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We report results on analysing of predefined mock community samples using Mothur software and the Ion Torrent sequencing platform (Life Technologies, USA).  The mock community was designed by combining several of well-characterized bacterial species. In our experiment which took place over last 3 years we did use mock community consisting of the following bacteria species - Pseudomonas alcaliphila JAB1, Pandoraea pnomenusa B-356, Rhizobium radiobacter C58, Achromobacter xylosoxidans A8, Burkholderia xenovorans LB400, Cupriavidus necator H850, Pseudomonas veronii 20a2, Methylobacterium radiotolerans JCM 2831, Rhodococcus jostii RHA1, Arthrobacter chlorophenolicus A6, Bacillus pumilus SAFR-032, Micrococcus luteus Fleming strain. Processing the mock community with the same pipelines allows to evaluate the quality of the sequencing outputs and also to infer reliability of obtained results. The goal of the experimental was to determine a quality and reliability of IonTorrent platform, reproducibility of our experiments and particularly influence of quality and aging of a chemistry used for preparing amplicon libraries. The obtained outputs show very interesting trends in change of quality and length of reads produced by different chemistry as well as very severe impact of aging of chemistry on length of sequences. The secondary output of the report is experience with Mothur and IonTorent sequencing technology for probing microbial communities in samples coming mainly from polluted ground and underground waters.   
