(a) CAEV peptide sequence analysis.
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(b) MVYV peptide sequence analysis.
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(c) exJSRV peptide sequence analysis.

-Predicted epitope for ex]SRV (BepiPred-2.0)!

-Antigenicity Test (Antigen Profiler tool) 2

Single letter AA sequence:
HQHLMELLKNKERGDAGDI| submit |

Score: -

1019 2020 DESEESSS0
poor antigen «—— excellent antigen

-Epitope Cluster Analysis?

exJSRV: 67 seq.

£

/

Number of peptide sequences: 67
Number of unique epitopes: 15

Identity cutoff: 60.0%

Minimum length of peptide selected: 19
Clustering approach selected:

All connected clusters

Number of clusters: 1

Supplementary Figure S2. Sequence-based peptide analysis for (a) CAEV, (b) MVV, and (c) exJSRV. ! Conserved

protein sequence regions were analyzed for the identification of antigenic peptides (BepiPred-2.0 prediction tool,
http://www .iedb.org/home_v3.php) Dhanda et al. 2 The Antigen Profiler Peptide Tool

(https://www.thermofisher.com/ch/en/home/life-science/antibodies/custom-antibodies/custom-antibody-

production/antigen-profiler-antigen-preparation.html) was additionally used for confirmation of the antigenicity.




3 Epitope cluster analysis (http://www.iedb.org/home_v3.php) based on sequence identity was used to estimate
and visualized the conservancy of the epitope regions. These conservancy analyses included the envelope protein
sequences of 30, 68 and 67 CAEV, MVV and the exJSRYV, respectively. Peptides are presented as circles and line
connecting two circles means the two peptides shared identity above given threshold. Clumped cluster means
high interconnectivity among the peptides. The localization in the clusters of the selected peptides for the

production of antibodies is indicated with red circles.
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