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Amino Acid Sequence

Jtranslation="MANFLLPRGTSSFRRFTRESLAATEKRMAEKQA
GLPEEEAPRPQLDLOASKELPDLYGNPPQELIGEPLEDLDPFYSTQK
FRFESATHNALYVLSPFHPIRRAAVKILVHSLFNMLIMCTILTNCVFMA
EYTFTAIY TFESLVKILARGFCLHAFTFLRDPWMWLDFSVITMAYTT
RTFRVLRALETISVISGLETIVGALIQSVEK LADVMYLTYFCLSVFA
RHECWYRNFTALNGTNGSVEADGLVEHESLDLY LSDPENY LLENGTSDY
CPEGYRCLKAGENPDHGY TSFDSFAWAF LALFRLMTQDCHWERLYQQT
FMLVIFLGSFY LVNLILAVVAMAYEEQNOQATIAETEEKEKRFQEAME
ROVDTWVSRSSLEMSPLAPVNSHERRSKRRKRMSSGTEECGEDRLPES
LSLTRGLSRTSMEPRSSRGSIFTFRRRDLGSEADFADDENSTAGESE
LRRTSAQGOPSPOTSAPGHALHGK KNS TVDCNGWWSLLGAGDPEATS
EHFPOTTTPSEEPGGPOMLTSQAPCVDGFEEPGARQRALSAVEVLTS
CPPCLHMRLAGRY LIWECCPLWMSIKQOVELVVMDPFTDLTITMCIVL
MTSEFEEMLOVGNLVFTGIFTAEMTFKITALDPYYYFQQGUNIFDSI
SRMSMNLSYLRSFRLLRVFELAKSWPTLNTLIKIIGNSVGALGNLTLY
GMOLFGKNYSELRDSDSGLLPRWHMMDF FHAFLIIFRILCGEWIETM
CLLVFLLVMVIGNLVYLMLFLALLLSSFSADNLTAPDEDREMNMLAL
VERTTWDFCCGLLRQRPOEPAALAADGOLPSCIATPYSPPPPETERY
GEQPGRGTPGDPEPVOVP IAVAESDTDDQEEDEENSLGTEEESSKQQ
PPOSRTHSOVSATASSEAEASASQADWROWKAEPQAPGCGETPEDS
TAELLEQIPDLGODVKDPEDCFTEGCVRRCPCCAVDTTQAPGEWVILR
SWFETFIIFMILLSSGALAFEDIY LEERKTIEVLLEYADKMFTYVEY
FEEYFTHAWCWLDFLIVDVSLVSLVANTLGFAEMGPIKSLRTLRALR
RWVANALYVGATIPSIMNVLLVCLIFWLIFSIMOYNLFAGKFGRCINGQT
MNESQCESLNLTGELYWT EVEVNFDMVGAGY LAL LOVATFEKGWMDIM
QPOWEYNLYMY IYFVIFIIFGSFFTLHNLFIGVIIDNFNQQEKKLGG)
YNAMEKLGSKKEPQEKPIPRPLNKYQGFIFDIVTEQAFDVTIMFLICLM
SPEKINILAKINLLFVATIFTGECIVELAALRHYYFTHNSHNIFDRVWY
ITOKYFFSPTLFRVIRLARIGRILRLIRGAKGIRTLLFALMMSLPAL
FIYSIFGMANFAYVEWEAGIDDMFNFOTFANSMLCLFQITTSAGWDS
YCDPTLPNSNGSRGDCOGSPAVGILFFTTYITIISFLIVVMMYIAIILE
PLSEDDFDMFYEIWEKFDPEATOQFIEYSVLSDFADALSEPLRIAKPHN
VSGDRIHCMDILFAFTHRVLGESGEMDALKIQMEEKFMAANPSKISY
EEVSAMVYIQRAFRRHLLORSLKHASFLFROQAGSGLSEEDAPEREGL
PLGPPSSS5ISSTSFPPSYDSVTRATSDNLOVRGS DY SHSEDLADFP
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AE8CEECESC
ccagtgocaoc
ggcccggecg
agcaggatga
tcacacggga
caaccacctt
tggacctgca
tcggagagoco
tgaatasagg
ccttccacce
tcatcatgtg
ggaccaagta
ttctggoteg
tggactttag
cagcocttacg
tgaagaccat
tcacagtctt
taaggcacaa
CCgacgectt
tcaagaacgg
CEZ3gEEcTa
attocctttgo
gocctoctatca
tcatcttoct
atgaggagca
aggccatgga
tgtcoccgtag
gcaagaggag
agtctgactc
gcaggacttc
acctgggttc
ECCACCAcac
ccagtcocgg
actgcaatgg
goccacctoct
AECCAgECEs
Caggagcacg
tagaggagtc

Nucleotide Sequence

ggcgcccgta
EAgCCCCECE
ggggaccage
gaagatggca
gtcocctggca
gcaggagagc
gegcctocaaa
Ccctggaggac
caagaccatc
catccggaga
caccatcctc
tgtcgagtac
aggcttctge
tgtgattatc
caccttccga
cgtgggggec
ctgcctoagc
gtgcgtgcec
getctggeaa
cacctoctgat
Cccggtgccta
ctgggocttt
gcagaccchc
gggetoctic
Baaccaagcc
satgctcaag
ctccttggag
saaacggatg
agaagatget
tatgaagcca
tgaagcagat
atcactgctg
acctocggct
ggtggtctca
ccgccctgty
gococcagatg
gcagcgggcc
tcgoccacaag

ggatgcagas
CCgagccgag
agcttcoccca
aacttcctat
gocatcgaga
CEBEagEEEC
aagctgccag
ctggaccoct
ttccggttca
gcgectetgs
accaactgcg
accttcaccg
ctgcacgogt
atggcataca
gtocctocogeg
ctgatccagt
gtctttgocc
aacttcacag
toccctggacc
gtgttactgt
SagECAgECE
cttgcactct
aggtccgcag
tacctggtga
accatcgotg
aaagaacacg
atgtccocctt
tcttcaggaa
CCCagagoaa
cgttccagoo
tttgcagatg
gtgococtggc
CcCctggccacg
ttactgeses
atgctagagc
ctgacctcocc
ctcagcgcag
tgtccaccat

atcgotococe
tccgogocaa
caggcaacgt

tacctocgges
agcgcatggec
tgcccgagga
atctctatgg
tctatagcac
gtgccaccaa
agattctggt
tgttcatggc
ccatttacac
tcactttcct
caactgaatt
ccctgaaaac
ctgtgaagaa
tcatcggoct
CEgctcaacgg
tttacctcag
gtgggaacag
AgEACCCCEa
tcocgoctgat
ggaagatcta
acctgatcct
agaccgagga
aggooctcac
tggocococcagt
ctgaggagtsg
tgaatcatct
gcgggagrat
atgasaacag
CcCcoctgogccg
ccctoccatgg
caggcgacce
acCcCgCcaga
aggctoccgtg
tcagcgtcct
gctggaaccyg

cggggccget
ECAgCagocg
ERggagagco
Caccagcago
agagaagcaa
ggaggctocc
caatccaccc
Cccaaaagact
cgoccttgtat
tcactcgotc
CCcagcacgac
ctttgagtct
tcgggaccca
tgtggacctg
tatatcagtc
gctggoctgat
gragctottce
Caccaacggc
tgatccagaa
ctoctgacgot
ccacggotac
gacgcaggac
catgatcttc
geccgtegtc
gEaggaaaag
catcaggget
aaacagccat
tggggaggac
cagcctcace
tttcaccttt
Cacagcgsge
gaccagtgoc
Caaaaagaac
agaggccaca
CACEaccacg
tgtagatgec
Caccagcgoa
toctcgooccag

gagcctgoge
COCABCCCCgE
tgtgcoccaga
ttccgoagst
ECcCcCcgCEgct
Cggrcccago
caagagctca
ttcatcgtac
gtocctcagtc
ttcaacatgc
cctccaccct
ctggtcaaga
tggaactggco
ggcaatgtct
atttcagggc
gtgatggtec
atgggcaacc
tocgtggazs
asattacctgc
gggacatgtc
accagcttcg
tgcteggasc
ttocatgocttg
gcaatggcct
cgcttoccagg

gtggataccg
gagagaagaa
aggctoccca
cgtggoctea
CECIEECEag
gagagcgaga
Cagggacagc
agcactgtgg
tccccaggaa
ccatcggagg
ttcgaggagc
ctggaagagt
cgctacctga



NCBI Protein Tools
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NCBI Home

Resource List (A-Z)

All Resources

Chemicals & Bioassays

Data & Software

DNA & RNA

Domains & Structures

Genes & Expression

Genetics & Medicine

Genomes & Maps

Homology

Literature

Proteins

Sequence Analysis

Taxonomy

Training & Tutorials

Wariation

All Databases |

Proteins

JE| | Databases | | Downloads | | Submissions | | Tools || How To |

Databases

BioProject (formerly Genome Project]

A collection of genomics, functional genomics, and genetics studies and links to their resulting datasets. This resource
describes project scope, material, and objectives and provides a mechanism to retrieve datasets that are often difficult to
find due to inconsistent annotation, multiple independent submissions, and the varied nature of diverse data types which
are often stored in different databases.

BioSystems
Database that groups biomedical literature, small molecules, and sequence data in terms of biological relationships.

Conserved Domain Database {CDD)
A collection of sequence alignments and profiles representing protein domains conserved in melecular evolution. It also
includes alignments of the domains to known 3-dimensional protein structures in the MMDB database.

HIV-1, Human Protein Interaction Database
A database of known interactions of HIV-1 proteins with proteins from human hosts. It provides annotated bibliographies
of published reports of protein interactions, with links to the corresponding PubMed records and sequence data.

Protein Clusters

A collection of related protein sequences (clusters), consisting of Reference Sequence proteins encoded by complete
prokaryotic and organelle plasmids and genomes. The database provides easy access to annotation information,
publications, domains, structures, external links, and analysis tools.

Protein Database

A database that includes protein sequence records from a variety of sources, including GenPept, RefSaq, Swiss-Prot,
PIR, PRF, and PDB.

Sign in to NCBI

|

Quick Links

BioProject (formerly Genome
Project)

BioSystems

Conserved Domain Database
(CDD)

Protein Clusters

Protein Database

Reference Sequence (RefSeq)
BLAST (Stand-alone)

BLAST Link (BLink)

Basic Local Alignment Ssarch
Tool (BLAST)

Cn3D

Conserved Domain Search
Service (CD Search)

E-Utilities
ProSplign



NCBI Protein Tools

& NCBI Resources ™ How To &) Sign in to NCBI
Protein Protein = || | w
Advanced Help

Protein

The Protein database is a collection of sequences from several sources, including translations from annotated coding

regions in GenBank, RefSeq and TPA, as well as records from SwissProt, PIR, PRF, and PDB. Protein sequences are
the fundamental determinants of biological structure and function.

Using Protein Protein Tools Other Resources
Quick Start Guide BLAST GenBank Home
FAQ LinkQut RefSeq Home

Help E-Utilities CcDD

GenBank FTP Blink Structure

RefSeq FTP Batch Entrez



NCBI Protein Tools

= NCBI Resources(~ How To [v]

Protein Protein M | Search
Advanced Help
Display Settings: [+] GenPept Send to:
Change region shown m

SCN5A protein [Homo sapiens]

GenBank: AAl44622 1

FASTA Graphics Customize view -
Go to:
Analyze this sequence =
LOCUS AAT44522 . .1983 aa linear PRI 18-MAR-2@89 Run BLAST
DEFINITION SCNSA protein [Homo sapiens].
ACCESSION  AAT44522 Identify Conserved Domains
VERSION MIME%Z. 1 GI:219521582 Highlight Sequence Features
DESOURCE accession BC144621.1
KEYWORDS MGC . Find in this Sequence
SOURCE Homo sapiens (human)

ORGANISM Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Euarchentoglires; Primates; Haplorrhinij;
Catarrhini; Hominidae; Homo.

REFERENCE 1 (residues 1 to 1983)

AUTHORS Strausberg,R.L., Feingold,E.A., Grouse,L.H., Derge,J].G.,
Klausner,R.D., Collins,F.S5., Wagner,L., Shenmen,C.M., Schuler,G.D.,
Altschul,s.F., Zeeberg,B., Buetow,K.H., Schaefer,C.F., Bhat,N.K.,
Hopkins,R.F., Jordan,H., Mcore,T., Max,5.I., Wang,J., Hsieh,F.,
Diatchenko,L., Marusina,K., Farmer,A.A., Rubin,G.M., Hong,L.,
Stapleton,M., Soares,M.B., Bonaldo,M.F., Casavant,T.L.,
Scheetz,T.E., Brownstein,M.J., Usdin,T.B., Toshiyuki,s.,

Protein 3D Structure

Voltage-gated Sodium
Channel 1.5 C-terminal
Domain In Complex With
PDE: 4JQ0

Source: Homo sapiens
Method: X-Ray Diffraction
Resolution: 3.84 A

See all 4 structures. ..



NCRBI Protein Tools

LRSI

~  Home RecentResults Saved Strategies  Help

» NCBIf BLAST Home

BLAST finds regions of similarity between biological sequences. more...

¥ DELTA-BLAST, a more sensitive protein-protein search  GaJ

BLAST Assembled Genomes
Find Genomic BLAST pages: o Human o Rabbit o Zebrafish
o Mouse o Chimp o Clawed frog
o Rat o Guinea pig o Arabidopsis
o Cow o Fruit fly o Rice
o Pig o Honey bee o Yeast
o Dog o Chicken o Microbes

Basic BLAST

Choose a BLAST program to run.

Search a nucleotide database using a nucleotide query

nucleotide blast " . N
Algonthms: blastn, megablast, discontiguous megablast

Search protein database using a protein query

protein blast
e Algornithms: 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




Uniprot

EMBL-EBI Services | Research | Training About us

UniProt ¢
o0

Overview

About UniProt ks

Download Centre

The missien of UniProt is to provide the scientific community with a comprehensive, high quality and freely Release Statistics

accessible resource of protein sequence and functional information. UniProt DAS Server
QuickGo

UniProt is comprised of four components, each optimised for different uses: Posters

1} The UniProt Knowledgebase (UniProtKB) is the central access point for extensive curated protein

information, including function, classification, and cross-reference.
Submissions [SPIN)

It consists of two sections: DAS Server
o UniProtKB/Swiss-Prot which is manually annotated and is reviewed and Clustal
= UniProtKB/TrEMBL which is automatically annotated and is not reviewed. D ping

UniSave

http://www.ebi.ac.uk/uniprot



Uniprot

* Mission of UniProt is to provide comprehensive,
high quality and freely accessible resource of
protein sequence and functional information

e UniProt Knowledgebase (UniProtKB)

* central access point for extensive curated protein
information, including function, classification, and cross-
reference

* UniProtKB/Swiss-Prot which is manually annotated and is
reviewed

* UniProtkKB/TrEMBL which is automatically annotated and is not
reviewed



Uniprot

* UniProt Reference Clusters (UniRef) databases

* clustered sets of sequences from the UniProtKB and
selected UniProt Archive records to obtain complete
coverage of sequence space at several resolutions while
hiding redundant sequences

e UniProt Archive (UniParc)
 comprehensive repository, used to keep track of
sequences and their identifiers

* UniProt Metagenomic and Environmental Sequences
(UniMES)

* repository specifically developed for metagenomic and
environmental data.



Uniprot

Uni ...= Advanced - K '

BLAST Align Retrieve/ID Mapping Help Contact

How to use this tool 1. Enter either a protein or nucleotide sequence or a UniProt identifier (2.9.P00750 x
or A4_HUMAN or UPIO000000001) into the form field.

The Basic Local Alignment Search Tool (BLAST) finds regions of local similarity 2. Optionally, change the program parameters with the dropdown menus under the

between sequences, which can be used to infer functional and evolutionary form.

relationships between sequences as well as help identify members of gene 3. Click the Run BLAST button.

families.

@ Help B Tutorials and Videos .t Downloads

BLAST

Protsin sequsencs, Nucleotids sequsence or UniProt identifier

Targst databasse E-Threshold  Matrix Filtering

Gapped Hits
| UniProtkB | |10 v |Auto v

[ None v |yes v| [230 v

[[JRun Blast in a separate window.

% RunBLAST | Clear




niprot

UniProt ¢
o0

BLAST Align Retrieve/ID Mapping
How to use this tool

Align two or more protein sequences with the Clustal Omega program (see also
this FAQ) to view their characteristics alongside each other.

Advanced - Q L 4

w7 e o

i

Help Contact

1. Enter either protein sequences in FASTA format or UniProt identifiers into the
form field, for example:

TPA_HUMAN
TPA_PIG

2. Click the Run Align button.

@ Help D Tutorials and videos . Downloads

Align

Protein sequences (FASTA) or UniProt identifiers

A

= Run Align | Clsar




Aligning multiple sequences

* Highlights areas of similarity which may be associated
with specific features that have been more highly
conserved than other regions

* These regions in turn can help classify sequences or to inform
experiment design

* important step for phylogenetic analysis, which aims to
model the substitutions that have occurred over
evolution and derive the evolutionary relationships
between sequences

* Clustal Omega improves on ClustalW in a number of
ways - alignment accuracy and improved scaling to
many sequences are the main results



PDB

* Single worldwide repository of information about the 3D
structures of large biological molecules, including
proteins and nucleic acids

* Understanding the shape of a molecule helps to
understand how it works

* Can be used to help deduce a structure's role in human
health and disease, and in drug development

* Structures in the archive range from tiny proteins and bits
of DNA to complex molecular machines like the ribosome

e PDB archive is available at no cost to users

* PDB archive is updated each week at the target time of
Wednesday 00:00 UTC (Coordinated Universal Time)

* Most recent release is timestamped and linked on every
page in the top right header.



PDB

Home Deposition + Education =

News + Tools + Help & Contact Us + More ~

MyPDB Account

& memeer or THe S IPIDEB  EMDataBank

An Information Portal to Biological Macromolecular Structures
As of Tuesday Sep 30, 2014 at 5 PM PDT there are 103735 Structures = PDB Statistics | g (7]

[ ="
PROTEIN DATA BANK

Search Everything Author Macromolecule Sequence Ligand (7]

Advanced == e.g., PDB ID, molecule name, auther

Browse Search History , Previous Results

Biological Macromolecular Resource

Customize Page
Full Description

1 New Features Hide

1 Learn: Featured Molecules

Hide Latest release:

. . August 2014
Structural View of Biology List Wiew of Archive By: Title | Date | Category

Molecule of the Month
Apoptosomes
"To be, or not to be"--that question is continually being asked by each of your cells. Your cells are preprogrammed to die on command. This is

essential during development of large organisms like ourselves, where cells work together, growing and dying to shape our complicated bodies. It

is also essential throughout our adult lives, to remove damaged or infected or cancerous cells. The machinery for cell death is always silently
present in cells, but can be instantly mobilized if the choice is made to die.

| Website Release Archive: v |
Full Article

New Top Bar Menu

Protein Structure Initiative Featured System
_,-'1' - Peptidyll-carrier_Proteiljs . . . . . Weekly | ] Quartedy | Yearly
g W Y Bacteria are creative chemists, constantly discovering new ways to build unusualmolecules for exploiting natural resources and fighting

{ RCSB PDB News Hide




PDB

4 Structure Hits 3 Ligand Hits | 7 Web Page Hits

Query Parameters:

Query Details | Save Query to MyPI
Text Search for: scnsa

Other search suggestions:

Gene View ]

Protein Feature View ]

« SCN5A - sodium ... {5) + SCN5A (5)

clos

Query Refinements: Select an item or pie chart & Hii
‘ e Organism ‘ ‘ e Taxonomy ‘ ‘ ‘ Experimental Method ‘ ‘ » X-ray Resolution ‘ f' Release Date ‘ ‘ e Polymer Type
‘ e Protein Symmetry
« Homo sapiens only (4) « Eukaryota only (4) o X-ray (3) less than 1.5 A1) 2005 - 2010 (1) * Protein (4)
e Solution NMR (1) 2.0-2.5A(1) 2010 - today (3)

! « Asymmetric (4)
this year (1) .

maore choices...

3.0 and more A (1)

: more choices...
maore choices...

LRI T }

.
.
.
.

Protein Stoichiometry
‘ w ‘

« Monomer (2)
« Heteromer (2)
« more choices...



UniProtKB: Q14524 &
Speciss:Homo sapiens

Gene name: @ Gene View for SCHEA

Length:2016

Q14524

Molec. Procassing
Motif

UP Sites

Pfam
Disorder

Hydropathy
Exon Structure

Secstruc

ADCK.A
4JQ0.D
2ZKBLA
2L53.E
4DJC B

Homology Modsls

100 200 300 400 500 800 700 BOO 000 1000 1100 1200 1300 1400 1500 1600 1700 1200 1200
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PDB

38340 Structure Hits |[[RESLEN e 20l ER TR LT R o)

Query Parameters: Query Details | Save Quer

TaxonomyTree Search for Bacteria (eubacteria)

Query Refinements: Select an item or pie chart &

v Organism ‘ ‘ e Taxonomy ‘ ‘ e Experimental Method ‘ ‘ “! X-ray Resolution

‘ fw Release Date ‘ ‘ e Polymer Type

before 2000 (3123) « Protein (36115)
2000 - 2005 (6451) « Mixed (2102)
2005 - 2010 {12673) + RNA (120)
2010 - today (16093)

this year (2752)

this month (84)

more choices...

Escherichia coli (4888) 1
Escherichia coli K-12 (2076) Bacteria/Eukaryota (770) Solution NMR (1907) 1.5- 2.0 A(12776)
Bacillus subtilis (1037) Bacteria/Other (182) Electron Microscopy (270) 2.0-25A(12172)

« Bacteria only (37229) . .
L) L) L)

Thermus thermophilus HB8 (995) « Bacteria/Viruses (87) « Hybrid (28) « 2.5-3.0A(5737)
L) L) L)

¥-ray (36100) less than 1.5 A (2857)

Mycobacterium tuberculosis (925) Bacteria/Archaea (32) Solid-State NMR. (19) 3.0 and more A (2569)
Staphylococcus aureus (798) Bacteria/Eukaryota/Viruses (14) Meutron Diffraction (9) more choices...
Pseudomonas aeruginosa (677) Bacteria/Eukaryota/Other (12) Electron Crystallography (&)

L
LI A I

Other (27135) Other (14) Fiber Diffraction (1)
2 A g o A : 3 . g e .
.' Enzyme Classification ‘ .‘.' SCOP Classification ‘ ‘ 7 Protein Symmetry ‘ ‘ w Protein Stoichiometry ‘ ‘ Membrane Proteins
« 3: Hydrolases (7032) +« Alpha and beta proteins (a/b) (6190) + Asymmetric (18125) + Homomer (18766) « ALPHA-HELICAL (1032)
« 2: Transferases (5586) « Alpha and beta proteins (a+b) (4077) « Cyclic (14374) « Monomer (15804) « BETA-BARREL (331)
« 1: Oxidoreductases (4683) « All beta proteins (3250) « Dihedral (4600) « Heteromer (2888) « MONOTOPIC MEMBRAME PROTEINS (84)
« 4: Lyases (2077) « All alpha proteins (2485) « Tetrahedral {225) « more choices...
« 5: Isomerasas (1313) « Multi-domain proteins (alpha an ... (569) « Octahedral (76)
« 6: Ligases (960) « Small proteins (379) « Helical (48)
« Membrane and cell surface prote ... (377) « Icosahedral (12)
« Other (338) + more choices...



PDB

Ll N (ol 260 Unreleased Structures | 2653 Citations | 1501 Ligand Hits | 269 Web Page Hits

Query Parameters: Query Details | Save Query to M

Text Search for: virus

Other search suggestions:

Molecule Name ] [ Structural Domains ] Membrane Proteins ] [ Retrieve ] [ Molecule of the Month ] [ Author
« SINDBIS VIRUS CAPSID ... (12) + Human immunodeficiency virus type ... (246) « Virus Coat ... {25) « Virus Structures « Adenowirus [virus] « Virus, C. (1)
« Hepatitis Delta virus ribozyme (8) « Vaccinia Virus protein ... (445) * Tobacco Mosaic Virus
« Herpes virus entry ... (7) « Multimerization ... sendai virus [SCOP] (1) « Simian Virus 40
+ Herpes virus entry ... (7) + Hepatitis C Virus Capsid ... (1) +« Dengue Virus
« Epstein-Barr virus receptor ... (6) « Multimerization ... sendai virus [SCOP] (1)

« Virus-induced ... (8) » Hepatitis C Virus Capsid ... (1)
More - Find al More

Organism ] ‘ I & Taxonomy ‘ [ PDB Text ] Journal ] Pfam Description
« Human immunodeficiency virus 1 (1459) & « virus « Virus Res PFO0073 - picornavirus capsid ... (162)

« Influenza A virus (576) & + dirus + Virus Res. PF00506 - Influenza wirus nucleoprotein (16)
+ Hepatitis C virus (332) & Find « Viruses PFO0519 - Papillomavirus helicase (9)

Viruses (6906) PFO0G06 - Herpesvirus Glycoprotein B (11)
PFO0G93 ... herpesvirus (38)

PFO0G9S ... hepadnavirus

More

« African ... fever virus Malawi ... (1) ﬁ
« Woodchuck hepatitis virus 8 (1) E&

More

L]
« Vaccinia virus (97) & °
L]

Ontology Terms

regulation ... response to wirus by virus ... (544)
virus tail ... (4)

virus receptor ... (30)

Aura virus [Genome ... (3)

B04.820 ... Influenza A virus [MaSH ... (426)
fusion of virus membrane ... (284)

L A R



Pfam

EMBL-EBI

senee

HOME | SEARCH | BROWSE | FTP | HELP | ABOUT II ‘am

keyword search a

Pfam 27.0 (March 2013, 14831 families)

The Pfam database is a large collection of protein families, each represented by multiple sequence
alignments and hidden Markov models (HMMs). More..,

QUICK LINKS YOU CAN FIND DATA IN PFAM IN VARIOUS WAYS...
SEQUENCE SEARCH Analyze your protein sequence for Pfam matches
VIEW A PFAM FAMILY View Pfam family annotation and alignments
VIEW A CLAN See groups of related families
VIEW A SEQUENCE Look at the domain organisation of a protein sequence
VIEW A STRUCTURE Find the domains on a PDB structure
KEYWORD SEARCH Query Pfam by keywords

JUMP TO |en‘her any accession or ID |

Enter any type of accession or ID to jump to the page for a Pfam family or
clan, UniProt sequence, PDB structure, etc.

Or view the help pages for more information

Recent Pfam blog® posts HHide this
Moving to xfam.orgr? (posted 1 May 2014)

http://pfam.xfam.org/



DIP

Database of Interactmg Protems Py
Jobs | Search by:[protein] [sequence] [motif] [article] [IMEx] [pathBLAST] Help] [LOGIN]
Help
News THE DIP DATABASE
Register
(e The DIP™ database catalogs experimentally determined interactions between proteins. It combines mformation from a variety of sources to create a single. consistent set of
Satellit protein-protein interactions. The data stored within the DIP database were curated, both. manually by expert curators and also automatically using computational approaches that
atellites

utilize the the knowledge about the protein-protein interaction networks extracted from the most reliable. core subset of the DIP data. Please. check the reference page to find
SEARCH articles describmg the DIP database in greater detail.

SUBMIT
Software This page serves also as an access point to other projects related to DIP. such as The Database of Ligand-Receptor Partners (DLRP) and JDIP.
Services
Links - —
Files NEWS Announcements about the most recent additions and changes to the database.
MIF REGISTRATION/ Registration and account mamtanance. Registration 1s required to gain access to most of the DIP features. Registration 15 free to the members of the academic
ACCOUNT community. Trial accounts for the commercial users are also available Please, consult Terms of Use for further details.

STATISTICS Detailed information about the current state of the database as well as some statistics on server usage.
SATELILITES  DIP-related projects. such as DLRP and JDIP.

SERVICES DIP-derived services.

ARTICLES DIP in press. Both. papers published on DIP as well as a list of publications referring to DIP.

SEARCH Database search. This 1s the starting point of the database exploration. Once the mitial protein 1s found through keyword or sequence searches the mnteraction
= network can be explored by mteractively following the mteraction links.

http://dip.doe-mbi.ucla.edu/dip/Main.cgi
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External Links:
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3757 BRCA1 ProDom

SapB cd00007 SMART
rs104886112 225280 VAR_016877 NCBI/CDD
HPRD
SUPERFAMILY
MutDB
SNPdbe

Search:
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Worldwide PDB

W O RLDWIDE

SrDB

PROTEIN DATA BANK

Access the PDB FTP:
RCSB PDB PDBe PDBj
Archive Download

Chemical Component
Dictionary

Biologically Interesting
Molecule Reference
Dictionary (BIRD)

New Deposition and
Annotation System

Tutorial

System Information
Validation Reports

Reports

Deposit Data to the PDB:

Search for Structures
RCSB PDB PDBe

PDBj BMRB

PHIB Arcb

Home

wwPDB Agreement | Statistics | FAQ} | News | About Us f

The Worldwide Protein Data Bank {wwPDB) consists of organizations that act as deposition,
data processing and distribution centers for POB data.' Members are: RCSB PDB (USA),
PDBe (Europe) and PDBj (Japan), and BMRB (USA). The wwPDEBE's mission is to maintain a
single PDEB archive of macromaolecular structural data that is freely and publicly available to the
global community.

18-September-2014

Inclusion of Large Structures in the Main PDB Archive

The wwPDB recently combined entries that represent large structures (such as ribosomes)
across multiple PDE files (SPLIT entries) into single files. These combined structures have
been issued new POB IDs and are represented in the archive in both PDBx/mmCIF and
PDEML formats.

more

FULL NEW3S

Questions? info@wwpdb.org

1. H.M. Berman, K. Henrick, H. Makamura (2003): Announcing the worldwide Protein Data

zPDB BPDBe

PROTEIN DATA BANK Protein Dats Bank im Eurcpe

PDB;j

Bank. Nature Structural Biology 10 (12), p. 980
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