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Percentage (%) sequence identity of SufE-like domains
Et MnmATg MnmATa MnmABm MnmAPf MnmAPf SufEEc SufE
10.8813.3920.6214.3920.5143.84Ec SufE
13.0713.7720.7110.8827.5943.84Pf SufE
15.0418.535.4816.5227.5920.51Pf MnmA
22.924.0220.8316.5210.8814.39Bm MnmA
16.2319.9220.8335.4820.7120.62Ta MnmA

27.0719.9224.0218.513.7713.39Tg MnmA
27.0716.2322.915.0413.0710.88Et MnmA

Root mean square deviation 
(RMSD, Å) values for structural 
alignments of Ec SufE (PDB id: 
1MZG) with homology models 
of Pf SufE and SufE-like 
domains of apicomplexan 
MnmA orthologs
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