Computational Biology

Programming Assignment 2
Topic: Global Alignment (Needleman-Wunsch Algorithm)
Programming language: 
C/C++ or Java

Due date: Apr. 19, 2004

Description:
Write a program to evaluate the similarity of two amino acid sequences.   The similarity is measured by PAM 250.

How to get the sequences:

1. Go to the WEB page http://tw.expasy.org/sprot/.
2. Type the eight queries one at a time:
HBA_ACCGE
HBA_AEGMO
HBA_AILFU

HBA_AILME
HBA_ALCAA
HBA_ALLMI

HBA_AMBME 
HBA_ANAPL
and then you can get them. 
If you want to know where these proteins come from, try to locate the keyword “TaxID” on the corresponding page and then click the four-digit number.  In most cases, you can see a photograph of the organism.
How to get PAM 250:
You can get the PAM250 matrix from 
http://staffweb.ncnu.edu.tw/shieng/bioinformatics/PAM250.txt.
More matrices are available at
ftp://ftp.ncbi.nlm.nih.gov/blast/matrices/.
Note that the tag “*” indicates the “gap” penalty.  In our case, it is always -8.
How to deliver you results:
Email your code to our teaching assistant (戴光慶, u8802143@cc.chu.edu.tw) with title 生物計算作業二.  Don’t forget to include your name, your id, and your execution result with the email.
