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Protein structure prediction is one of the challenging tasks in molecular biology due to its
complexity and hence can play an important role of bridging the gap between the rate at
which sequences are made known and the rate of finding their native structures. Till date,
there is no single method, which can make ab initio prediction. This talk briefly reviews protein
folding problem and the various methodologies followed to make protein structure predictions
using Genetic Algorithms. Genetic Algorithms has been in use for about few decades now.
Though it works for smaller peptides, there are severe problems faced as the size of the protein
approaches the larger and real ones. There is a lot of work that needs to be done to predict
real protein structures in order to emphasize the importance of ab initio methods so that, a
protein without any sequence similarity and unknown folds could be modelled.
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