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Popular Resources
PubMed

Bookshelf

PubMed Central
BLAST
Nucleotide

Genome

SNP

Gene

Protein

PubChem
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U.S. National Library of Medicine i
National Center for B|otechnrgllogy Information ‘ .

COVID-19 Information
Public health information (CDC) | Research information (NIH) | SARS-CoV-2 data (NCBI) | Prevention and treatment information (HHS) | Espafiol

BLAST® Home RecentResults Saved Strategies Help

Basic Local Alighment Search Tool
A new feature was added to the NCBI IgBLAST webpage

BLAST finds regions of similarity between biclogical sequences. The IgBLAST is now able to determine Ig isotypes

program compares nucleotide or protein sequences to sequence
databases and calculates the statistical significance. Learn more Men, 01 Nov 2021 12:00:00 EST 2 More BLAST news...

Web BLAST

Proteln BLAST |
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BLAST Genomes
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BLAST ©» blastp suite

blastn blastx thlastn thlastx

Enter Query Sequence

Standard Protein BLAST

BLASTP programs search protein databases using a protein query)

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

Fom [ ]
To

Or, upload file [ ganvla | unadantsata

Job Title

Enter a descriptive title for your BLAST search @

] Align two or more sequences 9

Choose Search Set

Database [ Non-redundant protein sequences (nr) v |@

Organism
Optional |

||j exclude | Add organism

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

Exclude ‘:‘ Models (XM/XP) E‘ Non-redundant RefSeq proteins (WP) ‘:| Uncultured/environmental sample sequences
Optional

Program Selection

Algorithm O Quick BLASTP (Accelerated protein-protein BLAST)
@ blastp (protein-protein BLAST)
O PSI-BLAST (Position-Specific Iterated BLAST)
() PHI-BLAST (Pattern Hit Initiated BLAST)
O DELTA-BLAST (Domain Enhanced Lookup Time Accelerated BLAST)
Choose a BLAST algorithm @

Search database nr using Blastp (protein-protein BLAST)
|_| Show results in a new window
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Amino Acid
Alanine
Arginine

Aspartic Acid

Asparagine
Cysteine

Glutamic Acid
Glutamine
Glycine
Histidine
Isoleucine
Leucine
Lysine
Methionine
Phenylalanine
Proline
Serine
Threonine

Tryptophan
Tyrosine

Valine

Three Letter Code
Ala
Arg
Asp

Cys
Glu

Gly

One Letter Code

A
R
D
N
C
E
Q
G
H
I
L
K
M
F
P
S
-
W
Y
\')
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BLASTP programs search protein databases using a protein query. more...

Enter Query Sequence

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

gamhy ccgpr Iheyl gelgr vikey From |

\ | To |

Or, upload file ‘ dan'lWa ‘"lli"lﬁi’tﬁan"LWa"’lm @

Job Title |

Enter a descriptive title for your BLAST search 9
[:| Align two or more sequences (2]

Choose Search Set

Database | Non-redundant protein sequences (nr) v @

Organism
Optional |

|D exclude ( Add organism |

Enter organism common name, binomial, or tax id. Only 20 top taxa will be shown. 9
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m) U.S. National Library of Medicine

National Center for Biotechnology Information

BLAST ® » blastp suite » RID-ZNB2PR0D016

[Formatting options]

Job Title: Protein Sequence

Format Request Status

) Your search parameters were adjusted to search for a short input sequence.

Request ID
Status
Submitted at
Current time

Time since submission

This page will be automatically updated in 12 seconds

/OOG’@O@B’OQ

ZNB2PRODO016

Searching

Wed Feb 2 11:07:50 2022
Wed Feb 02 11:08:14 2022
00:00:24
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Descriptions Graphic Summary Alignments Taxonomy

Sequences producing significant alignments Download ~ [P Select columns ~ Show e

select all 100 sequences selected GenPept Graphics Distance tree of results  Multiple alignment [ZEMSA Viewer

Max Total Query E Per. Acc.

Score Score Cover value Ident Len

Description Scientific Name Accession

alpha-glucosidase [Aspergillus flavus AF70] Aspergillus flavus AF70 884 884 100% 2e-18 100.00% 611 KOC16380.1

hypothetical protein G4B11_005843 [Aspergillus flavus Aspergillus flavus 88.4 100% 2e-18 100.00% 602 QMW42519.1
-

Igloha amylase catalytic region [Aspergillus oryzae Aspergillus oryzae 88.4 100% 2e-18 100.00% 602 O0015193.1

Ipha-glucosidase [Aspergillus oryzae] Aspergillus oryzae 88.4 100% 2e-18 100.00% 602 BAC20338.1
unnamed protein product [Aspergillus oryzae RIB40] Aspergillus oryzae RIB40 884 100% 2e-18 100.00% 602 XP_001821536.1

uncharacterized protein G4B84_005784 [Aspergillus flavus NRRL3357] Aspergillus flavus NRRL 3357 88.4 100% 2e-18 100.00% 602 XP_041145452.1

aflYc/ glcA/ glucosidase [Aspergillus flavus Aspergillus flavus 88.4 100% 2e-18 100.00% 602 RMZ43026.1

pha-amylase [Aspergillus oryzae 3.042 spergillus oryzae 3.042 88.4 100% 2e-18 100.00% 602 EIT81352.1
alpha-glucosidase [Aspergillus flavus Aspergillus flavus 88.4 i 100% 2e-18 100.00% 589 RAQ51519.1

aflYc/ glcA/ glucosidase [Aspergillus arachidicola] Aspergillus arachidicola 83.3 ; 100% 1e-16 96.00% 662 PIG79662.1

NN NN N<N<N<N<N<N<)

glycoside hydrolase superfamily [Aspergillus sergii] Aspergillus sergii 83.3 100% 1e-16 96.00% 602 KAEB8324393.1
parasiticus Aspergillus parasiticus 83.3 100% 1e-16 96.00% 602 KAB8203768.1
s

hypothetical protein Aspergillus arachidicola Aspergillus arachidicola : b e- .00% eedbac
h hetical in BDV24DRAFT_172784 | ill hidicol A ill hidicol 83.3 100% 1e-16  96.00% 602 Feedback
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