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Supplementary Fig. 2 Multiple sequence alignment for HSPHZZ and its homologs. An alignment was carried out using Clustal W program with manual adjusting. The conserved GADGA motif is in shallow. Abbreviation: HSPHZZ from Pseudomonas sp. ZZ-5; WP_013973865.1 from Pseudomonas putida S16; WP_031302470.1 from Pseudomonas sp. EGD-AK9; WP_064613869.1 from Pseudomonas sp. JY-Q; WP_035209888.1 from Agrobacterium tumefaciens S33. 
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