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SUPPORTING READ COUNT

Split reads = 215
Discordant mates = 0
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Split reads = 158
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 69
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SUPPORTING READ COUNT

Split reads = 57
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 56
Discordant mates = 0
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Intermediate filament protein
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Tyrosine kinase receptor A trans−membrane domain

SUPPORTING READ COUNT

Split reads = 51
Discordant mates = 0
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Uncharacterized conserved protein H4 (DUF2046)

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 44
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 32
Discordant mates = 0
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Split reads = 32
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CLIP, MHC2 interacting

Class II MHC−associated invariant chain trimerisation domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 27
Discordant mates = 0
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Sterile alpha motif (SAM)/Pointed domain

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 26
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 0
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Nuclear coactivator
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SUPPORTING READ COUNT

Split reads = 22
Discordant mates = 1
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Tyrosine kinase receptor A trans−membrane domain

SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 12
Discordant mates = 0
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Split reads = 7
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Split reads = 2
Discordant mates = 0
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