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Tool's objective

Visualize the HSSP curve and impose the BLAST-derived sequence alignments and allow
the user to dynamically filter and export the data shown on the graph for better insights.
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» NCBI/BLAST Home

Your Recent Results Newt
BLAST finds regions of similarity between biological sequences. more...
_— . N =) All Recent results...
| [ DELTA-BLAST, a more sensitive protein-protein search o) B L
BLAST Assembled Genomes S
: PDB and Swiss-Prot on the FTP site
Find Genomic BLAST pages: 8 g:l_)b't e %
[Ente e B e o este ° GJQ . ° W The NCBI is now distributing the BLAST databases for
e m e w protein PDB (pdbaa) and Swiss-Prot (swissprot) as stand-
o Fruit fly o Rice alone BLAST databases, rather than as subsets of the
o Honey bee o Yeast non-redundant (nr) database.
o Chicken o Microbes
Tue, 25 Nov 2014 16:00:00 EST
Basic BLAST [2) More BLAST news...
Choose a BLAST program to run.
nucleotide blast | Search a nucleotide database using a nuclleotide query Tip of the Day
Algorithms: blastn, megablast, discontiguous megablast
How to save custom search pages.
: Search protein database using a protein quel
rotein blast AIg[z;nIhms. blastp. pSi-blE?St. ':)hi-blast(.] derl\{a-blast So you have made a few BLAST searches and after adjusting the
database, organism limits and maybe a few Algorithm Parameters
blastx | Search protein database using a translated nucleotide query you arrive at what you think is a good search strategy.
=) More tips...
tblastn | Search translated nucleotide database using a protein query =
tblastx | Search translated nucleotide database using a translated nucleotide query

Specialized BLAST

Choose a type of specialized search (or database name in parentheses.)

Make specific primers with Primer-BLAST

Cluster multiple sequences together with their database neighbors using MOLE-BLAST
Find conserved domains in your sequence (cds)

Find sequences with similar conserved domain architecture (cdart)
Search sequences that have gene expression profiles (GEO)

Search immunoglobulins and T cell receptor sequences (IgBLAST)
Screen sequence for vector contamination (vecscreen)

Align two (or more) sequences using BLAST (bl2seq)

Search protein or nucleotide targets in PubChem BioAssay

Search SRA by experiment

Constraint Based Protein Multiple Alignment Tool
Needleman-Wunsch Global Sequence Alignment Tool

Search RefSeqGene
Search trace archives
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= Home RecentResults Saved Strategies Help

ONCHUBLAST blaspsute - e andard Protein BLAST

blastn |blastp | blastx | tblastn | tblastx |

BLASTP programs search protein databases using a protein query. more... Resetpage Bookmark

Enter Query Sequence

Enter accession number(s), gi(s), or FASTA sequence(s) & Clear Query subrange ©

>sp|P18@11| IPAB_SHIFL Invasin IpaB 0S=Shigella flexneri GN=ipaB PE=1 SV=2 =
MHNVSTTTTGFPLAKILTSTELGDNT IQAANDAANKLFSLTIADLTANQNINTTNAHSTS lf‘ From
NILIPELKAPKSLNASSQLTLLIGNLIQILGEKSLTALTNKITAWKSQQQARQQKNLEFS -

DKINTLLSETEGLTRDYEKQINKLKNADSKIKDLENKINQIQTRLSELDPESPEKKKLSR To
EEIQLTIKKDAAVKDRTLIEQKTLSIHSKLTDKSMOLEKEIDSFSAFSNTASAEQLSTOQ /)

Or, upload file ‘ Choose File ‘ No file chosen ©
Job Title [spIP18011|IPAB_SHIFL Invasin IpaB OS=Shigella...
Enter a descriptive title for your BLAST search &

./ Align two or more sequences &

Choose Search Set
Database Non-redundant protein sequences (nr) v @

Organism

Optional | Exclude . *

Enter organism common name, binomial, or tax id. Only 20 top taxa will be shown. &

Exclude ) Models (XM/XP) L) Uncultured/environmental sample sequences
Optional
Entrez Query YoullJ Create custom database

Optional L
Enter an Entrez query to limit search &

Program Selection

Algorithm ® blastp (protein-protein BLAST)
PSI-BLAST (Position-Specific Iterated BLAST)
PHI-BLAST (Pattemn Hit Initiated BLAST)
DELTA-BLAST (Domain Enhanced Lookup Time Accelerated BLAST)
Choose a BLAST algorithm &

Search database Non-redundant protein sequences (nr) using Blastp (protein-protein BLAST)

-/ Show results in a new window

(#)Algorithm parameters

BLAST is a registered trademark of the National Library of Medicine.
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~ | Home | RecentResults | Saved Strategies || Help

»NCBI BLAST/ blastp suite/ Formatting Results - AWJMCUSRO1R
Edit and Resubmit Save Search Strategies > Formatting options ¥ Download Youll[J How to read this page Blast report description

Download
Alignment Search Strategies
Hit Table(text) Hit Table(csv) ASN.1 =
sp|P18011|IPAB_SHIFL Invasin IpaB OS=Shigella...
RID AWIMCUSRO1R (Expires on 01-09 16:14 pm)
Query ID Icl|336404 Database Name nr
Description sp|P18011|IPAB_SHIFL Invasin IpaB OS=Shigella flexneri GN=ipaB PE=1 SV=2 Description All non-redundant GenBank CDS translations+PDB+SwissProt+PIR+PRF excluding environmental samples from WGS projects
Program BLASTP 2.2.30+ P Citation

Molecule type amino acid
Query Length 580

Other reports: » Search Summary [Taxonomy reports] [Distance tree of results] [Related Structures] [Multiple alignment
DELTA-BLAST, a more sensitive protein-protein search (o)

© Graphic Summary

{(=)Show Conserved Domains
Putative conserved domains have been detected, click on the image below for detailed results.
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