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Introduction

�e continuing need for robust, sustainable and reliable 
(bio) technologies that are also characterized by minimal carbon 
emissions/footprints must be matched by an equally growing and 
sound knowledge base of the underpinning microbial communities. 
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In general, the average taxa richness of all inocula increased (27 ± 
1.5 to 34 ± 1) through the treatment process indicating a change in the 
selection pressure [18,19]. �e one exception was for the P-inoculum 
cultured on its respective medium, which decreased from 31 to 28. 
�e Sørensen index of similarity indicated comparable community 
composition throughout the treatment process and suggested that 
species abundance only varied at di�erent stages.

Emergent research has been made to culture previously uncultured 
microbial strains from soil ecosystems with only limited investigations 
for wastewater management. �is is in direct contrast to the multiple 
molecular-based analyses that have been applied, developed and 
optimised to characterise the complex microbial communities in 
di�erent wastewater biotechnologies. Matching and complementing 
genotypic tools with culture-based (phenotypic) analyses will facilitate: 
(i) identi�cation of novel strains; (ii) quanti�cation of their upper and 
lower physiological limits and function characterisation; (iii) culture 
maintenance of important monocultures/ communities [20]; and 
(iv) more informed exploitation in wastewater treatment plants for 
increased e�ciency/stability/reliability.

Conclusion

�is study exempli�ed the use of wastewater-based media to 
culture microbial communities that characterized speci�c phases of 
a continuous treatment train. DGGE-based analysis then facilitated 
measurements of diversity, evenness, taxa richness and similarity 
between treatment stages. Future work should entail detailed 
physiological/phenotypic studies of the cultivated strains/communities 
and, subsequently, sequencing to allow genotypic comparisons with 
these and uncultured wastewater species in existing databases.
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