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Table S1. Gene clusters typepredicted by antiSMASH 3.0.5
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Figure S1. BPI chromatograms profile from ethyl acetate extracts of S. wadayamensis fermentation (GYM, V, RAS3, B,
C, 8, A, INA, GPMY) obtained by using UPLC-MS.
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Figure S2. ESI(+) FT-ICR-MS of Streptomyces A23 crude extract (A medium) showing protonated Desferoxamine E
(601.3552, C,7H4gNsQy); the fragmentation pattern of this class of compounds corresponds to neutral loss
succinylcadaverine (neutral loss of 200 Da).
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Figure S3. ESI(-) FT-ICR-MS/MS of Streptomyces A23 crude extract (AFMS medium) showing fragmentation of
deprotonated antimycin analogues: (A) antimycins A2 and/or A8 of m/z 533.2348; (B) antimycin A10 and/or A15 of
m/z of 561.2733; (C) antimycin A3 and/or A7 of m/z of 519.2157; and (D) antimycin A4 of m/z 505.2202.
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Figure S4. ESI(+) FT-ICR-MS/MS of Streptomyces A23 crude extract (Anti 2 medium) showing fragmentation and

annotation of the ion of m/z 912.6269 corresponding to a possible linear NRPS.



