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SUPPORTING READ COUNT

Split reads = 195
Discordant mates = 1
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 175
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 105
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 61
Discordant mates = 2
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Split reads = 30
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 6
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 2
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Split reads = 1
Discordant mates = 0
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Transcription factor S−II (TFIIS)

Transcription factor S−II (TFIIS), central domain

TFIIS helical bundle−like domain

SUPPORTING READ COUNT

Split reads = 151
Discordant mates = 0
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SUPPORTING READ COUNT
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Discordant mates = 0
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Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 65
Discordant mates = 0
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TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0
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TVP23C CDRT4

RETAINED PROTEIN DOMAINS
reading frame unclear

Eukaryotic protein of unknown function (DUF846)

CMT1A duplicated region transcript 4 protein

SUPPORTING READ COUNT

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

Phosphotyrosine−binding domain

SH2 domain

SUPPORTING READ COUNT

Split reads = 39
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

RFX DNA−binding domain

ARID/BRIGHT DNA binding domain

SUPPORTING READ COUNT

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

RFX DNA−binding domain

ARID/BRIGHT DNA binding domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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MAP4K3 CRHR2

RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

7 transmembrane receptor (Secretin family)

Hormone receptor domain

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Protein kinase domain

7 transmembrane receptor (Secretin family)

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

WW domain

SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

WW domain

SUPPORTING READ COUNT

Split reads = 7
Discordant mates = 0
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SPPL2B PSPN

RETAINED PROTEIN DOMAINS
reading frame unclear

PA domain

Signal peptide peptidase

Transforming growth factor beta like domain

SUPPORTING READ COUNT

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

Enhancer of polycomb−like

PHD−finger

PHD−zinc−finger like domain

Bromodomain

ThiF family

Ubiquitin−like modifier−activating enzyme ATG7 N−terminus

SUPPORTING READ COUNT

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

PDZ domain

DIL domain

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Glutathione S−transferase, C−terminal domain

Glutathione S−transferase, C−terminal domain

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Glutathione S−transferase, C−terminal domain

Glutathione S−transferase, C−terminal domain

SUPPORTING READ COUNT

Split reads = 14
Discordant mates = 0
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RETAINED PROTEIN DOMAINS
reading frame unclear

Glutathione S−transferase, C−terminal domain

SUPPORTING READ COUNT

Split reads = 1
Discordant mates = 0
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CCDC169 SOHLH2

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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CCDC169 SOHLH2

RETAINED PROTEIN DOMAINS
reading frame unclear

Domain of unknown function (DUF4600)

Helix−loop−helix DNA−binding domain

SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 0


