Highlights 

1) The analysis of the past viral strains of Neuraminidase, delivered an interesting list of possible epitopes for vaccine design.

2) The class-I & class-II MHC binding reports of the test set of epitopes, strongly validate the high performance (~ or above 90%) of the ML models.

3) The homology studies with nematode antigens suggest that our predicted epitopes are free from cross-reactivity with parasitic epitopes. 
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4) The very few mutations reported for Neuraminidase (being the conserved one among the other proteins) from the mutational analysis prove that the vaccine formulations with our predicted epitopes is capable of overcoming any antigenic drifts in the future.

