Computational Biology

Programming Assignment 3
Topic: 
Protein secondary structure prediction
Programming language: 

C/C++ or Java

Due date: 
Jun. 14, 2004

Description:
Implement the Chou-Fasman algorithm to predict the secondary structure of a protein sequence.  The algorithm is described on page 162 in our text book.
How to get the protein sequences:

There are five sequences in total that you have to test.  You can get them from 

http://staffweb.ncnu.edu.tw/shieng/bioinformatics/hw3_seq.txt
The first line of each sequence begins with a `>’, followed by an identifier of the sequence.  The sequence itself starts at the second line and ends with a blank line.  An annotated result of these sequences can be accessed from

http://staffweb.ncnu.edu.tw/shieng/bioinformatics/hw3_ans.txt
provided as a comparison.  In this file, secondary structure is expressed by a one letter code.  You only need to know that ‘H’ stands for alpha helix, ‘E’ for beta sheet, ‘T’ for turn.  You can ignore all other symbols.  But if you are very curious, look up their definitions from 


http://www.rcsb.org/pdb/help-results.html#sequence_details
and see more detail explanation of the protein secondary structures from 


http://www.cryst.bbk.ac.uk/PPS2/course/section8/ss-960531_1.html.
Remember, not to copy the result provided here directly into your report.
How to deliver you results:
Email your code to our teaching assistant (戴光慶, u8802143@cc.chu.edu.tw) with title 生物計算作業三.  Don’t forget to include your name, your id, and your execution result with the email.  Good luck.
