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Abstract Protein misfolding leads to many diseases, such as Alzhemizer disease and polyQ diseases, etc. Protein folding 

is vital for the mechanism study of folding-related diseases. In this paper, several aspects in protein folding were reviewed, 

including the side chain ordering, computational algorithms for protein folding, folding diseases, molecular dynamics 

simulation and structure prediction.
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Fig. 1. Analysis of circular data using linear statistics
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