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DIS3L2 ALPI

RETAINED PROTEIN DOMAINS
reading frame unclear

Rrp44−like cold shock domain

Dis3−like cold−shock domain 2 (CSD2)

RNB domain

DIS3−like exonuclease 2 C terminal

Alkaline phosphatase

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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EFTUD2 UBTF

RETAINED PROTEIN DOMAINS
reading frame unclear

116 kDa U5 small nuclear ribonucleoprotein component N−terminus

HMG (high mobility group) box 5

HMG (high mobility group) box

HMG−box domain

HMG (high mobility group) box

SUPPORTING READ COUNT

Split reads = 45
Discordant mates = 0
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EFTUD2 UBTF

RETAINED PROTEIN DOMAINS
reading frame unclear

116 kDa U5 small nuclear ribonucleoprotein component N−terminus

HMG (high mobility group) box 5

HMG (high mobility group) box

HMG−box domain

HMG (high mobility group) box

SUPPORTING READ COUNT

Split reads = 5
Discordant mates = 0
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PCDHA4 PCDHAC1

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 44
Discordant mates = 0
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PCDHA4 PCDHAC2

RETAINED PROTEIN DOMAINS
reading frame unclear

Cadherin−like

Cadherin domain

Cadherin C−terminal cytoplasmic tail, catenin−binding region

SUPPORTING READ COUNT

Split reads = 44
Discordant mates = 0
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APBA1

RETAINED PROTEIN DOMAINS
reading frame unclear

PDZ domain

Phosphotyrosine interaction domain (PTB/PID)

SUPPORTING READ COUNT

Split reads = 43
Discordant mates = 0
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ADORA2B SSH2

RETAINED PROTEIN DOMAINS
reading frame unclear

7 transmembrane receptor (rhodopsin family)

Dual specificity phosphatase, catalytic domain

DEK C terminal domain

SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 0
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SLFN12L

RETAINED PROTEIN DOMAINS
reading frame unclear

Putative DNA−binding domain

SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 1
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Genes are not protein−coding.

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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SNU13 LLPH

RETAINED PROTEIN DOMAINS
reading frame unclear

Ribosomal protein L7Ae/L30e/S12e/Gadd45 family

Learning−associated protein

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0
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SEC16B

RETAINED PROTEIN DOMAINS
reading frame unclear

Sec23−binding domain of Sec16

Vesicle coat trafficking protein Sec16 mid−region

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 1
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RETAINED PROTEIN DOMAINS
reading frame unclear

Sec23−binding domain of Sec16

Vesicle coat trafficking protein Sec16 mid−region

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 2
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SEC16B

RETAINED PROTEIN DOMAINS
reading frame unclear

Sec23−binding domain of Sec16

Vesicle coat trafficking protein Sec16 mid−region

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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METTL16 MAP2K4

RETAINED PROTEIN DOMAINS
reading frame unclear

RNA methyltransferase

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 17
Discordant mates = 0
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METTL16 MAP2K4

RETAINED PROTEIN DOMAINS
reading frame unclear

RNA methyltransferase

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0
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METTL16 MAP2K4

RETAINED PROTEIN DOMAINS
reading frame unclear

RNA methyltransferase

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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RAP1GAP2 NXN

RETAINED PROTEIN DOMAINS
reading frame unclear

Thioredoxin−like domain

Thioredoxin−like

SUPPORTING READ COUNT

Split reads = 15
Discordant mates = 0
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ITGA1

RETAINED PROTEIN DOMAINS
reading frame unclear

Integrin alpha

FG−GAP repeat

von Willebrand factor type A domain

SUPPORTING READ COUNT

Split reads = 13
Discordant mates = 0
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TTC25 ACLY

RETAINED PROTEIN DOMAINS
reading frame unclear

Citrate synthase, C−terminal domain

CoA−ligase

CoA binding domain

ATP citrate lyase citrate−binding

SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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TTC25 ACLY

RETAINED PROTEIN DOMAINS
reading frame unclear

Citrate synthase, C−terminal domain

CoA−ligase

CoA binding domain

ATP citrate lyase citrate−binding

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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No coding regions retained in fusion transcript.

SUPPORTING READ COUNT

Split reads = 11
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 4
Discordant mates = 0


