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B ntroduction to NCBI----What?
The National Center for
Blotechnology Informatlon

Created in 1988 as a part of the
National Library of Medicine at NIH

— Establish public databases

— Research in computational biology

— Develop software tools for sequence analysis
— Disseminate biomedical information



B (ntroduction to NCBI----What?
NCBI| Databases and Services

e GenBank primary sequence database

* Free public access to biomedical literature
— PubMed free Medline (3 million searches per day)

— PubMed Central full text online access

 Entrez integrated molecular and hiterature databases

e BLAST highest volume sequence search service
(100 — 200 K searches per day)

e VANST structure similarity searches

e Software and Databases
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B (ntroduction to NCBI----How?

Entrenz2ZUEREFEZER Example: M4T &EH pHEHBB
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RELFASTARSZUZE
Run BLAST



SLAST

BLAST (Basic Local Alignment Search Tool) allows rapid

sequence comparison of a query sequence against a database.

The BLAST algorithm 1s fast, accurate, and web-accessible.
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Basic BLAST
Choose a BLAST program to run.

Search a nucleotide database using a nucleotide query

nucleotide blast |
I Algonthms: blastn, megablast, discontiguous megablast

Search protein database using a protein query

tein blast
Pl Algonthms: blastp, psi-blast, phi-blast, delta-blast

blastx | Search protein database using a translated nucleotide query

tblastn | Search translated nucleotide database using a protein query

tblastx | Search translated nucleotide database using a translated nucleotide query
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» NCBI/ BLAST/ blastn suite Standard Nucleotide BLAST

_j blastn blastp blastx tblastn tblastx

BLASTN programs search nucleotide databases using a nucleotide query. more...

Enter Query Sequence
Enter accession number(s), gi(s), or FASTA sequence(s) & Clear Query subrange &
From
To
7
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Enter a descriptive title for your BLAST search &
| Align two or more sequences &)
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BLAST—S5tep3 Result

=) Graphic Summary

Distribution of 100 Blast Hits on the Query Sequence &

[Mouse-over to show defline and scores, click to show alignments

Color key for alignment scores

i 5080 80-200




Jll BioPython

. Download: http://biopython.org/wiki/Download

. Example:
FBioPython#: REHE
FABioPython#{TBLAST
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