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Figure S1. Taxonomy of the most homologous KS sequences with the KS sequences of cf fatty acid BGCs identified from the

metagenomes of the sponge-associated bacteria retrieved from NCBI Genbank at phylum/class level (A) and genus level (B)
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Figure S2. Taxonomy of the most homologous KS sequences with the KS sequences of PKS BGCs identified from the metagenomes

of the sponge-associated bacteria retrieved from NCBI Genbank at phylum/class level (A) and genus level (B)
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Figure S3. Taxonomy of the most homologous KS sequences with the KS sequences of aryl propylene BGCs identified from the
metagenomes of the sponge-associated bacteria retrieved from NCBI Genbank at phylum/class level (A) and genus level (B)
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Figure S4. Taxonomy of the most homologous KS sequences with the KS sequences of ladderane BGCs identified from the

metagenomes of the sponge-associated bacteria retrieved from NCBI Genbank at phylum/class level (A) and genus level (B)



