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Normal modes, what do they tell us about the protein dynamics?

Normal Mode Analysis (NMA) is a method to calculate proteins’ motions, in which the trajectory of the protein is 
approximated by the sum of its internal vibrations. The interest of NMA is to provide the essential motions of the protein 

and therefore, to allow us to observe easily its collective movements. In this presentation, we will explain the method and show 
its usefulness and limitations. We will also see that NMA tells us that the most collective motions depend on the protein shape 
rather than its composition or function. This concept was extended to 2D images, as for microtubule.
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