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PROSITE
pﬂék Database of protein families and domains

PROSITE iz a database of pratein families and domains. I consdgts of Wolopically samnificant sites, pattems and profiles that Belp 1o reliably identify 1o
which known probein family (f any) a new sequence belongs [More detatls | Belerences § Cisclaimer .

Eeleaze 1B.34, of 1'9-Aug-2004 (conlaing 1277 documentation eatries thal dezcribe 1736 diflerent patterns, rules and profilesfmatrices).

fccesz lo FEOSITE

Chuick Seaech » Browse FROSITE documentation eniries

in PROSITE by AC, 1D of documentation text Search by author

— , , . Search by citation
Ll Frefiz and append wildeard "' o wonds, Search by description

Search by full fext search
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Tools [or FEOSITE

Scan PROSITE pattemns, profiles and rules with a Swiss-FrotTrEMEL AC, 1D ar # ScanProeite - Scan a sequence against FROSITE or a pattern

pashe Four oW sequence in the box below (for more options, wse the Scan Proste against Swise-Prot or FDE and visnalize matches on stractores

form): with graphical view and feature detection v
&l B FTES

vy o 2} Biodnfo_BRO- . ExPASy- PRO 3} Ptam : Protdn 3 MEME - Introd... = B MemschiPows. — , B 7 &L B Tros




Y ScanProsite - Microsoft Internet Explorer
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The ScanProsite tool [Help] allows to scan protein sequenceis) (either from Swiss-Prot or TrEWMEL or prowided by the user) for the ocourrence of patterns,
profiles and rules (motifs) stored in the PEOETTE database, of to search protein database(s) for hits by specific motifis) [ Eeference / Download ps scan, the
standalone version]. The program PEATT can be used to generate yvour own patterns. T ou may either:
s Enter one or more PEOSITE accession numbers andfor patterns [1 by line] to search the Swiss-Prot TrEMEBEL andfor PDE databases, OR
s Enter one or more sequences [raw, Swiss Prot or fasta format] andfor Swiss-Prot TrEMEL accession numbers [1 by line] to be scanned with all patterns,
profiles, rules m PEOSITE, OR ]
¢ Fill in both fields to find all occurrences of a motif'in a sequence.
Protein(s) to be scanned: PROSITE pattern(s)/profile(s) to scan for:
Enter one or more Swizs-Prot/IYEMBL accession number(s) [AC] (e.g. Enter one or more PROSITE accezsion tumber(s) (e.g PSS0240), andior
PO074T) andfor sequence identifier(s) [ID] (e.g ENTEK HUMAN) , and/or | |identifier(s) (e.g. CHEB), andfor type your pattern(s) in PEOSTTE format in
PDE identifier, andfor paste your own protein sequence(s) in the box the box below:
belowr (leawe this box blank to scan sequence(s) against the entire PROETTE
{leave this box blank to scan PEOSITE entrie(s) against selected protein database)
databases)
4
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Pfam: Pfam Home Page
Home Search by Browse by ftp iPfam Help

Ffamn is a large collection of multiple sequence alignments and hidden Markoy models

covering many commmon protein domains and families, For each family in Pfam yow can; e A3l

August 2004, 7503 families 3

Look at rultiple alignments

Wiemy protein dornain architectures
Exarning species distribution
Follow links to other databases
Wiemy known protein structures

For rmore information on Pfam, on using this site, or on the changes between Pfam

B Sequence coverage Pfar-4A @ 749
teleases 14 and 15, click here, 9 J :

B Sequence coverage Pfam-B 0 24%
Oither

Pfam can be used to view the domain organisation of proteins, A typical example is

shiowen below, Motice that a single protein can belong to several Pfam families.
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Enter your keyword(s) here
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Pfam: Pfam Home Page
Home Search by Browse by ftp iPfam Help

Protein name or sequence

Pfam is dKeyword £ alignrents and hidden Markoy models

COvErn - farnilies, For each farmily in Pfarm you can;
Domain query

Yersion 15.0

August 2004, 7503 families 3
+« LU DNA sequence

*+ 4 Taxonomy query
warmnine species distribution

Foliow links to other databases
Wiemy known protein structures

For rmore information on Pfam, on using this site, or on the changes between Pfam

B Sequence coverage Pfar-4A @ 749
teleases 14 and 15, click here, 9 J :

B Sequence coverage Pfam-B 0 24%
Oither

Pfam can be used to view the domain organisation of proteins, A typical example is

shiowen below, Motice that a single protein can belong to several Pfam families.
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Enter your keyword(s) here
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| | Pfarn has pre-calculated the domain structure of the proteins in UniProt, If you know the name ar |
[ E ] [E% ] [ Exaraple ] accession number (e.g. PIG1 BOWIM or 021437 then you can see the Pfam domains on the
sequence instantaneausly,

By Protein sequence

Single sequence searches
If you don't know the UniProt identifier for your sequence, you can perform a slower, HMM search by giving your sequence belo,

Cut and Paste your sequence here (This search will take 1-5 minutes)

Pfam Search Options

Search type: Output forrnat:
Both Global & Fragment Pfam search + | Graphical output + |

* Searching against SMART and TIGR hrom's has been disabled, It should
return shortly, *

E-value cutoff level:

1.0
Or: Select the sequence file you wish to Lse Faor help on the scares in Pfam, and the difference between standard and
fragrnent searches, click here
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3 Pfam - Home (Enint L-onis) - Microsoft Inlemmet Explorer

XD SMD BAT ShAEa TAD N#A@ R
Qtrx-Q ¥ @ Posranne @ue @ -5 B -
PRI (] TitpoMpdem wontl edwhndes himl v ElBE W

& Washington University in St.Louis
Pfam :: Home

I Prarm database of protein farebes and HM=

Efam [SE. Lowis) | Pfam (Cambridae] | Plam (Stockhalm) | Bfam [Paris) | Pfam (Sowth Eoreal | HMMER | WashlGenatics
Homa | Protein sesrch | [ search | Browse &fam | Kevword search | Taxonomy seardh | SwissPfam | Helo

Pfam 14.0 (June 2004, 7459 families)

Ffam is a large collection of multiple seguence alignments and hidden Markow models covenng many Common Qrotein
farmbis, Plam vergion 14.0 (June 2004) contans aignments snd models for 7459 protein lamiles, based on the Swissprol
43.2 and SP-TrEMBL 26,2 protein sequence databases,

HELF More information on Ffam, using this site, and the changes between Ffam releases.

PEROTEIMN SEARCH Analyze a protein query sequence to find Ffam family matches.

ARCH Aralyze a OMA guery sequence to find Pfam family matches.
LhA SEARCH (Uses the GeneWise server at the Sanger Centre.)

BROWSE PEFAM \iew Pfam annotabon and aignments,

KEYWORD SEARCH Query Pfam by keywords,
TAXONOMY SEARCH Find Pfam families by taxonomy,

BEOWSE SWISSPEAM iew the domain arganization of & SWISSPROT/TrEMEL sequence according to PRam

% Plam : Bo TP MEME-1.. | EE: T The RCIE T HCHIZey.. | T Yahoo!SF . % T F 03405




a Pfam : Protein Search (Saint Ironis) - Microsoft Intermet Explorer
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[ Washington University in St.Louis

Pfam :: Protein Search

Analyze a guery sequence using the Pfam HMM database

Pfarn (5t. Louis) | Pfam (Cambridge) | Pfam (Stockholm) | Pfam (Parisy | Pfam (South Koreal | HMMER | WashlU/Genetics

Home | Protein search | DA search | Browse Pfam | Keyword search | Tazonomy search | SwissPfam | Help

Analyze a query sequence by searching Pfam HMMs

Zut and paste yvour sequence here,
FASTA format or raw sequence are acceptable:

Oor

Select the query sequence file yvou wish to use:
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Molecular Visualization Freeware
Protein Explorer, Chime & RasMol

This is the RasMof Home Page
visited by over 500,000 people
from over 115 countries!

Contents What's New? Search

Job Opportunities!

Oxv-hemoglobin zooming

. . ) ) in to oxv-heme (from
Protein EKplUI’EtI‘, a RasMol-derivative, is the easiest-to-use and most powerful software for looking at 1hho.pdb by B. Shaanan).

macromblecular structure and its relation to Tunction. &And it's free! Tt runs on Windows or Macintosh/FPC Thiz iz an animated picture;
computers. (linux users see below.y Rashol users will find its menus very familiar, and it understands Rashdol ~— unlike with Protein
commands. Tt 15 very fast: rotating a protein or DINA molecule shows its 3D structure. Tf you have never seen this, .E—XMs you cannot move
watch the image at the upper right of this page. (Click here to see another molecule rotate.y Look at our gallery to 1Al dyennIeT

see still snapshots of other molecules. Also available here are Chime-based tutorials on

« DNA,

Hemoglobin,

Antibody,

The Protein Morpher,

Infrared spectra with animated molecular vibrations,
Tutorials on many other popular molecules.

The above resources employ the Netscape plug-n Chime, fresware from MDL, and derived from Eashol. Here are reference materials and templates about
how to create vour own Chime websites.
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http://www.ebl.ac.uk/interpro/

Bl u Mucleotide sequences j I GD!

uropean Bioinformatics Institute

EBI Home About EBI Research Services Toolbox Databases Downloads Submissions

INTEEPREQ DATABASE

InterPro

* InterFro Index

» Text Search

* Sequence Search
= Databases

= Documentation

* FTP Site

InterPro s a useful resource for whole
genome analysis and has already been :
used for the proteome analysis of a number InterPro
of completely sequenced organisms

Including prefiminary analyses of the mouse and human
QJENOMES.

Further information on InterPro can be found in the
Cocumentation page, which includes links to the release
notes, the user manual, a list of deleted InterPro entries, the
dataflow scheme of the database, a fully annotated sample
entry and references for the member databases.

InterPro is headed by Rolf Apweiler.

Updated Documents and Mew Links
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Proteome
Analysis
oteom
nalysis

otatistical and
comparative
analysis of the
predicted
prateomes of fully
sequenced
organisms.

QuuickCGO
GO Browser




