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Figure 2. The locus tags and relative position of the genes under
Investigation in this research.
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Figure 3. BLAST hits for NEQ348 taken over the nr database. There
were a few medium-high scores for the top alignments shown in
magenta but the vast majority of the matching alignments in green

were scores of 50-80.
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enough for the protein to be predicted a membrane protein.
Lastly, the protein was predicted to have no signal peptide by
SignalP.
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