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reading frame unclear

Granin (chromogranin or secretogranin)

SUPPORTING READ COUNT

Split reads = 106
Discordant mates = 1
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No protein domains retained in fusion.
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Split reads = 42
Discordant mates = 0
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Calcineurin−like phosphoesterase

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 1
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Split reads = 14
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 2
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Calcineurin−like phosphoesterase

Serine−threonine protein phosphatase N−terminal domain

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 2
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Calcineurin−like phosphoesterase
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Split reads = 9
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Calcineurin−like phosphoesterase
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Split reads = 4
Discordant mates = 0
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Calcineurin−like phosphoesterase

Serine−threonine protein phosphatase N−terminal domain

SUPPORTING READ COUNT

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

Cadherin prodomain like

Cadherin domain

Copine

SUPPORTING READ COUNT

Split reads = 28
Discordant mates = 0
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Cadherin prodomain like
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Copine

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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Copine

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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Cadherin prodomain like
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Copine

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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reading frame unclear

Leucine rich repeat

von Willebrand factor type C domain

Animal haem peroxidase

Immunoglobulin I−set domain

Immunoglobulin domain

Immunoglobulin I−set domain

Leucine rich repeat

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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von Willebrand factor type C domain

Animal haem peroxidase

Immunoglobulin I−set domain

Immunoglobulin domain

Immunoglobulin I−set domain

Leucine rich repeat

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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reading frame unclear

Rad51

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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Homeodomain

Protein of unknown function (DUF3528)

SUPPORTING READ COUNT

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

von Willebrand factor type A domain

Collagen triple helix repeat (20 copies)

Putative serine esterase (DUF676)

Protein FAM135 

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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AT hook motif

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 5
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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Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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Split reads = 2
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No protein domains retained in fusion.
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No protein domains retained in fusion.
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G−protein alpha subunit

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

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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Trypsin

Vitamin K epoxide reductase family
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