CytC3 (3GJA) CheX (1XKO)

S10 Fig. Structure comparison of the NI-HG and the chemotaxis phosphatase. The
structure of CmaB (AAO58149) from Pseudomonas syringae was predicted based on the
crystal structure of SyrB2 (2FCU), using the SWISS-MODEL homology-modeling

SCrver.



