Inferred conserved binding residues

Inferred binding site of

Helicobocter pyroli

Ohserved binding site of

}rErJ.'I;IIII.\fl!_A S Chain A, Crystal Structuze Of P.Aeruginesa Peptide Deformylase Peptide deformylase of Peptide deformylase | Helicobocter pyrofi
Complexed With Antibiotic Actinonin P.oeruginosa (PDR1IN1) residues mapped Peptide deformylase
pdb| 1IX1|B Chain B, Crystal 3cructurs 0f P.Asruginosa Peptide Deformylase from 1IX1 {FDBE -1EWS)
Complexed Wich Antibiotic Actinonin
Length=171
P43 G44 145 Gde EGIG E42 543 144 G45
Score = 140 bits (354), Expect = Ze-34, Mecthod: Compositional matrix adjuat.
Identities = 34/184 (45%), Pozitivez = 115/184 (62%), Gapa = 19/184 (10%) =
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