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Figure S1. The Schematic diagram of the reactor setup. 
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Figure S2. The microbial community bar plot analysis at genus level. 
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 g__Tissierella  g__Bacillus
 g__RBG-16-49-21  g__norank_f__Saccharimonadaceae
 g__Garciella g__norank_f__0319-6G20
 g__Reyranella  g__Thermomonas
g__norank_f__Syntrophaceae  g__Syntrophomonas
g__norank_f__norank_o__norank_c__norank_p__Armatimonadetes  g__unclassified_o__Clostridiales
 g__Polynucleobacter  g__Desulforhabdus
 g__Sediminibacterium  g__norank_f__norank_o__Candidatus_Falkowbacteria
 g__W5  g__norank_f__norank_o__Candidatus_Collierbacteria
g__norank_f__norank_o__Candidatus_Kerfeldbacteria  g__unclassified_f__Ruminococcaceae
 g__Acholeplasma  g__unclassified_f__Syntrophobacteraceae
 g__Thiobacillus g__norank_f__Family_XI
 g__Arenimonas  g__unclassified_f__Syntrophomonadaceae
 g__norank_f__SHA-4  g__Sulfuricurvum
 g__Erysipelotrichaceae_UCG-004  g__Desulfococcus
 g__Thiobaca  g__norank_f__norank_o__norank_c__Parcubacteria
 g__unclassified_f__Rhizobiaceae  g__Acinetobacter
 g__LNR_A2-18  g__norank_f__norank_o__norank_c__BRH-c20a
 g__Aeromonas  g__Flexilinea
 g__norank_f__Bacteroidetes_vadinHA17 g__Bacteroides
 g__norank_f__Pedosphaeraceae  g__Caldicoprobacter
g__unclassified_f__Anaerolineaceae  g__Mesotoga
g__Methanosaeta  g__norank_f__Prolixibacteraceae
 g__Petrimonas  g__Candidatus_Caldatribacterium
 g__norank_f__norank_o__LD1-PB3  g__Acetomicrobium
 g__Desulfovibrio g__unclassified_o__Saccharimonadales
 g__Malikia  g__Aminobacterium
 g__Keratinibaculum  g__Geobacter
 g__Methanobacterium g__Christensenellaceae_R-7_group
 g__norank_f__Halothiobacillaceae  g__C39
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Figure S3. Conceptual visualization of yttria-based tubular ceramic membrane fouling bacterial diversity. 
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Table S1. The membrane flux recovery of cleaning solutions. 

Parameter Flux (LMH) Flux recovery 
Virgin membrane 234.50 -- 
Fouled membrane 16.36 -- 

After permeate cleaning 99 7% 
NaOCl cleaning 218.18 86% 

Citric acid cleaning 135.45 57.5% 

 


