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Genus Egaibacter

Etymology
[E.ga.i.bac'ter] N. L. masc. n. £gaa, the city Egaa where the MAG had been retrieved; N.L.
masc. n. bacter, bacterium; N.L. masc. n. Egaibacter, indicating a bacterium found in Egaa

Nomenclatural type
Species Egaibacter danicus™

Description
Genus of bacteria found in activated sludge.
Species generally have the potential for full glycolysis, pentose phosphate pathway, citric acid
cycle and glyoxylate pathway.
They can also utilize branched chain amino acids (livFGHKM).
Predicted to convert acetate to acetyl-CoA via acetyl-CoA synthetase, acs.
Potential to reduce nitrate with narGHI along with the reduction of nitrate to nitric oxide with
nirsS.

Classification
Bacteria » Pseudomonadota » Betaproteobacteria » Burkholderiales » Burkholderiaceae »
Egaibacter
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