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[bookmark: _GoBack]Figure S1. PCR conformation of in-frame deletion mutants and ΔleuB complementary strains. 
For mutants, the primer pairs located ~500 bp up- and down-stream of target genes were used and the PCR fragments of mutants would be shorter than those of the wild type strain PXO99A. For complementary strains, the primer pairs located at the translational start and end sites of leuB were used and about 900 bp PCR products were obtained.
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