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SUPPORTING READ COUNT

Split reads = 2178
Discordant mates = 4
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Sterile alpha motif (SAM)/Pointed domain
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Split reads = 1299
Discordant mates = 0
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SUPPORTING READ COUNT

Split reads = 626
Discordant mates = 4
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SUPPORTING READ COUNT

Split reads = 531
Discordant mates = 2
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SUPPORTING READ COUNT

Split reads = 524
Discordant mates = 2
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SUPPORTING READ COUNT
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Na+/Pi−cotransporter

Protein kinase domain

SUPPORTING READ COUNT

Split reads = 385
Discordant mates = 13
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SUPPORTING READ COUNT

Split reads = 3
Discordant mates = 10
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Discordant mates = 3
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Split reads = 225
Discordant mates = 2
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SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 2
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