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Comparisons of bacteria PH domains with eukaryotic PH domains. (a) Representative PH domains
shown in same orientations: PHb1(s) (PDB ID: 3dcx 3), uncharacterized protein PA2021 from
Pseudomonas aeruginosa (PDB ID: 1ywy &), the GRAM-PH domain myotubularin of (PDB ID:
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SH complexed with inositol- 5)-tetrakisphosphate
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