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Abstract

A group of 3 genes from the microorganism Kytococcus

Methods

Modules of the GENI-ACT (http://www.geni-act.org/) were
used to complete Kytococcus sedentarius genome

However, within this range, there are some small gaps with
absence of amino acids or not well conserved amino acids
(385-405, 630-645, 776-800). From residue 1120 to the
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multiple sequence alignements.
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