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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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UBE2G1 MYH2

RETAINED PROTEIN DOMAINS
reading frame unclear

Ubiquitin−conjugating enzyme

Myosin tail

Myosin head (motor domain)

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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VAPB GNAS

RETAINED PROTEIN DOMAINS
reading frame unclear

MSP (Major sperm protein) domain

G−protein alpha subunit

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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ARRDC1 NBPF3

RETAINED PROTEIN DOMAINS
reading frame unclear

Arrestin (or S−antigen), N−terminal domain

Olduvai domain

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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ITSN1 RPRD1A

RETAINED PROTEIN DOMAINS
reading frame unclear

Cytoskeletal−regulatory complex EF hand

Cell−cycle alteration and expression−elevated protein in tumour

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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URB2 HOOK1

RETAINED PROTEIN DOMAINS
reading frame unclear

HOOK protein coiled−coil region

SUPPORTING READ COUNT

Split reads = 2
Discordant mates = 0
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DCUN1D1 VDAC1

RETAINED PROTEIN DOMAINS
reading frame unclear

UBA−like domain

Eukaryotic porin

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0


