How to find BAC clones

1/8/04

1. Start with a sequence around the translation start site of the gene in question (ATG)

2. Go to http://www.ncbi.nlm.nih.gov/genome/seq/MmBlast.html, to blast the sequence against the mouse genome.

3. Enter the sequence into the box provided and click “format”.

4. When the results finally appear, click on the “genome view” button.

5. If you’ve gotten a good match to a chromosome, that chromosome will have a red mark next to the region where your hit occurs.

6. Scroll down to the list of matches, and click “Map Element” next to the hit you want to look at.

7. Your blast hit will be shown on the new page, along with a map of the chromosome.  Click on “Maps and Options” near the top of the page, and in the dialog box that appears select “BES_Clone” from the list of available maps on the left, and click “add” to add it to the list of maps on the right to be displayed.  

8. Click “Apply” and “Close”

9. The new map will display the BAC maps, identified by end sequences, and their relative positional alignment with your original query sequence on the chromosome of interest.

Cool huh?

