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Recalcitrant to degradation compounds used in agriculture pose a challenge for environmental
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Diversity and SIP analysis
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TBZ vs SUC as sole C-source:

Time resolved

TBZ screening (HPLC) TBZ degradation (HPLC)

16S rRNA gene diversity (HiSeq) 165 rRNA gene quantity (qPCR)
16S rRNA gene diversity (HiSeq)

Shotgun sequencing: DNA (4 conditions) and rRNA depleted RNA (3 timepoints X 2 treat. X 3 reps)
Metabolites (LC/ESI-MS... in progress)
Proteins (in progress)

Time resolved

A. Major differences at the Shannon index (i.e. higher diversity of low abundance members with

TBZ) and less differences at the inverse Simpson (reflecting more dominant members)

B. Distinct community structures, yet, stable beyond 10% TBZ degradation
stable isotope probing (SIP)
x mass based DNA fractionation

Metabolites (LC/ESI-MS) C. Sphingomonas, Hydrogenophaga, Sphingopyxis, Bradyrhizobiaceae higher under TBZ

13C vs 12C TBZ as sole C-source:

lllumina HiSeq (2X250) sequencing
16S rRNA gene V4
shotgun DNA/RNA

Neufeld et al, 2007

D. Sphingomonas is the major '3C-labeled ring assimilator

doi:10.1038/nprot.2007.109

A. Metagenome assembly and binning resulted in six dominant bins (>1% RA) and 13 less abundant of high/excellent (according to MiGA) B. Metabolome: The main transformation product is

quality genomes (more than 80% completeness), with closest hits with mainly oligotrophic/autotrophic lifestyles and also bioremediation potential. 1 3-thiazole-carboxamidine, and its further transformed
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Cobalamin-associated auxotrophy seemingly regulates
the growth of the major degrader

A Bradyrhizobiace strain possibly takes over for the 1,3-
thiazole-carboxamidine degradation
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