Supplementary Fig. 1. Morphology of Brevibacillus laterosporus XJ-24-3 isolate. (A)
Colony characteristics of the XJ-24-3 isolate; (B) Spore morphology of XJ-24-3 under
scanning electron microscope.; (C—F) Gram staining of the XJ-24-3 strain after 8, 16, 24
and 32 h of cultivation, respectively
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Supplementary Fig. 2. Growth curve of B. laterosporus XJ-24-3



Supplementary Fig. 3. Haemolytic test of Brevibacillus laterosporus XJ-24-3 isolate on 5% sheep blood
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Supplementary Fig. 4. Analysis of gene clusters coding antibacterial substances in the genome of Brevibacillus laterosporus
XJ-24-3 isolate



