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SUPPORTING READ COUNT
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SUPPORTING READ COUNT

Split reads = 68
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SUPPORTING READ COUNT

Split reads = 20
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Putative DNA−binding domain
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Genes are not protein−coding.
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Putative DNA−binding domain
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Zinc finger, C2H2 type
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Split reads = 46
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C−terminal domain of 1−Cys peroxiredoxin

AhpC/TSA family

SUPPORTING READ COUNT

Split reads = 43
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SUPPORTING READ COUNT

Split reads = 5
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