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Fig. S1  Ranges of weekly pH changes of Batch 1–3 fermentation fluids during each incubation period.
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Fig. S2 The blue color depth of dyed cotton cloth shows the indigo-reduction sate. The numbers are fermentation days for each batch. Dyeing textiles scanned in the same condition in the samples from Batches 1 and 2, while those from Batch 3 were photographed at each time point independently. 
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Fig. S3 Clustering heat map based on the relative abundance of operational taxonomic units (OTUs) detected in the indigo fermentation Batches 1–3. The resulting out sequences corresponding OTUs were searched in the BLAST database. The classification hierarchy described in brackets depends on database similarity as follows: O, order level (<90% similarity); F, family level (≥90, <95%) and G, genus level (≥95, <98.6%). Batches 1, 2, and 3 are green, red and blue letters, respectively. They show the batch number and incubation period combined. S: sukumo
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Fig. S4. Difference in relative abundances between phase 1 and phase 2 in Batch 1 based on KEGG categories predicted by PICRUSt2 (Level 2 and KEGG pathway mapping). The comparison was made based on the average difference in abundance between phase 1 and phase 2 for each item.  The KEGG pathway entry number is shown brackets in the KEGG pathway mapping column.
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Level 2 KEGG pathway mapping

Superior

phase

Difference of relative

abundane in phases 1

vs. 2 (%)

Amino acid metabolism Glycine, serine and threonine metabolism (ko00260) 1 3.4

Lipid metabolism Fatty acid degradation (ko00071) 1 8.1

Energy metabolism Oxidative phosphorylation (ko00190) 1 9.3

Metabolism of cofactors and vitamins

	Riboflavin metabolism (ko00740)

1 11.4

Lipoic acid metabolism (ko00785) 1 28.5

Cell cycle Sulfur relay system (ko04122) 1 8.3

Replication and repair RNA polymerase (ko03020) 1 7.7

Carbohydrate metabolism Galactose metabolism (ko00052) 2 21.1

Starch and sucrose metabolism (ko00500) 2 8.5

Glycan biosynthesis and metabolism Other glycan degradation (ko00511) 2 37.1

Cellular community - prokaryotes

	Biofilm formation -

 Vibrio cholerae (ko05111) 2 7.0

Biosynthesis of other secondary metabolites Streptomycin biosynthesis (ko00521) 2 6.2

Cell motility Bacterial chemotaxis (ko02030) 2 1.2

Membrane transport Bacterial secretion system (ko03070) 2 3.7

Phosphotransferase system (PTS) (ko02060) 2 42.0

Signal transduction Two-component system (ko02020) 2 4.2

Translation Ribosome (ko03010) 2 4
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