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Figure 3. WebLogo made with the assistance of T-Coffee
alignment. Made using 10 sequences including PLU_RS18960.
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Results of blast also give evidence towards the function of
the gene by analyzing the function of genes from the BLAST
results, showing multiple oxidoreductase.

(PLU_RS18960) is the gene under investigation. Rodou, A.; Ankrah, D.O.; Stathopoulos, C. Toxins and

Secretion Systems of Photorhabdus luminescens. Toxins
2010, 2, 1250-1264.

Figure 4. Open reading frame graphical output. Called start codon
Is highlighted in red.
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i The genes found on BLAST of the organism proved to be
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