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Conclusions

The applied workflow proved useful to achieve our goal of
protein prioritization. Although more in silico and in vivo
analyses are still needed, this study provides a basis for
the development of a novel subunit vaccine against AvP.

Discussion

The proposed workflow allowed us to identify 25 antigenic candidates from the 28 proteomes analyzed. Moreover, 7 of these putative

antigens belong to protein families which have been previously identified as experimental antigens in other bacteria. The thresholds
used in our workflow lead to discarding some experimentally validated antigens. However, the majority of them were successfully
classified as potential antigens, which highlights the predictive capability of our workflow.
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