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Split reads = 1307
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Split reads = 1080
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 698
Discordant mates = 0
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Split reads = 39
Discordant mates = 1
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 1
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Myosin head (motor domain)

Ectropic viral integration site 2A protein (EVI2A)

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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SUPPORTING READ COUNT
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Ligand−binding domain of nuclear hormone receptor

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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SWIRM−associated domain at the N−terminal

short chain dehydrogenase

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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Split reads = 5
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Dynamin family

Dynamin central region

Divergent CRAL/TRIO domain

GTPase−activator protein for Ras−like GTPase

SUPPORTING READ COUNT

Split reads = 10
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 9
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No protein domains retained in fusion.

SUPPORTING READ COUNT
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RETAINED PROTEIN DOMAINS
reading frame unclear

Serpin (serine protease inhibitor)

SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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Dynamin family

Dynamin central region

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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NF1

RETAINED PROTEIN DOMAINS
reading frame unclear

GTPase−activator protein for Ras−like GTPase

Divergent CRAL/TRIO domain

SUPPORTING READ COUNT

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

GTPase−activator protein for Ras−like GTPase

Divergent CRAL/TRIO domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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Dynein heavy chain, N−terminal region 1

Dynein heavy chain C−terminal domain

Dynein heavy chain, N−terminal region 2

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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No protein domains retained in fusion.
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Coiled−coil domain−containing protein 50  N−terminus
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PACS−1 cytosolic sorting protein
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