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A. MultiGeneBlast search with the Leptosphaeria maculans sirodesmin biosynthesis gene cluster as
query. The results match those of Fox & Howlett (2008), who found similarity between this sirodesmin
biosynthesis gene cluster and the gene cluster for the biosynthesis of gliotoxin from Aspergillus
fumigatus (shown in the results as hit nr 5). Two gene clusters with still different architectures from
Aspergillus flavus and Penicillium marneffei show up as hits nrs 3 and 4, and may encode different and
yet unknown molecules from the same structural family.
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B. MultiGeneBlast search with the Aspergillus nidulans aflatoxin/sterigmatocystin biosynthesis gene
cluster as query. The results match those of Slot & Rokas (2011), who showed that Podospora anserina
possesses a gene cluster highly similar to those in Aspergillus nidulans and Aspergillus flavus. The P.
anserina gene cluster is hit nr 3. Additionally, a number of other homologous gene clusters from
Aspergillus and one from Emericella are identified by MultiGeneBlast.
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C. MultiGeneBlast search with the clorobiocin biosynthesis gene cluster as query, matching the results of
Pojer (2011), who compared the gene clusters encoding the biosynthesis of clorobiocin, coumermycin
(hit nr 2) and novobiocin (hit nr 3), which have different combinations of subclusters encoding different
combinations of chemical moieties in the final compound. Besides these gene clusters, evolutionary
similarities with the gene clusters encoding phenalinolactone (hit nr 4) and simocyclinone (hits nr 8-10)
are also detected, matching subclusters encoding the shared pyrrole and coumarin chemical moieties,
respectively.
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D. MultiGeneBlast search with the cladoniamide biosynthesis gene cluster as query, matching the results
of Ryan (2011), who compared the gene clusters encoding the biosynthesis of cladoniamide, BE-54017,
rebeccamycin, AT2433, K252a and staurosporine.
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E. MultiGeneBlast search with the Xanthomonas gardneri lipopolysaccharide biosynthesis gene cluster
as query. The results match those of Potnis et al. (2011), who compared the gene clusters of
Xanthomonas gardneri, Xanthomonas vesicatoria, and Xanthomonas campestris pv. vesicatoria.
Additionally, a number of additional gene cluster variants from other species can be observed.
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