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Fig. S1. Phylogenetic multi locus sequence typing (MLSA) tree of isolated strains.



Fig. S2. lllustration of a bioassay test.
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Fig S3. Schematization of the biosynthesis pathways along the chromosome of the strains studied.
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Fig. S4. Distribution of GS/MS features in strains.
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Table S1. Bioassay evaluation of growth inhibition by Streptomyces.

Receiver strain

Streptomyces Paenisporosarcina Rhodococcus Bacillus

RPA4-5 S1D4-11 RPA4-2 RLB1-33 RLB1-9 RLA2-12 RLB1-8 S1D4-23 RB2.1-N3 RB2.2-N6 RB2.1-N6 RB2.2-N4
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