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Abstract

A group of 3 genes from the microorganism Kytococcus
sedentarius (Ksed 16650, Ksed 16660, and Ksed 16780)

Methods

Modules of the GENI-ACT (http://www.geni-act.org/) were
used to complete Kytococcus sedentarius genome annotation.
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Fig. 2. TMHMM results of Ksed 16790 which show 15
transmembrane helices



