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SUPPORTING READ COUNT
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SUPPORTING READ COUNT
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Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 79
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Protein of unknown function (DUF2678)

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
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Protein of unknown function (DUF2678)

SUPPORTING READ COUNT

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

RasGEF domain

SUPPORTING READ COUNT

Split reads = 66
Discordant mates = 2
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RETAINED PROTEIN DOMAINS
reading frame unclear

Taurine catabolism dioxygenase TauD, TfdA family

Gamma−butyrobetaine hydroxylase−like, N−terminal

SUPPORTING READ COUNT

Split reads = 63
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Taurine catabolism dioxygenase TauD, TfdA family

Gamma−butyrobetaine hydroxylase−like, N−terminal

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

PDZ domain

PDZ domain

SUPPORTING READ COUNT

Split reads = 56
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

PDZ domain

SUPPORTING READ COUNT

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

Protein of unknown function (DUF2678)

SUPPORTING READ COUNT

Split reads = 54
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Lysine methyltransferase

SUPPORTING READ COUNT

Split reads = 50
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Lysine methyltransferase

SUPPORTING READ COUNT

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

Lectin C−type domain

SUPPORTING READ COUNT

Split reads = 38
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Lectin C−type domain

SUPPORTING READ COUNT

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

Ras family

SH3 domain

RhoGAP domain

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

SUPPORTING READ COUNT

Split reads = 33
Discordant mates = 5
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RETAINED PROTEIN DOMAINS
reading frame unclear

Ras family

SH3 domain

RhoGAP domain

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

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

SH3 domain

RhoGAP domain

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

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

SH3 domain

RhoGAP domain

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

SUPPORTING READ COUNT

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

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 24
Discordant mates = 5
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Genes are not protein−coding.

SUPPORTING READ COUNT

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

Lysine methyltransferase

NLI interacting factor−like phosphatase

SUPPORTING READ COUNT

Split reads = 25
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 20
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

RING−variant domain

PDZ domain

SUPPORTING READ COUNT

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

Domain of unknown function (DUF4600)

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

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

Inhibitor of apoptosis−promoting Bax1

SUPPORTING READ COUNT

Split reads = 9
Discordant mates = 0


