Structural Bioinformatics
Assignment 3
The objective of this assignment is to familiarize you with the Pymol program and secondary structure.  Follow the instructions below, and send the resulting file to avraham.samson@biu.ac.il  
1. Open Pymol and build a peptide sequence of 10 amino acids (i.e. ALA GLY PHE THR etc) in random coil conformation. Save the resulting file. 
2. Build the peptide in an α-helix conformation, and save the resulting file.

3. Build a peptide in a β-strant conformation, and save the resulting file.

4. Send me a the three resulting files (*.pdb).
