SeqCode Registry Register List https://seqco.de/r:tgimo_87 [2024]

Species Xenobium occultum™

Etymology
[oc.cul'tum] L. neut. adj. occu/tum, hidden

Nomenclatural type
Genome sc|0003068 =

Description
Obligate heterotroph. Microaerobic; anaerobic respiration by DNRA. Fermentative. Organic
substrates include peptides, amino acids, carboxylates, glycerol, poly- and oligosaccharides,
sugars, 4-hydroxybenzoate. Degradation of B-glucosides (GH3), cellulose (endoglucanase
GH5_5), starch (cyclomaltodextrinase GH13, and GH13 2; 4-a-glucanotransferase GH77),
maltodextrin (GH13_21), a-glucans (GH31), trehalose (GH37), and xyloglucan (GH74). PHA
storage; glycogen storage. Also defined based on ANI, and phylogenies of 16S rRNA gene, 15
ribosomal proteins, and the GTDB.

Classification
Bacteria » Eremiobacterota » Xenobiia » Xenobiales » Xenobiaceae » Xenobium » Xenobium
occultum™
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