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4.8. Results are saved

Phylogenetic Tree Construction of

Butyrylcholinester ase
1.Retrieving Bche Gene Sequence from Swiss-Port.

a. Point your browser to http://www.expasy.org/
sprot/sprot-search.html

b. Type Genename Bchein Gene name window
,Homo sapiensin Organism window and click
the Submit Query button.

c. http://www.expasy.org/cgi-bin/get-
entries?db=sp& db=tr& DE=& G
Nc=AND& GN=Bche& OC=Homo+sapie
ns& wild=1& view=full& num=100

d. Selecttherequired genefrom given result. For
Ex: PO6276 and get the FASTA format and save.

e. http://mww.expasy.org/uniprot/P06276

2.Using BLAST to Compare P06276 Gene Sequence
to other Sequences

a. Poaint your browser to www.nchi.nlm.nih.gov/
BLAST . Click the Standard Protein-Protein
BLAST[blastp]

=

Paste P06276 FASTA formatted sequence in
the sequence window

c. PressFormat Option if your request has
successfully executed

d. Select required sequence and Save into your
PC

3.Prepare Multiple Sequence Alignment with
ClustalW for P06276

a. Point your browser to the EBI ClustalW
server www.ebi.ac.uk/clustal W/l ndex.html

b. Pastecolleted sequencesin the sequence win-
dow

¢ Click the Run Button at the bottom of page.

d. Saveyour results.

4.Computing your Tree using ClustalW Method for
P06276.

a. Pointyour browser to the EBI ClustalW server
www.ebi.ac.uk/clustal W/l ndex.html

b. Paste Multiple Sequence alignment into se-
quence window .

c. ChooseNJfrom Phylogenetic Tree: Tree Type
drop down menu

d. Choose On from Correct Dist. Drop-down
menu, Choose On from the Ignore Gaps drop-
down menu,Choose Phylogram from the Tree
drop-down menu and Click the Run Button and
view the tree.

Conclusion

For phylogenetic tree construction, the essential perfor-
mance parameters have been discussed here in detail to
provide guidanceto computational biologists. Inparticular,
the stepwise discussion strategy is a very attractive goal,
and thismethodol ogy, which, if appropriately used, can solve
severd problemsand constitutes apowerful tool inthe hands
of researchers. The aim of this article, with application to
Phylogenetic tree construction of butyrylcholinesterase has
been contribute to a further research studies for homology
comparison of functional proteinsin species.
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