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Figure S1. Secondary structure prediction of HPV-33 E6 reference and variant sequence
Note: a: secondary structure prediction model of HPV-33 E6 reference sequence; b: secondary structure prediction model of HPV-33 E6 variant sequence
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Figure S2. Secondary structure prediction of HPV-33 E7 reference and variant sequence
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Note: a: secondary structure prediction model of HPV-33 E7 reference sequence; b: secondary structure prediction model of HPV-33 E7 variant-1 sequence; c:

secondary structure prediction model of HPV-33 E7 variant-2 sequence
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Figure S3. Secondary structure prediction of HPV-58 E6 reference and variant sequence
Note: a: secondary structure prediction model of HPV-58 E6 reference sequence; b: secondary structure prediction model of HPV-58 E6 variant sequence
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Figure S4. Secondary structure prediction of HPV-58 E7 reference and variant sequence
Note: a: secondary structure prediction model of HPV-58 E7 reference sequence; b: secondary structure prediction model of HPV-58 E7 variant-1 sequence; c:
secondary structure prediction model of HPV-58 E7 variant-2 sequence



