Structural Bioinformatics
Assignment 8
The purpose of this assignment is to familiarize you with tertiary structure prediction tools such as ROBETTA.  Specifically, you will use the program to predict the 3D structure of a protein of your choice.

1. Download a SMALL structure from the PDB (20-30 residues), and extract its amino acid sequence.
2. Browse to a tertiary structure predictor (i.e. ROBETTA) and establish a user account (If you cannot, email me and I will send you my login). 
3. Using the tertiary structure predictor, predict the 3D structure of the protein.
4. Calculate the RMSD between the predicted structure and the native PDB structure.  To calculate RMSD you may use the “align” function of Pymol or other internet tools.
