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Supplementary Figure S1. MariClus database view of the species details for Salinispora tropica. The page shows the 

information about the species, such as its taxonomic lineage, genome assembly, publications and culture collection 

number. It also shows the list of clusters and molecules predicted for the species. The molecule Salinosporamide A 

is highlighted in the table as this was our search query. The evidence for the second occurrence of the molecule in 

this species has been expanded, showing more information about the corresponding MIBiG cluster, the number of 

BLAST hits and the scores of each hit to the MIBiG cluster. The user can access the antiSMASH pages of the cluster 

and the molecule by clicking on the icons. The view is limited to the clusters of interest. 

 



 

Supplementary Figure S2. NCBI taxonomy browser results for the top 8 phyla of the MariClus database. The table 

shows the taxonomic names and the number of genomes in each phylum. The Pseudomonadota and Terrabacteria 

group together account for more than 80% of all entries in the bacteria superkingdom (Sayers et al. 2022)[16]. 
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