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BGC0000437: Syringomycin biosynthetic gene cluster (100% of genes show similarity)
BGC0001416: Nunapeptin / nunamycin biosynthetic gene cluster (82% of genes show similarity)
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BGC0000329: Corpeptin biosynthetic gene cluster (58% of genes show similarity)
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BGC0001389: Cichopeptin biosynthetic gene cluster (70% of genes show similarity)
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BGC0000443: Thanamycin biosynthetic gene cluster (47% of genes show similarity)
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BGC0000425: Sessilin biosynthetic gene cluster (52% of genes show similarity)
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BGC0001346: Bananamides biosynthetic gene cluster (47% of genes show similarity)

BGC0000447: Tolaasin biosynthetic gene cluster (58% of genes show similarity)
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BGC0000399: Orfamide biosynthetic gene cluster (41% of genes show similarity)
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BGC0000438: Syringopeptin biosynthetic gene cluster (100% of genes show similarity)
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BGC0001389: Cichopeptin biosynthetic gene cluster (100% of genes show similarity)
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BGC0000437: Syringomycin biosynthetic gene cluster (66% of genes show similarity)
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BGC0001416: Nunapeptin / nunamycin biosynthetic gene cluster (66% of genes show similarity)
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FIGURE S3 | (A) KnownClusterBlast alignment of gene clusters similar to the query gene cluster



(brasmycin and braspeptin). The top nine hits to the brasmycin and braspeptin NRPS gene cluster from
Pseudomonas sp.11K1 are displayed. (B) KnownClusterBlast alignment of gene clusters similar to the query
gene cluster (brasamide). The top four hits to the brasamide NRPS gene cluster from Pseudomonas sp.11K1
are displayed. Similar genes (BLAST e-value <1E-05, 30% minimal sequence identity; shortest BLAST
alignment coverage >25% of the sequence) are presented in the same colors. White-colored genes yielded no
BLAST hits between gene clusters. The percentage of genes in the query cluster that are present in the hit
cluster is included as extra information in brackets. Hyperlinks to the MiBiG repository are included.



