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Figure S1. Expression of KS domain-containing genes on scaffolds of S. minutum. Read coverages of RNAseq (gray line)

on KS domain-containing genes (surrounded by green) show expression in our standard cultured conditions. In addition, the SL
sequence containing reads (red line) from transcription start site (TSS) library suggest large multifunctional genes are expressed
as a transcript that is not trans-spliced. Red arrows show trans-spliced sites, located internally in KS domain-containing genes.
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Figure S2. Molecular phylogenetic tree of Type I and Type II KS domains from prokaryotic
and eukaryotic PKS and FAS, analyzed by a maximum likelihood. Type II KS and acyl
carrier protein synthases (ACPS) were used as outgroups. Bootstrap values > 50% are marked
at appropriate nodes. Details regarding S. minutum sequences are provided in Table 1.
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