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AIM OF THE EXPERIMENT

To do NCBI BLAST for comparision of sequances between various living 
organisms.

PRINCIPLE

• BLAST can be used for several purposes. These include identifying 
species, locating domains, establishing phylogeny, DNA mapping, 
and comparison.

• When working with a known species, and looking to sequence a • When working with a known species, and looking to sequence a 
gene at an unknown location, BLAST can compare the 
chromosomal position of the sequence of interest, to relevant 
sequences in the database.

• BLAST can be used for several purposes. These include identifying 
species, locating domains, establishing phylogeny, DNA mapping, 
and comparison.

• When working with a protein sequence you can input it into 
BLAST, to locate known domains within the sequence of interest.

• When working with genes, BLAST can locate common genes in two 
related species, and can be used to map annotations from one 
organism to another.



• Procedure for comparision of the sequances between various living organism.

GOOGLE NCBI

NCBI HOME PAGE

IN POP-UP GO TO PROTEIN

Procedure

ENTER THE NAME OF THE ORGANISM 
AND THE PROTEIN

COPY THE SEQUENCES AND PASTE 
IT IN BLAST MANU BAR

ENTER THE BUTTON BLAST





This is the amino acid sequance of Human 
prion protein,I am coping this to do protein 
blast.







Paste the sequance that we have copied/sequanced.



Results

These are the sequances which are similar to the sequance that we have provided.









Conclusion

• The list of hits starts with the best match (most similar).

• E-value: expected number of chance alignments; the smaller the 
E-value, the better the match.

• First in the list is the query sequence itself, which obviously has 
the best score.

• The Accession Number: a unique code which identifies a sequence • The Accession Number: a unique code which identifies a sequence 
in a database (in this case it is the GenBank number).

• E[xpect] Value: the number of alignments expected by chance 
with the calculated score or better. The expect value is the default 
sorting metric; for significant alignments the E value should be 
very close to zero.

• Identity: the highest percent identity for a set of aligned 
segments to the same subject sequence.


