
1. I opened a window at NCBI and selected “gene” from the pull down menu and searched for PSRC1. 

2. I chose the link for the human PSRC1 gene. 



3.  On, the human PSRC1 gene page, I scrolled down to the RefSeqs section for the genomic sequence. I selected the 
FASTA format of the genomic sequence from the Genome Reference Consortium Human Build 37

4.  I copied the whole sequence (not all shown here) and then pasted into a word �le and saved it. See the word �le 
named psrc1Human.doc.



This shows testing the local alignment of PSRC1 (human) with ANXA5 (zebra�sh) at 
http://fasta.bioch.virginia.edu/fasta_www2/fasta_www.cgi?rm=compare

I selected FASTA: DNA DNA on the Program pull down menu and then copied and pasted in the whole of the 
FASTA sequences that I had prepared in my Word �les. 
Then I pressed Compare Sequences...



Here are the results of the alignment. It seems to have found two regions where there is a short section that looks 
highly similar -or identical in the second case- which could be some kind of motif. 

Next step is to see if this region comes up in other sequence comparisons and to track down if this part 
of the gene sequence has already been annotated with some kind of functionality.
To be continued...! 




