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Antifungal genome mining and genetics in filamentous actinomycete bacteria isolated from local soils
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E nVI ro n m e nta I I SO I at I O n Table 1: Bioassay results of environmental isolate strains to bacterial and fungal indicators. Figure 6: Gene map of S. coelicolor SCO4848 with pJMD5 integrated into ®BT1 attB site
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Figure 11: Gel electrophoresis of PTM CHdes screen (A) vs. DH1/DH2 screen (B) of
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Table 2: Conjugal donors and Streptomyces recipients used in control conjugations.
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