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Nephotettix cincticeps

114

Apis mellifera
Diaphorina citri

Acyrthosiphon pisum
Pediculus humanus

Anopheles gambiae

Bemisia tabaci Drosophila melanogaster

Putella xylostella
Cimex lectularius

Nasonia vitripennis
Daphnia pulex

Bombyx mori Tribolium cstaneum

Nephotettix cincticeps

Camponotus floridanus



% STRI N G Search Download Help My Data

Protein by sequence

Single Protein by Name / Identifier

Multiple proteins

Multiple seguences .
P 9 Protein Name:

Organisms | CaCtUS |

Protein families ("COGs")

Organism:

Examples | Dresophila v

Random entry

https://string-db.org/cgi/input.pl?sessionld=NrULpQTinOK5&input_page show_search=on
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© Viewers > - $¥ Settings > X Analysis > BB Exports > &% Clusters > @ More @ Less

Nodes:

Network nodes represent proteins Node Color Node Content

splice isoforms or post-transiational modifications colored nodes: empty nodes:
are collapsed, i.e. each node represents all the query proteins and first shell of interactors proteins of unknown 3D structure

proteins produced by a single, protein-coding gene

locus f:\ white nodes: @ filled nodes:

\E/ second shell of interactors some 3D structure is known or predicted

https://string-db.org/cgi/network.pl?taskld=btLf9kQTeAt0
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Model (left) based on template c4cjSA

PDB header:transcription

Chain: A: PDB Molecule:burrh;

PDBTitle: burrh dna-binding protein from burkholderia rhizoxinica in2 its apo
form

Confidence: 100.0% Coverage: [: L/

373 residues ( 89% of your sequence) have been modelled with 100.0%
confidence by the single highest scoring template.

Interactive 3D view in JSmol
For other options to view your downloaded structure offline see the FAQ

Colour by Secondary Structure Colour Rainbow N-=C

http://www.sbg.bio.ic.ac.uk/phyre2/phyre2_output/9ddal00bb633830f/summary.html
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Phytoreovirus

VIRION
OUTER CAPSID

TAXONOMY

Group Ill: dsRNA viruses
Family: Reoviridae
Genus: Phytoreovirus

https://viralzone.expasy.org

INTERMEDIATE INNER INTERMEDIATE INNER
CAPSID CAPSID CAPSID CAPSID

Virus Genome Databases

Viral Genomes - the main page of NCBI viral genome information resource.

GISAID - Global Initiative on Sharing Avian Influenza Data.

OpenFlu - A database for human and animal influenza virus.

NCBI Flu - NCBI Influenza Virus Resource with influenza genomic data and analysis tools.

Plant Viruses - This site provides a central source of information about viruses, viroids and satellites of plants, fungi and protozoa.



Searching in UniProtKB @ Help

BLAST Align R Organism [OS]+

UniProt

UniProtKB comersrrommweorsconomssos

h
gl Reviewed (Swiss-Prot) - Manually ani

Records with information extracted from literat
curator-evaluated computational analysis.

Unreviewed (TrEMBL) - Computation:
Records that await full manual annotation.

Rice dwarf virus [10991]

Rice dwarf virus (isolate
O) [142803]

Rice dwarf virus (isolate
Akita) [142803]

Rice dwarf virus (isolate

Fujian) [142804]

Rice dwalrf virus (isolate
S) [142806]

Search

t Knowledgebase (UniProtkKB) is the central hub
ection of functional information on proteins, with
onsistent and rich annotation. In addition to

he core data mandatory for each UniProtkKB entry
e amino acid sequence, protein nhame or

, taxonomic data and citation information), as
itation information as possible is added.

elp B UNIiProtkB help video & Other tutorials
and videos % Downloads
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