Structural Bioinformatics
Assignment 6
The purpose of this assignment is to familiarize you with secondary structure prediction tools such as PSIPRED.  Specifically, you will use the program to predict secondary structure of a protein of your choice.

1. Download a structure from the PDB.

2. Browse to a secondary structure predictor (PSIPRED, JPRED)

3. Using the secondary structure predictor, predict the secondary structure of the protein.
4. Calculate the % of correct prediction ([no. of residues with correctly predicted secondary structure] /  [total no. of residues] * 100).  You can obtain the actual secondary structure using DSSP or by browsing the sequence information on the PDB.

