




















Thauera aminoaromatica strain MZ1T

Figure 3A. Graphical circular map of the 7. aminoaromatica MZ1T genome. The outermost two circles (circles 1
and 2) show the genes in the forward and reverse strands, respectively; different colors indicate different function
categories. The next circle (circle 3) shows RNA genes (tRNAs green, rRNAs red, other RNAs black); circle 4

shows the GC content, and circle 5 shows the GC skew.

Insights from the genome

Annotation of the genome indicated that strain
MZ1T has complete glycolytic and citric acid cycle
pathways along with two complete acetate assimi-
lation pathways with the key enzymes being ace-
tate-CoA ligase and acetate kinase-phosphate ace-
tyl transferase, respectively, thereby allowing
MZI1T to utilize acetate as a carbon source [31].
Three putative gene clusters responsible for

exopolysaccharide biosynthesis, polymerization
and export were found. The discovery of the wzy
gene in one of the cluster implicates a Wzy-
dependent pathway of polysaccharide synthesis
and export in MZ1T [32-34]. Unlike other related
Thauera spp [35-37], MZ1T does not appear to
have genes for anaerobic toluene or phenol deg-
radation; however, genes for both anaerobic and
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