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Supplementary Figures and Tables 
 
Supplementary Figure 1. Fluorescence activated sorting of microbial aggregates and single cells 
from sample I+II based on SYBR Green DNA stain (530/40 {488}) and scatter characteristics.  
Single cells were gated using 530/40 and SSC, while aggregates were gated using 530/40 and 
FSC to encompass their wide variation in size.  Some aggregates were bright enough to max out 
530/40 detection, but a gate was drawn that encompassed these as well. 
 

 
 
  



Supplementary Figure 2. Sulfide accumulation during the first 1030 days (~ 3 years) of 
incubations after the pre-selection procedure without transferring the enrichment cultures. 
 

 
  



Supplementary Table 1. Bin statistics for metagenome-assembled genomes from the bulk 
enrichment culture metagenomes. 
(separate xlsx) 
 
 
 
Supplementary Table 2. Community analysis using 16S rRNA gene amplicon sequencing of the 
original sediment, 4 sediment-free AOM enrichments for 3 time points and an enrichment 
transferred from enrichment I for 2 time points. Taxonomic classification is based on the SILVA 
SSU rRNA database v138. 
(separate xlsx) 
 
 
 
Supplementary Table 3. Detection of taxa based on their genomes in sorted aggregates and 
controls. Sequence reads of sorted aggregates and controls were mapped to 77 de-replicated 
metagenome-assembled genomes from the bulk enrichment metagenomes. Numbers in row "% 
reads unmapped" are the % reads unmapped of the total reads. Numbers in the rest of the table 
are the % reads mapped to a taxon of the mapped reads. 
(separate xlsx) 
 
 
 
Supplementary Table 4. Taxa co-occurrence in 53 sorted and sequenced aggregates from Sample 
II. The numbers indicate the number of aggregates corresponding taxa were found to be both 
present >1% in the aggregate sequences. The number of occurrences of multiple metagenome-
assembled genomes that were assigned to the same taxon based on Genome Taxonomy Database 
release 95 were combined together. 
(separate xlsx) 
 
 
 
Supplementary Table 5. Taxa co-occurrence in 33 sorted and sequenced aggregates from Sample 
I+II. The numbers indicate the number of aggregates corresponding taxa were found to be both 
present >1% in the aggregate sequences. The number of occurrences of multiple metagenome-
assembled genomes that were assigned to the same taxon based on Genome Taxonomy Database 
release 95 were combined together. 
(separate xlsx) 
 
 
 


