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MOTIF
 A sequence motif is a nucleotide or amino acid sequence

pattern that is widespread and has a biological significance.

 For proteins, a sequence motif is distinguished from
a structural motif, a motif formed by the three-dimensional
arrangement of amino acids which may or may not be
adjacent.

 A sequence motif residing in the coding region may encode a A sequence motif residing in the coding region may encode a
structural motif.

 Some such databases include:

i. Prosite

ii. PFAM

iii.CSD



PROSITE
PROSITE is an annotated collection of motif
descriptors. PROSITE is a good source of high quality
annotation for protein domain families.

A PROSITE sequence family is represented as a
pattern or profile. The profiles provide a means of
sensitive detection of common protein domains in
new protein sequences.
sensitive detection of common protein domains in
new protein sequences.

PROSITE release 16.46 contains signatures specific
for 1,098 protein families or domains. Each of these
signatures comes with documentation providing
background information on the structure and function
of these proteins.





Prosite



PIR PRO Database
http://pir.georgetown.edu/pro/pro.shtml



PFAM
Pfam is a large collection of multiple sequence alignments
and hidden Markov models covering many common
protein domains and families.
For each family in Pfam you can:
 Look at multiple alignments 
 View protein domain architectures 
 Examine species distribution 
 Follow links to other databases  Follow links to other databases 
 View known protein structures 
 PFAM database may search for similarity to

a query protein sequence.
 PFAM may also be used to analyze

proteomes and domain architectures.
 https://pfam.sanger.ac.uk/



Pfam is a database of two parts, the first is
the curated part of Pfam containing over
5193 protein families (Pfam-A). Pfam-A
comprises manually crafted multiple
alignments and profile-HMMs .
To give Pfam a more comprehensive
coverage of known proteins wecoverage of known proteins we
automatically generate a supplement called
Pfam-B. This contains a large number of
small families taken from the PRODOM
database that do not overlap with Pfam-A.
Although of lower quality Pfam-B families
can be useful when no Pfam-A families are
found.



InterProInterPro
“InterPro is an integrated documentation resource

for protein families, domains & sites.

InterPro combines a number of databases that
use different methodologies & a varying degree
of biological information on well-characterisedof biological information on well-characterised
proteins to derive protein signatures.

By uniting the member databases, InterPro
capitalises on their individual strengths,
producing a powerful integrated database &
diagnostic tool.



ProDom
 ProDom is a comprehensive set of protein domain

families automatically generated from the SWISS-
PROT and TrEMBL sequence databases.

 ProDom (Corpet et al., 2000) is a database of
protein domain families automatically generatedprotein domain families automatically generated
from SWISSPROT and TrEMBL sequence
databases (Bairoch and Apweiler, 2000) using a
novel procedure based on recursive PSI-BLAST
searches (Altschul et al., 1997).



ExPASy Proteomics Server
http://www.expasy.org/



Prosite Database
http://www.expasy.org/prosite/



ScanProsite Patterns and Profiles
http://www.expasy.org/tools/scanprosite/



InterPro Scan
http://www.ebi.ac.uk/InterProScan/



PIR PRO Database
http://pir.georgetown.edu/pro/pro.shtml



PIR iProClass Database
http://pir.georgetown.edu/pirwww/dbinfo/iproclass.shtml



European Bioinformatics Institute
http://www.ebi.ac.uk/



ExPASy Proteomics Server
http://www.expasy.org/



InterPro Scan
http://www.ebi.ac.uk/InterProScan/




