
Databases for Gene Expression analysis

For your pet gene:
determine all names using genecards
how many known exonic SNPs are there
find two commercial antisera for the protein
get the complete sequence for your pet gene using the UCSC database and
compare the exon intron-organisation with the one predicted by exonscan

Perform a THOROUGH in silico analysis before doing benchwork

What is the difference between databases and papers?



There are multiple databases for expression analysis

http://www.science.co.il/biomedical/RNA-Databases.asp



Five useful sites

Genecards, http://www.genecards.org/
Fast overview over a gene, link to reagents

UCSC genome browser, http://genome.ucsc.edu/
Most comprehensive (and best to use) database

Fast DB, http://www.fast-db.com/fastdb2/frame.html
Specialized in splicing, very easy to use, 
Log in: Stefan@stamms-lab.net   , PW: OUSMqIIerX

Gil Ast lab page, http://www.tau.ac.il/~gilast/
Links to splicing analysis tools

Christopher Burge lab, http://genes.mit.edu/burgelab/software.html
Links to splicing analysis tools



Genecards

Fast, comprehensive overview for a given gene (expression, names, publications…)



FAST-DB

http://www.fast-db.com
User-friendly
Stefan@stamms-lab.net
PW: OUSMqIIerX



UCSC genome browser
UCSC blat



Gil Ast homepage

SCROOGLE



Christopher Burge lab

EXONSCAN



SUMMARY AND OUTLOOK

Lots of information available about gene expression that can be visualized using browsers

Problem with databases is their upkeep, UCSC and ENSEMBLE up to date for nucleic acids

Multiple analysis tools are available on the web

For your pet gene:
determine all names using genecards
how many known exonic SNPs are there
find two commercial antisera for the protein
get the complete sequence for your pet gene using the UCSC database and
compare the exon intron-organisation with the one predicted by exonscan


