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AlphaFold Protein Structure Database Home About FAQs Downloads

AlphaFold
Protein Structure Database

Developed by DeepMind and EMBL-EBI

-

Examples: = Free fatty acid receptor2  Af1g58602  Q5WSL9 | E.col Help: AlphaFold DB search help

Feedback on structure: Contact DeepMind

AlphaFold DB provides open access to protein structure
predictions for the human proteome and other key proteins of
interest, to accelerate scientific research.
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AlphaFold
Protein Structure Database

Developed by DeepMind and EMBL-EBI

amylase x

Alpha amylase

Beta-amylase
Alpha-amylase-related protein
Alpha-amylase 1

Alpha-amylase type B isozyme

ructure
proteins ¢

Pancreatic alpha-amylasa
Alpha-amylase 2
Alpha-amylase A
Alpha-amylase B
Cytoplasmic alpha-amylase

a Alpha amylase
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Alpha-amylase

Examples: Free fatty acid receptor 2

At1g58602

Q5V5L9 E. coli

Showing all search results for Alpha-amylase

1-200f 170 results

N~

Filter by:

Organism

Oryza sativa subsp. japonica (10)
Hordeum vulgare (8)

Homo sapiens (5)

Madurella mycetomatis (5)

Schizosaccharomyces pombe (strain
972 f ATCC 24843) (5)

Triticum aestivum (5)
Zeamays (5)

Arabidopsis thaliana (3)
Cladophialophora carrionii (3 )
Danio rerio (3 )

Delonix regia (3 )

Alpha-amylase

ADA132YZ91 (AOAL132YZ91_ENTFC)
Protein Alpha-amylase
Gene AWT83_12510
Source Organism Enterococcus faecium search this organism &

UniProt ADA132Y791 goto UniProt &

Alpha-amylase

AOAL175W7U3 (AOAL75W7U3_9PEZI)
Protein Alpha-amylase
Gene MMYCO01_204550
Source Organism Madurella mycetomatis search this organism &

UniProt ADA175W7U3 go to UniProt &
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Showing all search results for Alpha-amylase

1-5of 5results

Filter by: /

Alpha-amylase 1A
PODUB6 (AMY1A_HUMAN)

Organism Protein Alpha-amylase 1A

Homo sapiens (5) Gene AMY1A
Source Organism Homo sapiens search this organism &
UniProt PODUB6 go to UniProt &

PDBe-KB 13 PDB structures for PODUB6 go to PDBe-KB

Alpha-amylase 2B
P19961 (AMY2B_HUMAN)
Protein Alpha-amylase 2B

Gene AMY2B
Source Organism Homo sapiens search this organism &

UniProt P19961 goto UniProt

Alpha-amylase 1B

PODTE7 (AMY1B_HUMAN)
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Alpha-amylase 1A

AlphaFold structure prediction

Download | PDB file ” mmCIF file I‘ Predicted aligned error I

mFeedbackonst ure | Looks great I| Could be improved I

Information

Protein Alpha-amylase 1A

Gene AMYLA

Source organism Homo sapiens (Human) go to search

UniProt PODUB6 go to UniProt e

Experimental structures 13 structures in PDB for PODUB6 5o o PDBe-KE =

Biological function Calcium-binding enzyme that initiates starch digestion in the oral cavity (PubMed:12527308). Catalyzes the hydrolysis of internal (1->4)-alpha-
D-glucosidic bonds, yielding a mixture of maltose, isomaltose, small amounts of glucose as well as small linear and branched oligosaccharides
called dextrins (Pul 27308). go to UniProt &

- Sequence of AF-PODUBS- H
3D viewer @ :

Model Confidence:
I Very high (pLDDT > 90)
Confident (90 > pLDDT > 70)
Low (70 > pLDDT > 50)
Very low (pLDDT < 50)
AlphaFold produces a per-residue confidence
score (pLDDT) between 0 and 100. Some

regions below 50 pLDDT may be unstructured

inisolation.
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3D View

@ 0O Import /
~ Open Files

Select files...

& Format Auto
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+ Download Structure

= B Session

{3 Structure

%, Measurements

Q, Structure Motif Search

® Components

¥ Export Models
@ Export Geometry

& Export Animation
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Enabling Breakthroughs in
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3D View

Help &
Sequence of AF-PODUBE., * Chain : A
~ Open Files

AF-PODUBE-F1-model vZ.pdb

Format  Auto

Visuals

+  Download Structure

B Session

L3 Structure
AF-PODUBS-FL-model v2.pdb

Type Model

¥. Measurements

Q, Structure Motif Search

© Compenents AF-PODUBS-Fl-modslv2pdb

[ Preset + Add =
Polymer Catoon & [ =

¥ Export Models
@ Export Geometry

& Export Animation ‘




