Supplementary Materials

Table S1. Four vaccine constructs with antigenicity and allergenicity score.
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Figure S1. 2D structure of V1 construct, Yellow color in the structure represents Beta strands, the pinks color represents Alpha Helix
and the black represents random coils in the structure.
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Figure S2. 2D structure of V2 construct, yellow color in the structure represents Beta strands, the pinks color represents Alpha Helix
and the black represents random coils in the structure.
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Figure S3. 2D structure of V4 construct, yellow color in the structure represents beta strands, the pinks color represents Alpha Helix
and the black represents random coils in the structure.
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Figure S4. Vaccine construct V1. (A)3D structure predicted on Alphafold server. (B) Validated Structure of V1. (C) Z-score of V1
construct. (D) Ramachandran Plot of V1 construct scoring 89.7% of residues in most favored region, 10.3% of residues in additional

allowed region, 0% in generously allowed region and 0% in disallowed regions.
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Figure S5. Vaccine construct V2. (A)3D structure predicted on Alphafold server. (B) Validated Structure of V2. (C) Z-score of V2
construct. (D) Ramachandran Plot of V2 construct scoring 78.5% of residues in most favored region, 16.9% of residues in additional
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allowed region, 1.5% in generously allowed region and 3.1% in disallowed regions.
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Figure S6. Vaccine construct V4. (A)3D structure predicted on Alphafold server. (B) Validated Structure of V4. (C) Z-score of V4
construct. (D) Ramachandran Plot of V4 construct scoring 81.9% of residues in most favored region, 11.2% of residues in additional
allowed region, 6.0% in generously allowed region and 0.9% in disallowed regions.



