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Table 1 - List of genomes of the Gram-negative bacterium
Pseudomonas aeruginosa deposited at the National Center for
Biotechnology Information - NCBI (https://www.ncbi.nlm.nih.gov/).

Abstract: In recent years, the clinical and scientific interest in antibiotics known as polymyxin Table 2 - Classification of P. aeruginosa EptA isoforms based on their Aliphatic Index

has increased greatly due to the large number of reports of multiresistant Gram-negative bacteria,
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Table 3 - Identification of EptAs amino acid sequences encoded by the bacterium P. aeruginosa based on access from the National Center for Biotechnology Information - NCBI

The clinical and scientific interest in antibiotics known as polymyxin has increased greatly due to the (https://www.ncbi.nim.nih.gov/).

large number of reports of multiresistant Gram-negative bacteria.
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