
Abstract
Understanding the recognition mechanism of STAR family protein with RNA 
has been a challenging task in molecular and computational biology. Previous
it has been reported that the binding shows a preference towards a specific 
codon sequence which is YUAAY. Here, to understand it better we try to 
mutate it and simulate it for 5ns and then study root mean square fluctuation, 
RMSD and binding energy for each mutation with QKI protein. 

 


