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S1. Localization of blay,, , gene in genome of Pseudomonas aeruginosa MMAS3.

A — PFGE DNA hybridization of P. aeruginosa MMAR&3 genome with blayp,,, gene probe . Total DNA: nontreated (Lane 1), treated with S1
nuclease 30 min (Lane 2), treated with S1 nuclease 45 min (Lane 3), A concatamers (New England Biolabs) (Lane 4), Spel (Lane 5), BamHI (Lane
6), A EcoRI-HindIIl (Fermentas, Lithuania) (Lane 7), 1 kb DNA Ladder (Fermentas, Lithuania) (Lane 8), A HindIII (Fermentas, Lithuania).

B — Restriction digestion of P. aeruginosa MMARS3 total DNA and hybridization with blay,, , gene probe. Total DNA: Nofl (Lane 1), Kpnl (Lane

2), Clal (Lane 3), Xhol (Lane 4), EcoRI (Lane 5), BamHI (Lane 6), Xbal-BamHI (Lane 7), Xbal (8), pPLAFRbamNDM digested with Xbal-BamHI
(9), pPLAFRbamNDM digested with Xbal (10), L - 1 kb DNA Ladder (Fermentas, Lithuania).



