I529:  Bioinformatics in Molecular Biology and Genetics: Practical Applications (4CR)

HW3 (Due: April. 6nd BEFORE Lab session)
http://darwin.informatics.indiana.edu/col/courses/I529
INTRODUCTION:

This homework consists of problems related to computational methods and algorithms. Though you may turn in handwritten session 2 at the lab class, using MS Word (doc) or Acrobat (pdf) is strongly encouraged. These files can also be submitted through Oncourse.

QUESTION:
Don’t hesitate to contact me (Haixu Tang: hating@indiana.edu) or AI (Huijun Wang: huiwang@indiana.edu).

INSTRUCTION:

1. Please start to work on the homework as soon as possible. For some of you without enough computational background may need much more time than others. 

2. Include README file for each programming assignment. This is not supposed to be lengthy but should contain concrete and enough information;

A. Function of the program
B. Input / Output

C. Sample usage

3. You should submit a single compressed file for the session 1. On the biokdd server, do as following.

A. Go to your ‘L519FALL2005’ directory.

B. >tar –zcvf YourNetworkID.tgz ./HW5    (Suppose HW5 is your subdirectory)

4. Please ENJOY learning and practicing new things.

WARNINGS: YOU MUST DO THIS HOMEWORK ON YOUR OWN.
---------------------------------------------Section 1 ----------------------------------------------------------
For section 1, you are NOT required to write scripts. 100 points
1. Fitting a distance matrix into a tree. Given a distance matrix (not necessarily additive) and a unweighted tree between N taxa, devise a method to compute the weight of each edge such that the difference between the pairwise distances based on the give matrix and that based on the tree is minimized.
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