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Abstract

A group of 4 genes from the microorganism Kytococcus
sedentarius: Ksed_01000, Ksed 00960, Ksed 00830 and

Methods

Modules of the GENI-ACT (http://www.geni-act.org/) were
used to complete Kytococcus sedentarius genome
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0 ! S - . 1 alignment length was 327 and the score 130 bits. The e- 1
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Figure 1- From top to bottom: Ksed_01000, Ksed_ 02210, Ksed_00830,
Ksed_00960. Each tag in yellow is subjected to research

secreted outside of the bacterium. Therefore it is found in
the cytoplasm. There was no Shine-Dalgarno sequence
originally so the coordinates may need to be changed after
further study.

‘Figure 4 suggested start codons and Shine-Dalgarno sequence for
Ksed_00830.
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