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BonA MODEL VS. CRYSTAL STRUCTURE
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BonA CASP Model T1054

Ca-RMSD AA46-192 = 0.425 A

Model successful for molecular replacement!



BonA MODEL VS. CRYSTAL STRUCTURE




BonA FORMS A DECAMER THAT % MONASH
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CASP14 MODELs LIKELY REPRESENT
MONOMERIC BonA
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BonA from Acinetobacter baumannii forms a divisome-localized decamer
that supports outer envelope function
Grinter et. al. BioRxiv
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