
 
Figure S1 Physiology (a) and biomass production (b) of microalgae cultivated in wastewater and BG11 media. TO = 
Tetradesmus obliquus grown in wastewater, CS = Chlorella sorokiniana grown in wastewater, TC = Tetradesmus 
obliquus + Chlorella sorokiniana grown in wastewater, RW= Raw wastewater, MTO = Tetradesmus obliquus grown 
in BG11, MCS = Chlorella sorokiniana grown BG11, MTC = Tetradesmus obliquus + Chlorella sorokiniana grown 
in BG11 

 



 
FIGURE S2 Heatmap showing the relative abundance (%) of the dominant bacterial genera across different microalgal 
treatment and time-periods (days) 
 



 
Figure S3 Rarefaction curves showing the number of observed taxa and species richness identified in different 

samples 
 

 

  
FIGURE S4 Venn diagram showing the number of shared and unique taxa. The composition of microbial taxa, a) across 
different treatments b) across different time-periods (days) 
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FIGURE S5 Heatmap showing the relative abundance of functional genes. Relative abundance of most abundant KEGG 
and COG pathways a) KEGG pathways across different treatments, b) COG pathways across different treatments, c) 
KEGG pathways across different time-periods c) and d) COG pathways across different time-periods 
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Figure S6 Relationships detected by Procrustes analysis between the functional gene abundance and ARG removal 
a) Control and b) Treatment. Vegan Procrustes test ‘protest’ with 999 permutations yielded a matrix-matrix correlation 
coefficient of 0.75 (protest, p = 0.32) and 0.94 (protest, p = 0.039) for Control and Treatment groups, respectively 

 

 


