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Clad. . Tot. Tot. Use. Trans. Rea. Rea.
Val Reassigned count Telford Genes count Val Genes count Prob
KlactA ACA False False 46 0.065814 6 41 False 1 2 0.000
BcaliA ACA False False 50 -0.060999 10 41 False 1 1 0.000

LkluyC ACA False False 41 0.028129 7 36 False 1 1 0.000
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