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Sequences of OTUs present at >1% relative abundance

The following 16S rRNA amplicon sequences correspond to the OTUs shown in Figs. 5&6.
They have been processed as described in the materials and methods. The header line for
each sequence contains the greengenes taxonomy followed by white space and then a short
name used in the manuscript. The raw sequence data can be downloaded from the Short Read
Archive SRP021172.

>k__Bacteria;p__Firmicutes;c__Costridia,o__Clostridiales;f__Veillonellaceae; g__Pectinat
us;s__ Pectinatus 1

AAGGCCCGGGAACGTATTCACCGCAGTATGCT GACCTGCGAT TACT AGCGAT TCCGACT TCATGCAGGCGGGT TGCAGCCTGCAATCC
GAACTGGGAGACATTTTTTGGGGT CCGCTCCAGATCACTCCTTCGCTTCCCTCTGT GTGT CCCATTGTAGTACGT GTGTAGCCCAGGA
CGTAAGGGGCATGATGACT TGACGT CATCCCCGCCT TCCTCCGCGT TGT CCGCGGCAGTCTCACTTGAGT TCCCACCTTTACGT GCTG
GCAACAAAT GATAGGGGT TGCGCT CGT TGCGGGACT TAACCCAACAT CT CACGACACGAGCT GACGACAGCCATGCACCACCTGI T
>k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o__Bacteroidales;f__;g ;s
Bact eroi dal es 2

AAGGCCCGGGAACGT AT TCACCGCGCCGT GGCTGATGCGCGAT TACT AGCGAAT CCAGCT TCAT GGAGT CGGGT TGCAGACTCCAATC
CGAACTGAGAGT GGTTTTTGGGAT TAGCAT CACGT CGCCGT GTAGCTGCCT TCTGTACCACCCATTGT AACACGT GTGTAGCCCCGGA
CGTAAGGGCCGT GCTGATTTGACGT CATCCCCACCT TCCTCACATCT TACGACGGCAGT CTCTCCAGAGT CCCCGBCATCACCCGATG
GTAACTGGAAATAAGGGT TGCGCTCGT TATGGCACT TAAGCCGACACCT CACGGCACGAGCT GACGACAACCATGCAGCACCTTCA
>k__Bacteria;p__Firmcutes;c__Costridiajo_Costridiales;f_ ;g ;s Clostridiales 1
AAGACCCGGGAACGTATTCACCGCAGCATTCTGATCTGCGAT TACT AGCAACT CCGACT TCACGCAGGCGGGT TTCAGCCTGCGATCC
GAACTGGGACCGGT TTTGGTGATTTGCT CCGCCT CGCGGECT TCGOGT CCCGCT GTACCGGCCAT TGTAGCACGT GTGTAGCCCAGAAC
ATAAGGGGCATGACGATTTGACGT CATCCCCACCT TCCTCCGAGT TAT CCCCGGCAGT CCCT TTAGAGT GCCCGCCATAACGCGATGG
CAACTAAAGGCAAGGGT TGCGCT CGT TGCGGGACT TAACCCAACAT CTCACGACACGAGCT GACGACAACCAT GCACCACCT GTCT
>k__Bacteria;p__Firmicutes;c__Costridia,o__Clostridiales;f__Veillonellaceae;g_ D aliste
r;s__ Dialister 1

AAGGCCCGGGAACGTATTCACCGCGGTATGCT GACCCGCGAT TACTAGCGAT TCCTGCT TCATGCAGGCGGGT TGCAGCCTGCAATCT
GAACTGGGGGTGIGITTTTGAGGT TTGCTCCGGGTCECCCCATTGCTTCTCT TTGI TGACACCCAT TGTAGTACGT GT GTAGCCCAGG
TCATAAGGGGCATGATGACT TGACGT CATCCCCGCCT TCCTCCGCGT TGTCCECGGCGGT CTCTCATGAGT TCCCACCATTACGT GCT
GGCAACAT AAGATAGGGGT TGCGCT CGT TGCGGGACT TAACCCAACAT CT CACGACACGAGCT GACGACAGCCGTGCACCACCT GT
>k__Bacteria; p__Proteobacteria;c__Gamraprot eobacteria;o__Cceanospirillales;f__Pseudonona
daceae; g__Pseudononas;s__ Pseudononas 1

AAGGCCCGGGAACGTATTCACCGCGACATTCT GATTCGCGAT TACT AGCGAT TCCGACT TCACGCAGT CGAGT TGCAGACTGCGATCC
GGACTACGATCGGT TTTGTGGGAT TAGCTCCACCTCGCGGCT TGBCAACCCT CTGTACCGACCAT TGTAGCACGT GTGTAGCCCAGGC
CGTAAGGGCCATGATGACT TGACGT CATCCCCACCT TCCTCCGGT TTGT CACCGGCAGTCTCCT TAGAGT GCCCACCATTACGT GCTG
GTAACTAAGGACAAGGGT TGCGCTCGT TACGGGACT TAACCCAACATCT CACGACACGAGCT GACGACAGCCATGCAGCACCTGTIC
>k__Bacteria;p__Firmcutes;c__Cdostridia;o_Costridiales;f__Costridiaceae;g__Costridi
ums__dostridiumbutyricum dostridium3

AAGGCCCGGGAACGTATTCACCGCGACATTCT GATTCGCGAT TACT AGCAACT CCAGCT TCATGTAGGCGAGT TTCAGCCTACAATCC
GAACTGAGATCGGTTTTATAGT TTTGCT CACT CT CGCGAGGT TGCATCT CATTGTACCGACCAT TGTAGCACGT GTGTAGCCCTAGAC
ATAAGGGGCATGATGATTTGACGT CATCCCCACCT TCCTCCCGGT TAACCCGGGCAGT CTCGCTAGAGT GCTCAACTAAATGGTAGCA
ACTAACAATAAGGGT TGCGCTCGT TGCGGGACT TAACCCAACAT CTCACGACACGAGCT GACGACAACCATGCACCACCTGTCTTC



>k__Bacteria; p__Proteobacteria;c__Betaproteobacteria;o__Burkhol derial es;f__Al cal igenacea
e;g__;s__  Acaligenaceae 1

AAGACCCGGGAACGTATTCACCGCGGCATGCTGATCCGCCGAT TACTAGCGAT TCCGACT TCATGCAGT CGAGT TGCAGACTGCAATCC
GGACTACGATCGGT TTTCTGGGAT TAGCT CCGCCTCCCGGCT TCGCTGCCCTCTGT TCCGACCATTGTATGACGT GTGAGGCCCTACGC
CGTAAGGGCCATGAGGACT TGACGT CATCCCCATCT TCCTCCGGT TTGT CACCGGCGGT CTCAT CAGAGT GCTCTTGCGTAGCAACTG
ATGACAAGGGT TGCGCTCGT TGCGGGACT TAACCCAACAT CT CACGACACGAGCT GACGACAGCCATGCAGCACCTGTGT TCAGEC
>k__Bacteria;p__Firmcutes;c__dostridia;o__Clostridiales;f__Veillonellaceae;g_ ;s __

Veil | onel | aceae sp. 2

AAGGCCCGGGAACGTATTCACCGCAGT ATGCTGACCT GCGAT TACTAGCGAT TCCGACT TCATGCAGGCGAGT TGCAGCCTGCAATCC
GAACTGAGAGACCCTTTCTGEEGT TCGCTCCACCTCGCGGTCTCGCT TCCCTCT GT GCGCCCCATTGTAGTACGT GTGTAGCCCAAGA
CATAAGGCECATGATGACT TGACGT CATCCCCGCCT TCCTCCGCGT TCTCOGCGGECAGT CTCCTTTGAGT TCCCACCATTGCGTGCTG
GCAACAAAGAAT AGGGGT TGCGCTCGT TGCGGGACT TAACCCAACAT CT CACGACACGAGCT GACGACAGCCATGCACCACCTGT T
>k__Bacteria;p__Firmcutes;c__COostridia;o__Clostridiales;f__Rum nococcaceae;g_ ;s__

Rum nococcaceae 1

AAGGCCCGGGAACGTATTCACCGCGGCAT TCTGATCCGCGAT TACTAGCAATTCCATCTTCATGTAGGCGAGT TTCAGCCTACAATCC
GAACTGAGACCGTTTTTAGAGT TTTGCT CCACCT CGCGGEECT TGCTTCTCTCTGT TAACGACCATTGTAGTACGT GTGTAGCCCAGGT
CATAAGGGGCATGATGATTTGACGT CGT CCCCACCTTCCTCCGI TTTGT CAACGGCAGT CCTGCTAGAGT GCTCTTGCGTAGCAACTA
ACAGTAAGGGT TGCGCTCGT TGCGGGACT TAACCCAACAT CT CACGACACGAGCT GACGACAACCAT GCACCACCT GTCTTACCGT
>k__Bacteria;p__Firmcutes;c__Costridia;o__Clostridiales;f__Lachnospiraceae;g__Costrid
iums__ dostridium4

AAGACCCGGGAACGTATTCACCGCGGCATTCTGATCCGCGAT TACTAGCGATTCCAGCTTCATGTAGT CGAGT TGCAGACTACAATCC
GAACTGAGACGT TATTTTTGGGGT TTGCTCCAGATCGCTCCTTTGCTTCCCTTTGT TTACGCCATTGTAGCACGT GTGTAGCCCAAAT
CATAAGGGGCATGATGATTTGACGT CATCCCCACCT TCCTCCAGGT TAT CCCTGGCAGT CTCCCCAGAGT GCCCAACTTAACTTGCTG
GCTACTAAGGATAAGGGT TGCGCTCGT TGCGGGACT TAACCCAACAT CT CACGACACGAGCT GACGACAACCATGCACCACCTGTC
>k__Bacteria;p__Firmcutes;c__Costridia,o__Clostridiales;f__Veillonellaceae; g__Sel enono
nas;s__ Sel enomonas 1

AAGGCCCGEGAACGTATTCACCGCAGT ATGCT GACCT GCGAT TACTAGCGAT TCCGACT TCATGCAGGCGEGT TTCAGCCTGCAATCC
GAACTGAGAGATGATTTATAGGT TTCGCTCCAGATCGCTCTCTTGCTTCCTTCTGT TCATCCCATTGTAGTACGT GTGTAGCCCAGGT
CATAAGGGGCATGATGACT TGACGT CATCCCCACCT TCCTCCGCGT TCTCCGCGGECAGT CTCTTCTGAGT TCCCACCT TGACGTGCTG
GCAACAGAAAAT AGGGGT TGCGCTCGT TGCGGGACT TAACCCAACAT CT CACGACACGAGCT GACGACAGCCATGCACCACCTGTT
>k__Bacteria;p__Bacteroidetes;c__Bacteroidia;o_Bacteroidales;f__;g ;s

Bacteroidales 1

AAGGCCCGEGAACGTATTCACCGCGCCATGECTGAT GCCCGAT TACTAGCGAAT CCAGCT TCGT GGAGT CGEGT TGCAGACT CCAGTC
CGAACT GAGAGAGGCT TTGCGGATTAGCTACCGT TCACACGGECCGCT GCCTGCT GTACCCCCCATTGT AACACGT GTGTAGCCCCGCGA
CGTAAGGCCCGTGCTGATTTGACGT CATCCCCACCT TCCTCACATCT TACGACGGCAGT CTCTCCAGAGT CCCCGCCACTACGCECTG
GTAACT GAAGATAAGGGT TGCGCTCGT TATGGCACT TAAGCCGACACCT CACGGCACGAGCT GACGACAACCATGCAGCACCTTCA
>k__Bacteria;p__Firmcutes;c_ Bacilli;o__Lactobacillales;f__Enterococcaceae; g__Enterococ
cus;s__ Ent er ococcus 1

AAGGCCCGGGAACGTATTCACCGCGGCGT GCTGATCCGCGAT TACTAGCGAT TCCGGCT TCATGTAGGCGAGT TGCAGCCTACAATCC
GAACT GAGAGAAGCTTTAAGAGATTAGCT TAGCCTCGCGACT TCGCGACT CGT TGTACT TCCCATTGT AGCACGT GT GTAGCCCAGGT
CATAAGGCGCATGATGATTTGACGT CATCCCCACCT TCCTCCGGT TTGT CACCGGCAGT CTCGCTAGAGT GCCCAACTAAATGATGCC
AACTAACAAT AAGGGT TGCGCT CGT TGCGGGACT TAACCCAACAT CTCACGACACGAGCT GACGACAACCATGCACCACCTGTCAC
>k__Bacteria;p__Firmcutes;c__Costridia,o__Clostridiales;f__Veillonellaceae;g__;s__

Vei |l l onel | aceae 1

AAGGCCCGGGAACGTATTCACCGCAGT ATGCTGACCTGCGAT TACTAGCGAT TCCT GCTTCATGCAGGCGEGT TGCAGCCTGCAATCC
GAACTGGGACTCTGTTTTTGGGGT TTGCTCCAGATCGCTCCT TCGCGT CCCTCTAT TAAGAGCCAT TGTAGTACGT GT GTAGCCCAAG
CCATAAGGGGCATGATGACT TGACGT CATCCCCGCCT TCCTCCGCAT TGT CTGCGGECAGT CTCTCCTGAGT CCCCACCCTTACGTGCT
GGTAACAGAAGATAGGGGT TGCGCTCGT TGCGGGACT TAACCCAACAT CT CACGACACGAGCT GACGACAGCCGT GCACCACCTGT
>k__Bacteria; p__Proteobacteria;c__Gamraproteobacteria; o__Enterobacterial es;f__Ent erobact
eriaceae;g__Ctrobacter;s__ G trobacter 1

AAGGCCCGGGAACGTATTCACCGT GGCATTCTGATCCACCGAT TACTAGCGAT TCCGACT TCATGGAGT CGAGT TGCAGACTCCAATCC
GGACTACGACATACTTTATGAGGTCCGCTTGCTCTCGCGAGGTCGCTTCTCTTTGTATATGCCATTGTAGCACGT GTGTAGCCCTACT
CGTAAGGGCCATGATGACT TGACGT CATCCCCACCT TCCTCCAGT TTATCACTGGCAGT CTCCT TTGAGT TCCCGGCCGGACCGCT GG
CAACAAAGGATAAGGGT TGCGCTCGT TGCGGGACT TAACCCAACAT TTCACAACACGAGCT GACGACAGCCATGCAGCACCTGTCT
>k__Bacteria;p__Firmcutes;c__Costridia;o_Costridiales;f__Costridiaceae;g__Costridi
ums__ Clostridium1

AAGGCCCGGGAACGTATTCACCGCGACATGCTGATTCGCGAT TACTAGCAACT CCAGCTTCATGTAGGCGAGT TTCAGCCTACAATCC
GAACTGAGATGAGT TTTAAAAGT TTTGCTCCACCTCACGGTCTTGCATCTTTCTGTACTCACCATTGTAGCACGT GTGTAGCCCTAGA
CATAAGGCGCATGATGATTTGACGT CATCCCCACCT TCCTCCCGGT TAACCCGGEGECAGT CTCACTAGAGT GCTCAACT TAATGGTACC
AACTAATGATAAGGGT TGCGCT CGT TGCAGGACT TAACCT AACATCTCACGACACGAGCT GACGACAACCATGCACCACCTGTICTC
>k__Bacteria;p__Firmcutes;c__Cdostridia,o__Costridiales;f__Clostridiaceae;g__C ostridi
ums__ Clostridium2

AAGGCCCGGGAACGTATTCACCGCAACATTCTGATTTGCGAT TACTAGCAACT CCAGCTTCATGTAGGCGAGT TTCAGCCTACAATCC
GAACTGGGATGGGT TTTTGAGT TTAGCT CCACCT TGCGGTCTTGCATCT TTTTGT TCCCACCAT TGTAGCACGT GT GTAGCCCCAGAC
ATAAGGGGCATGATGATTTGACGT CATCCCCACCT TCCTCCCGGT TAACCCGGGCAGT CTCACTAGAGT GCTCAACTAAATGT TAGCA
ACTAATGATAAGGGT TGCGCTCGT TGCGGEGACT TAACCCAACAT CTCACGACACGAGCTGACGACAACCATGCACCACCTGICTTC
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Fig. S1 Schematic diagram of the recirculation and feed circuits. Cathode flow isindicated in
blue, anode flow in red. Cathode influent was pumped into the cathodic electrolyte
recirculation stream at 3 L day™ through a glass drip to avoid contamination of the stock
solution. The influent was split into three pump channels before entering each cathode at a
flow rate of 80 mL min™. The cathode was maintained at pH 5.5 by automated NaOH dosing.
The anode influent (0.1 M sulphuric acid) was pumped into the anode electrolyte
recirculation stream a 3 L day™. The anode electrolyte was aso split into three pump

channels before entering each anode at a flow rate of 80 mL min™. Excess electrolytes were



180 -

Inoculum Time (week)
160 0
] 2
140 % i
O s
120 = 6
7
7]
g 100 W :
- [
o
@
-g 80
S Solid lines: cathodic electrode
z 60 Dashed lines: cathodic electrolyte
40
20
0 T T T T T T T T

0 2000 4000 6000 8000 10000 12000 14000

Number of sequences

Fig. S2 Individual-based rarefaction curves for each sample.
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Fig. S3 Cathode potential over time during galvanostatic operation at -0.32 mA cm™. The

spikes occur when the potentiostat/gal vanostat is paused for sampling.



