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SUPPORTING READ COUNT

Split reads = 363
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 204
Discordant mates = 0
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No protein domains retained in fusion.

SUPPORTING READ COUNT

Split reads = 196
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 33
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SUPPORTING READ COUNT

Split reads = 23
Discordant mates = 2
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Split reads = 7
Discordant mates = 1
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Split reads = 3
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SUPPORTING READ COUNT

Split reads = 189
Discordant mates = 7
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Discordant mates = 1
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SUPPORTING READ COUNT

Split reads = 166
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 125
Discordant mates = 1
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