Supplementary Figures

Leish-4pp and Leish-Rpy as two promising T-cell-based Multi-Epitope

Vaccine Candidates Against Leishmaniasis
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Supplementary Figure 1. Secondary structure prediction using GOR_ IV server for 4 deigned

MEVCs.



Supplementary Figure 2. Homology modelling using I-TASSEER. web server for 4 deigned

MEVCs.
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Supplementary Figure 3. The trend of temperature during MD simulation.
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Supplementary Figure 4. The trend of pressure durning MD simulation.
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Supplementary Figure 5. The trend of potential energy during MD simulation.
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Supplementary Figure 6. The trend of density during MD simulation.
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Supplementa
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ry Figure 7. The trend of total energy during MD simulation.
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Supplementary Figure 8. Values of total rotation radius and rotation radius in X, Y and 7 axes
of the protein during 100 nanoseconds of simulation in nanometers
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Supplementary Figure 9. Total radius of gyration and radius of gyration in the X_ Y and Z axes
of the peptide during 100 nanoseconds of simulation in nanometers
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Supplementary Figure 10. The number of hvdrogen bonds per 100 ns of MD simulation.
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Supplementary Figure 11. Simulated cytokine profile upon Leishmania gpd6 protein injection.
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Supplementary Figure 12. Simulated cyvtokine profile upon Leishmania LelF protein injection.



