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HW 2: Due Thurs, Sept 23

Part I: Take the sequence of PLYC ERWCH and BLAST it using blastp. Also take
the sequence of TPIS HUMAN from HW1, and BLAST it, using blastp. Which set
of results seems more useful? Why? Is there a way to change the BLAST algorithm
parameters to make it more useful? Can you find a homolog of TPIS HUMAN
in a bacterial species? Can you find a homolog of PLYC ERWCH in humans?
Optional: also try PSI-BLAST on these sequences. Do not submit this part of the
HW.

Part II: Go to http://en.wikipedia.org/wiki/List of sequence alignment software and
look at the portion of the page that is devoted to a list of Multiple Sequence Align-
ment software. Pick TWO different programs and do the following: 1) Find and
read the paper that explains how it works 2) Go BACKWARDS in the Literature:
i.e. find one of the citations in the paper that looks interesting and read that pa-
per. 3) Go FORWARDS in the Literature: Type the paper into Google Scholar
and find some paper that cites IT and read that paper. Submit a 1-page writeup of
what you found. Your writeup should follow the following format. First paragraph:
The citation of the paper for the program you chose, followed by a paragraph on
what it does. Second paragraph: the paper it cites you chose and a paragraph on
what it does. Third paragraph: the paper that cites IT that you chose, and a para-
graph about it. Fourth paragraph: would you use this multiple sequence alignment
program, or some other program if you had to align multiple protein sequences?
Explain. Submit this writeup in class on Thursday.

Optional addition to part II: try out the MSA program you chose (either by down-
load or server, whatever is available) on a set of homologous sequences (for exam-
ple, you could find some sequences homologous to PLYC ERWCH using BLAST,
from part I).


