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Expanding primary metabolism helps generate the metabolic robustness to facilitate antibiotic biosynthesis in Streptomyces
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Supplementary Figures 
Figure S1: Schematic workflow for the creation of an actinobacterial genome database and subsequent mining of data for gene expansion and phylogenetic analysis. Genomes were selected from NCBI Taxonomy browser and uploaded for annotation to RAST 1. The annotated genomes were used for two different analyses. Firstly, the functional roles were downloaded and for each functional role the number of occurences per genomes were counted in order to obtain an expansion table by comparing the mean of each genus to the overall mean of all genera. Secondly all the genomes were used to extract all protein sequences in fasta format which could then be questioned with a query sequence using blastp2. The hits were aligned in MUSCLE 3,4 and after refinement the alignment was used to construct phylogenetic trees in MrBayes5 and Quicktree
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