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Campylobacter Jejuni 0005: Localization Scores:
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Campylobacter jejuni was first identified as a bacterial pathogen in PSORTb Results A Shine-Dalgarno region (aqua) is upstream from the predicted start codon (in
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This image shows the signalP probability of a signal peptide present in
the membrane of the gene. The graph shows a signal peptide
cleavage point between amino acids 19 and 20. LipoP and Phobius
also predicted the presence of a signal peptide, but with cleavage
between amino acids 17 and 18 in the sequence. The presence of a
signal peptide indicates the protein encoded by CJE0Q04 is likley
secreted to the periplasm or the exterior.

6500. CJEOO012 starts at
around 15800 and ends
around 17500.
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The above image is from the WebLogo representation of the sequences
found among different organisms. This demonstrates that the gene is well
conserved across different organisms.
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