BME 110L / BIOL 181L

Computational Biology Tools
www.soe.ucsc.edu/classes/bme110/Winter09

January 27:
» Difficulties with JAVA applets/webstart on your laptops?

* A note re PSI-BLAST (something we noticed last year)

« Caring about proteins (rather than DNA): overview
- single protein sequence analysis
- protein databases
- a mention of protein structure (more later in the course)

(Slides by Prof. Carol Rohl).

Posted for self-study (and/or asking questions):
B4D-derived slides “Searching Sequence Databases” (Winter'08)

Accompanying Reading (B4D): Chp 4+6

A few things re In-Class “Jan22”

 JAVA tools must work ON YOUR LAPTOPS
(though JDotter may be quite slow)

try in your own time - the outputs and options of the
two programs should look roughly the same

a quick overview of CR1 right after this -
it is a repetitive protein (check out the Dotlet
examples for another one)

does what you see in the dot plots make sense now?



Complement Receptor 1 (CR1)
{HEAERCAHLRAACAHBOARACABOANERCHAEE-cr1 (1988 aa)

2 http:/fwww.bru.ed.ac.uk/-dinesh/ccp-db. html - Microsoft Internet Explorer brought to you by Planetis
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PSI-BLAST issues & notes

* The single most important thing is that you know precisely
how to “talk E-values”

- orders of magnitude are expressed as (e.g. for 0.0001
1E-04 or 104 or maybe 1e-04 (but not 10e-4

- know what “better than” means w.r.t. the numerical value,
etc.

e It is true that the unchecking things manually was merely
educational (this could have been done via inclusion value

 The procedure you were shown was reasonably
conservative (again, the unchecking, or inclusion cut-off)
this was to minimize the risk of “PSSM corruption”



PSI-BLAST issues & notes

* We noticed some “inexplicable” behaviour which probably
has to do with overly sophisticated www-page design
causing parameter settings that sometimes are not as on the
form...

just to be absolutely sure that this doesn’'t happen we

may recommend on the exam instructions that you

restart your browser before you run PSI-BLAST (if we

had a question asking you to do so)

we recommend NOT to use Internet Explorer
since that browser seemed to even write
funny characters into FASTA files when copy-pasting

 In any case, if you describe what you did+ what parameters
you changed, then of course we’d realise if a false result
snuck in because of something like this - so no worries :-)



