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The results of using Kyoto Encyclopedia of Genes and Genomes
showed that the called gene ksed_05620 most closely resembles the
orotate phosphoribosyltransferase protein found in Streptomyces
thermolilacinus and Dermacoccus nishinomiyaensis. This enzyme
has been given the EC number 2.4.2.10 and is involved in the
metabolism of pyrimidine.

A genome is a set of instruction produced by the DNA and uses a set of
four letter sequence, adenine, cytosine, guanine, and thymine. Ksed
was first sequenced in 2009 by D. Sims et al. The ksed genome is
2,158,024 bp long, single replicon genome and has 2639 protein-
coding and 64 RNA genes. Kytococus is a member of the
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