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Structure modeling and computational prediction for locating functionally important 
sites in hsp27 proteins in human
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The present study commences with prediction of 3-D structure of HSP 27 protein using comparative modeling and followed 
by evaluation of the predicted structure. The 3-D structure of HSP 27 protein is experimentally not known; therefore 

computational method was resorted to build a model through comparative modeling, allowing us to study its interactions. A 
3-dimensional model (3-D) was developed for the Heat shock protein (HSP27) using homology modeling method. For the 
modeling, two template proteins were obtained by mGenTHERADER, namely the high-resolution X-ray crystallography 
structure of a FERREDOXIN (1FCA) of Clostridium acidurici. Three dimensional structure of protein is of great significance 
for the rational design of many different types of biological experiments. In current study 3-D modeling of Heat shock protein 
beta-(HSP27) was performed by using GenThreader followed by modeller9v7. The validation of predicted 3-D structure was done 
using Procheck, Anolea, Gromos96 and Swiss Pdb-viewer tools. CASTp was used further to study surface features and functional 
binding pockets in protein. The information thus discussed provides insight to the molecular understanding of Heat shock 
protein beta-(HSP27). The predicted 3-D model may be further used in characterizing the protein in wet laboratory.
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