BIOL209: Introduction to Databases
This information sheet tells you how to use several databases including GeneCards, PubMed and Ensembl to successfully complete your independent research projects.

1. Find out information about your complex disease.
a. https://www.nlm.nih.gov/





2. Use PubMed to find genes that are linked to the development of your complex disease.
a. Pubmed.gov






3. Research each individual gene.  (It can also be used to identify associated genes.)
a. https://www.genecards.org/






4. Search each relevant gene, from PubMed, in the database Ensembl.
a. [bookmark: _GoBack]Ensembl.org





5. After searching the gene, select the result that has the gene name and indicates that it is a “Human Gene".






6. After the gene is searched in Ensembl, under genetic variation, click to view the variant table.






7. On the top of the table, under consequences, select a few filters that would help minimize the variant table.



8. Along with consequences, make sure to change the classification of the variants to “SNP” so the chart will only show single nucleotide polymorphisms (SNPs).





9. Export the data to Excel by clicking the small chart in the upper right corner of the variant table.





10.   Highlight all the variant IDs in the first column and remove all the duplicate IDs.






11. Create a second column next to the first one, and label it “Populations”.






12.  Search each unique variant ID using the Ensembl database.





13.  View population genetics to see if gene variance is present in the allele frequency of African-Americans (ASW) and European-Americans (CEU). 
a. Label variant IDs that have genetic variance shown in the “Populations” column in the Excel spreadsheet.





14.  If genetic variance is found, go back to the Excel spreadsheet and label the variant IDs with variation in those two populations with a “*” in the population’s column.




