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Primer list. 5 
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List of 50 genes used for the multilocus sequence analysis.  8 
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Predicted member genes of the IdeR regulon in Streptomyces sp. MA5143a. 11 
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Comparison of the NIS gene cluster MA_5143a_04105 to MA_5143a_04110 and the desferrioxamine 14 

gene cluster (MiBiG entry BGC0000940) of Streptomyces coelicolor. 15 
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Table S4 30 

Predicted IdeR-binding motifs upstream of vioC-like genes. 31 
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Figure S1 33 

  34 

Phylogenetic tree allocating Streptomyces sp. MA5143a in the Streptomyces genera. Maximum 35 

likelihood tree based on 50 housekeeping genes showing Streptomyces sp. MA5143a (marked in green) 36 

and its relatives. Strains with verified EDHA cluster in their genome are marked by asterisks. Numbers 37 

at branch points indicate bootstrap percentages (based on 1000 replicates); only values >50 % are 38 

shown. Bar, 0.02 substitutions per nucleotide position; T, indicates type strains.39 



 

Figure S2 40 

 41 

Overlay of measured isotope pattern of the putative EDHA copper adduct and calculated isotope 42 

pattern for C12H22N5O7Cu.The calculated (blue) and the measured (black) isotope pattern match well, 43 

confirming the presence of Cu in the complex. Due to the limited mass resolution of the ion trap used, 44 

isotope peaks arising from 65Cu/13C2/13C15N etc. cannot be distinguished. The isotope pattern has been 45 

calculated using the software Universal Mass Calculator 3.7. 46 
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Figure S3 67 

 68 

Trace metal-dependent transcriptional pattern of MA_5143a_00502 – MA_5143a_00506. The gene 69 

names are indicated at the top of the gels. Cultures were grown in production media supplemented 70 

with no additional ion, 60 mg L-1 Fe(III)citrate or 25 µM ZnSO4, NiSO4, MnSO4 or CoSO4 and samples 71 

were taken after 72 h of incubation to isolate RNA. sigB was used as a housekeeping gene to normalize 72 

the cDNA.  73 
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