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The use of rapidly generated In silico protein models provide a basis of structure-based drug 
design, analysis of protein function, interactions, and rational design of proteins with increased 

stability or novel functions. In addition, protein modelling is the only way to obtain structural 
information if experimental techniques fail. Many proteins like membrane embedded receptors 
are too large for NMR analysis and extremely difficult to be crystallized by X-ray diffraction. 
Hence homology modelling is the only way to predict the structure and function of these types of 
proteins. G-Protein coupled receptors which constitute the largest family of membrane receptors 
and mediate nearly 80% of signal transduction across cellular boundaries are challenging drug 
target due to their architecture and strong tendency of aggregation. Threading based homology 
modelling was applied to determine the structure and function of hsGPCRs. hsβADR1 is expressed 
primarily in cardiac tissue, where it regulates blood pressure and heart rate in responses to stress 
maintain blood pressure, autonomic control of heart, function myocardial hypertrophy , smooth muscle tone, heart failure or 
in other cardiovascular diseases, hormonal release and actions regulation of cell contraction and migration,carcinomas, asthma, 
mental disorder or inhibitory modulation of synaptic neurotransmission, regulation of carbohydrate and lipid metabolism, 
endocrinological disorder, inflammatory disorder, immunological disorder and sensory perceptions or cell growth and 
differentiation. This study will provide us clear understanding of GPCRs structure and its interactions with several agonists thus 
providing the remedial solutions of highly focuses cardiovascular and other diseases caused by malfunctioning of this protein.


