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SUPPORTING READ COUNT

Split reads = 80
Discordant mates = 3
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Split reads = 3
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SUPPORTING READ COUNT

Split reads = 71
Discordant mates = 2
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Inhibitor of Apoptosis domain

Integrin alpha

SUPPORTING READ COUNT

Split reads = 52
Discordant mates = 4
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SUPPORTING READ COUNT

Split reads = 36
Discordant mates = 6
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Split reads = 20
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SUPPORTING READ COUNT

Split reads = 14
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Domain of unknown function (DUF3504)
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 35
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SUPPORTING READ COUNT

Split reads = 31
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 21
Discordant mates = 1
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 4
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SUPPORTING READ COUNT

Split reads = 4
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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RETAINED PROTEIN DOMAINS
reading frame unclear

STAS domain

Sulfate permease family

SUPPORTING READ COUNT

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

STAS domain

Sulfate permease family

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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PSMB2 CELF4

RETAINED PROTEIN DOMAINS
reading frame unclear

Proteasome subunit

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

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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PSMB2

RETAINED PROTEIN DOMAINS
reading frame unclear

Proteasome subunit

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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SYK

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SH2 domain

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SH2 domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 1
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SYK

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SH2 domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1
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SYK

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

SH2 domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 1
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MB21D2 FGF12

RETAINED PROTEIN DOMAINS
reading frame unclear

Fibroblast growth factor

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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CENPP ASZ1

RETAINED PROTEIN DOMAINS
reading frame unclear

CENP−A−nucleosome distal (CAD) centromere subunit, CENP−P

SAM domain (Sterile alpha motif)

Ankyrin repeats (3 copies)

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

FGGY family of carbohydrate kinases, N−terminal domain

FGGY family of carbohydrate kinases, C−terminal domain

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

FGGY family of carbohydrate kinases, N−terminal domain

FGGY family of carbohydrate kinases, C−terminal domain

SUPPORTING READ COUNT

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

Domain of unknown function (DUF4517)

Immunoglobulin domain

Immunoglobulin I−set domain

Immunoglobulin domain

Immunoglobulin I−set domain

Immunoglobulin domain

CD80−like C2−set immunoglobulin domain 

Immunoglobulin V−set 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 = 4
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Collagen triple helix repeat (20 copies)

Calcium−binding EGF 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 = 4
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

AT hook motif

SUPPORTING READ COUNT

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

AT hook motif

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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TRIO TMEM272

RETAINED PROTEIN DOMAINS
reading frame unclear

CRAL/TRIO domain

SUPPORTING READ COUNT

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

Signal peptidase, peptidase S26 

SUPPORTING READ COUNT

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

Transcription factor S−II (TFIIS), central domain

7 transmembrane receptor (Secretin family)

GPCR proteolysis site, GPS, motif 

GPCR−Autoproteolysis INducing (GAIN) domain

Hormone receptor domain

Thrombospondin type 1 domain

Adhesion GPCR B N−terminal region

SUPPORTING READ COUNT

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

Transcription factor S−II (TFIIS), central domain

SPOC domain

7 transmembrane receptor (Secretin family)

GPCR proteolysis site, GPS, motif 

GPCR−Autoproteolysis INducing (GAIN) domain

Hormone receptor domain

Thrombospondin type 1 domain

Adhesion GPCR B N−terminal region

SUPPORTING READ COUNT

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

Transcription factor S−II (TFIIS), central domain

7 transmembrane receptor (Secretin family)

GPCR proteolysis site, GPS, motif 

GPCR−Autoproteolysis INducing (GAIN) domain

Hormone receptor domain

Thrombospondin type 1 domain

SUPPORTING READ COUNT

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

Transcription factor S−II (TFIIS), central domain

SPOC domain

7 transmembrane receptor (Secretin family)

GPCR proteolysis site, GPS, motif 

GPCR−Autoproteolysis INducing (GAIN) domain

Hormone receptor domain

Thrombospondin type 1 domain

Adhesion GPCR B N−terminal region

SUPPORTING READ COUNT

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

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

Heterogeneous nuclear ribonucleoprotein Q acidic domain

SUPPORTING READ COUNT

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

Concanavalin A−like lectin/glucanases superfamily

Neurobeachin/BDCP, DUF4704 alpha solenoid region

Neurobeachin−like, DUF1088

Variant SH3 domain

SH3 domain

Variant SH3 domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 1
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