Appendix B

Supplementary figures
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Figure S1. Sequence comparison of HPV16 E7 gene in recombinant plasmid pET-28a (+) - HPV16 E7 with HPV16 E7 genes in CaSki and SiHa cells
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Figure S2. Sequence comparison of HPV16 E7 amino acids in three recombinant plasmid pET-28a (+) - HPV16 E7 with HPV16 E7 amino acids in CaSki and SiHa cells
[image: ]
Figure S3. Alignment of sequences of heavy chain of 69E2 anti-HPV16 E7 protein antibody to that of other Ig sequences in the IgBLAST database 
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Figure S4. Alignment of sequences of light chain of 69E2 anti-HPV16 E7 protein antibody to that of other Ig sequences in the IgBLAST database.
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Figure S5. Alignment of sequences of heavy chain of 79A11 anti-HPV16 E7 protein antibody to that of other Ig sequences in the IgBLAST database. 
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Figure S6. Alignment of sequences of light chain of 79A11 anti-HPV16 E7 protein antibody to that of other Ig sequences in the IgBLAST database.
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[bookmark: _GoBack]Figure S7. Comparison of HPV16 E7 and HPV45 E7 protein crystal structure modeling diagram.
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