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Background

CircoMatch is an online tool that compares the putative T cell epitope content shared between
commercial Porcine Circovirus type 2 (PCV2) vaccines and field isolates to identify which vaccine
may confer broader cross-reactive immune response to field isolates based on T cell epitope
relatedness.

Methods

CircoMatch receives as input one or multiple capsid protein sequences of field isolates and uses
PigMatrix to identify putative SLA class | and Il T cell epitopes. The Epitope Content Comparison
(EpiCC) algorithm assesses the relatedness of T cell epitopes contained in capsid proteins between
field isolates and 4 commercial vaccines (3 based on PCV2a, and one a PCV2a and PCV2b bivalent).
Results

CircoMatch generates an EpiCC score for each vaccine-field isolate comparison and a corresponding
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3. EpiCC Analysis Results

Europe). EpiCC scores can also be compared to benchmark scores calculated based on comparisons
between the vaccines and 746 field isolates from 2017 to 2021.
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Conclusions

EpiVaxWQOS5, EpiVaxWO6, EpiVaxWO09, EpiVaxWO010, EpiVaxWO11.

* CircoMatch is an online tool developed to help veterinarians and producers select the best-matched commercial vaccine for immunization against circulating PCV2 isolates and to
support surveillance to identify variants that may represent a potential threat.
* In this example, VacAB (bivalent vaccine) had the highest EpiCC scores for the set of analyzed isolates from genotypes PCV2a, PCV2b and PCV2d. This result suggests that VacAB

covers more of the putative T cell epitope content predicted in the capsid protein sequences of PCV2 strains.

* Clinical data received as part of the submission may help to refine EpiCC predictions and understand the relationship between shared T cell epitope content and clinical outcomes.
* EpiCC can be applied to evaluate T cell epitope relatedness between swine and human viruses and other circulating strains of pathogens, beyond PCV?2.
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