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

2.1 chose the link for the human PSRC1 gene.




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

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




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

| selected FASTA: DNA DNA on the Program pull down menu and then copied and pasted in the whole of the
FASTA sequences that | had prepared in my Word files.
Then | 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.

>>>refINC_000001.101:c109825770-109822177, 3279 nt vs TMP.g2 library

>>gnl |ASM:GCF_000000175.2 |ZvE_NA7935:c6433-4 Danio rerio strain Tuebingen unplace {6430 nt)

rev-comp initn: 66 initl: &6 opt: 66 E-score: 42.3 bits: 23.7 E(10000): 0.78

banded Smith-Waterman score: 80; B0.0% identity (80.0% similar) in 25 nt overlap (1683-1659:5B27-5851)

Entrez Lookup Re-search database General re-search
1720 1710 1700 1690 1680

ref|N— TTEACTTTATCATACGACATATACTCAGACACTETCGGTAR

1650
TCATTTARTTCCA

gnl |AS CATTAGGTTCCCAAACACAAATTTCTTARCTTARLMN .CATTTTTGGATCTCTTTTCTGCTCGTGA KCTGTTGTCCTA
5790 5800 5810 5820 5860

1640 1630 1620 1610 1600 1590 1580 1570
ref |N- ACAATTCTAGATCTACARATGCTATCCCTGTTTTACCAATAACGCAAACCACTCCCTCGCATCATCGEGCACACACCATCTCTG

gnl |AS AAMCGAAARRMAGCCAAARACATAMMCARAMAATCTTCCATACATTARAGAAATCETATTGCAGAAAATTTTGCCACTTTT
5870 5880 5890 5900 5910 5920 5930 5940

>>gnl |ASM:GCF_000000175.2 |ZvE_NA7935:c6433-4 Danio rerio strain Tuebingen unplace {6430 nt)
initn: 60 initl: &0 opt: 60 Z-score: 36.3 bits: 22.6 E(10000): 0.96
banded Smith-Waterman score: 60; 100.0% identity (100.0% similar) in 12 nt overlap (1386-1397:5441-5452)
Entrez Lookup Re-search database General re-search
1350 1360 1370 1380 1410 1420
ref|NC CTCCCCGEEAGACCTTTGTCGCTCARGCGATACGTCCTEGTZCCAGACCTECTCGCCCARTGTCRACTCTTTGACCCEEAGCACT

gnl |AS TATATGARATAAACCTCTTCCCAMRGCAGGTTTAAAC TTCCAGACCTECTGC CATZACAACANCACCTGAATGACTTTCAT
5410 5420 5430 5460 5470 5480

1430 1440 1450 1460 1470 1480 1490 1500
ref |NC CCCTCCCCRAGCAGCCTCACGCCTCGACTCCGEACTANTGATACCAMGEGEGCTCACTCACGGCTCTCCGGEGC TACATCTCG

gnl |AS AGAAMCTACCTTGCGATTCTGTCAMRATTGTCAATAATARAATCCACTARTCCACCTATCCAGARTAGGCATGGECCCGETAT
5490 5500 5510 5520 5530 5540 5550 5560

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...!





