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Mass spectrometry analysis of Gordonia phage AJGECKO
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The class of Actinobacteria includes many pathogenic bacteria, such as the well known Mycobacterium tuberculosis. We hope by studying phage that infect a closely related bacteria, Gordonia, we will discover a bacteriophage with the potential to also infect the more pathogenic related species with implications for improved patient care and sustainable farming techniques. We have taken a novel Gordonia phage isolated from raw sewage with the goal of identifying and determining the function of the contained virion proteins, further characterizing this phage, confirming the results of annotation and exploring the potential of novel proteins identified through mass spectrometry. After high titer lysate preparation and confirmation, AJGECKO was centrifuged in a CsCl gradient to isolate the virion particles for extraction following neutralization dialysis in SM buffer to remove the non-stationary ions to purify phage from debris. We anticipate after filter sterilization and fragmentation, the isolated peptides will be ready for mass spectrometry analysis. This characterization of the virion proteins of AJGECKO has great potential to aid in characterizing this new family of Gordonia phage, furthering basic knowledge of phage proteomics. Characterization of AJGECKO may prove useful in designing phage therapies for agricultural pest treatments and clinical applications,  providing a safe alternative to antibiotics.




