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Abstract: The human papilloma virus (HPV) was introduced as the major  etiological agent in outbreak 

of cervical cancer in 1970 (1). HPV vaccines available in the market are not effective against different 

strains of papillomavirus, therefore there is a need to develop a new prophylactic epitopic vaccine, 

which can work against different strains of HPVs and may lead to protection of cervical cancer against 

new pandemic viruses (2). The purpose of this study is to find an appropriate vaccine candidate for the 

HPV based on In-Silico study. In this study, by using bioinformatics software, we compared nucleotide 

sequence of HPV L1 protein of Iran strain with other countries. Also, by using the online software of 

the IEDB website, the hydrophobic, hydrophilic and antigenic regions of the Iran strain were predicted 

and evaluated. The genomic sequence of HPV L1 protein is 1518 bp. The similarity of this sequence 

with 25 other sequences was evaluated by using the Bio-Edit software. The information obtained from 

these bioinformatics studies and the evaluation of the phylogeny tree showed that there is a large 

similarity between HPV L1 protein of Iran and HPV L1 protein of Thailand, China, and Turkey. 

Conclusion: Our results propose, the provision of a protective vaccine against any of the strains 

mentioned above can also be effective against another.therefor smilarly to the information obtained 

from this in-silico evaluation, we can develop an effective vaccine against this virus. 
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