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FGFR3 TACC3

RETAINED PROTEIN DOMAINS
reading frame unclear

Immunoglobulin I−set domain

Protein kinase domain

Transforming acidic coiled−coil−containing protein (TACC), C−terminal

SUPPORTING READ COUNT

Split reads = 47
Discordant mates = 1
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Kinesin motor domain
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Split reads = 31
Discordant mates = 1
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Immunoglobulin I−set domain
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Variant SH3 domain

IRSp53/MIM homology domain
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Split reads = 26
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Intermediate filament protein

Protein kinase domain

Tyrosine kinase receptor A trans−membrane domain
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Split reads = 24
Discordant mates = 0
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CLIP, MHC2 interacting

Class II MHC−associated invariant chain trimerisation domain

Protein kinase domain
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Split reads = 18
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'Paired box' domain

Paired−box protein 2 C terminal

Ligand−binding domain of nuclear hormone receptor

Zinc finger, C4 type (two domains)

PPAR gamma N−terminal region
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Split reads = 18
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PB1 domain

Protein kinase domain

Tyrosine kinase receptor A trans−membrane domain

SUPPORTING READ COUNT

Split reads = 16
Discordant mates = 0
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Tropomyosin
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Tyrosine kinase receptor A trans−membrane domain
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Receptor L domain

Furin−like cysteine rich region

Receptor L domain

Growth factor receptor domain IV
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Sterile alpha motif (SAM)/Pointed domain

Protein kinase domain
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Split reads = 14
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Putative DNA−binding domain
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Nuclear coactivator

Protein kinase domain
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Split reads = 9
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Uncharacterized conserved protein H4 (DUF2046)

Protein kinase domain
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Split reads = 8
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