding domain

Mib_herc2

Mouse development and cellular proliferation protein Cullin−7

Zinc finger, ZZ type

Anaphase−promoting complex, subunit 10 (APC10)

Regulator of chromosome condensation (RCC1) repeat

HECT−domain (ubiquitin−transferase)

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0


