Table $4. Analysis of bacterial susceptibility to P. putida BW11M1. List of nonXanthomonas
bacteria used as indicators.

Bacterial strain Source or reference*

Gram-negative bacteria
a-Proteobacteria

Agrobacterium tumefaciens A208 [1]
Azospirillum brasilense Sp7 [2]
Sohingomonas wittichii RW1 [3]
B-Proteobacteria
Bordetella avium 197N [4]
Burkholderia cepacia LMG 1222 BCCM
Burkholderia viethamiensis LMG 10927 BCCM
Variovorax paradoxus LMG 1797 BCCM
y-Proteobacteria
Aeromonas hydrophila ATCC 7966 ATCC
Citrobacter freundii ATCC 8090 ATCC
Enterobacter aerogenes ATCC 13048 ATCC
Erwinia amylovora CFBP 1430 CFBP
Klebsiella pneumoniae ATCC 13883 ATCC
Proteus vulgaris LMM 2011 LMM®
Salmonella enteritidis ATCC 13076 ATCC
Serratia entomophila DSM 12358 DSMZ
Shigella flexneri LMG 10472 BCCM
Yersinia enterocolitica LMG 7899 BCCM
Gram-positive bacteria
Firmicutes
Lactobacillus plantarum LMG-P21295 [5]
Lactobacillus rhamnosus GG (LMG 6400) BCCM
Bacillus megaterium ATCC 13632 ATCC
Bacillus subtilisLMG 7135 BCCM
Saphylococcus aureus ATCC 6358 ATCC
Actinobacteria
Rhodococcus erythropolis N11 [6]
Mycobacterium smegmatis DSM 43756 DSMZ
Streptomyces coelicolor A3(2) DSMZ
Streptomyces lividans TK24 [7]

4 BCCM, Belgian Coordinated Collections of Microonigms

P ATCC, American Type Culture Collection

“CFBP: French Collection of Plant-associated Baater

dLMM: Laboratory of Food Microbiology, KU Leuven

®*DSMZ: Leibniz Institute DSMZ-German Collection ofidloorganisms and Cell Cultures
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