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s RNALogo: a new approach to display structural
RNA alignment

s AsiDesigner: exon-based siRNA design server
considering alternative splicing

OligoWalk: an online siRNA design tool utilizing
hybridization thermodynamics

TargetRNA: a tool for predicting targets of small
RNA action in bacteria

s pssRNAMiner: a plant short small RNA regulatory
cascade analysis server

RSAT: regulatory sequence analysis tools

S ConTra: a promoter alignment analysis tool for
identification of transcription factor binding sites
across species

DiRE: identifying distant regulatory elements of
co-expressed genes

s OREST: the online resource for EST analysis

CRISPRcompar: a website to compare clustered
regularly interspaced short palindromic repeats

Uprobe 2008: an online resource for universal overgo
hybridization-based probe retrieval and design

OligoHeatMap (OHM): an online tool to estimate
and display hybridizations of oligonucleotides onto
DNA sequences

Standard and generalized McDonald—Kreitman test:
a website to detect selection by comparing different
classes of DNA sites

IDT SciTools: a suite for analysis and design of
nucleic acid oligomers

QUMA: quantification tool for methylation analysis

S GeConT 2: gene context analysis for orthologous
proteins, conserved domains and metabolic pathways

The CGView Server: a comparative genomics tool for
circular genomes

HOMCOS: a server to predict interacting protein
pairs and interacting sites by homology modeling of
complex structures

TarO: a target optimisation system for structural
biology

The Jpred 3 secondary structure prediction server
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PROTEUS2: a web server for comprehensive protein
structure prediction and structure-based annotation

MolAxis: a server for identification of channels in
macromolecules

LocalMove: computing on-lattice fits for biopolymers

PharmaGist: a webserver for ligand-based
pharmacophore detection

FireDock: a web server for fast interaction
refinement in molecular docking

The RosettaDock server for local protein—protein
docking

Domain Hierarchy and closed Loops (DHcL):
a server for exploring hierarchy of protein domain
structure

pFlexAna: detecting conformational changes in
remotely related proteins

soaPDB: a web application for searching the Protein
Data Bank, organizing results, and receiving
automatic email alerts

SEQATOMS: a web tool for identifying missing
regions in PDB in sequence context

MultiBind and MAPPIS: webservers for multiple
alignment of protein 3D-binding sites and their
interactions

KFC Server: interactive forecasting of protein
interaction hot spots

PBEQ-Solver for online visualization of electrostatic
potential of biomolecules

webPIPSA: a web server for the comparison of
protein interaction properties

GLUE-IT and PEDEL-AA: new programmes for
analyzing protein diversity in randomized libraries

The Predikin webserver: improved prediction of
protein kinase peptide specificity using structural
information

E1DS: catalytic site prediction based on 1D
signatures of concurrent conservation

FFPred: an integrated feature-based function
prediction server for vertebrate proteomes

3D-Fun: predicting enzyme function from structure

GEPAS, a web-based tool for microarray data
analysis and interpretation

AMIC@: All Mlcroarray Clusterings (@ once
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s GeneCAT—novel webtools that combine BLAST and
co-expression analyses

Microarray retriever: a web-based tool for searching
and large scale retrieval of public microarray data

MADNet: microarray database network web server

GenoWatch: a disease gene mining browser for
association study

Babelomics: advanced functional profiling of
transcriptomics, proteomics and genomics
experiments

s ProfCom: a web tool for profiling the complex
functionality of gene groups identified from
high-throughput data

S Onto-CC: a web server for identifying Gene
Ontology conceptual clusters

s GOEAST: a web-based software toolkit for Gene
Ontology enrichment analysis

PaLS: filtering common literature, biological terms
and pathway information

s SerbGO: searching for the best GO tool

The Ontology Lookup Service: more data and better
tools for controlled vocabulary queries

s ENDEAVOUR update: a web resource for gene
prioritization in multiple species

BioLit: integrating biological literature with
databases

s BIOSMILE web search: a web application for
annotating biomedical entities and relations

PolySearch: a web-based text mining system for
extracting relationships between human diseases,
genes, mutations, drugs and metabolites

CoPub: a literature-based keyword enrichment tool
for microarray data analysis

PIE: an online prediction system for protein—protein
interactions from text

S E3Miner: a text mining tool for ubiquitin-protein
ligases

KEGG Atlas mapping for global analysis of
metabolic pathways

S The University of Minnesota pathway prediction
system: predicting metabolic logic

S Comparative Pathway Analyzer—a web server for
comparative analysis, clustering and visualization of
metabolic networks in multiple organisms

Hubba: hub objects analyzer—a framework of
interactome hubs identification for network biology
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NeAT: a toolbox for the analysis of biological
networks, clusters, classes and pathways

GraphWeb: mining heterogeneous biological
networks for gene modules with functional
significance

ProdoNet: identification and visualization of
prokaryotic gene regulatory and metabolic networks

Phylogeny.fr: robust phylogenetic analysis for the
non-specialist

Signature, a web server for taxonomic
characterization of sequence samples using
signature genes

OGtree: a tool for creating genome trees of
prokaryotes based on overlapping genes

MassTRIX: mass translator into pathways

ISPIDER Central: an integrated database web-server
for proteomics

MassNet: a functional annotation service for protein
mass spectrometry data

CS23D: a web server for rapid protein structure
generation using NMR chemical shifts and sequence
data

IMGT/V-QUEST: the highly customized and
integrated system for IG and TR standardized
V-J and V-D-J sequence analysis

NetMHC-3.0: accurate web accessible predictions of
human, mouse and monkey MHC class I affinities
for peptides of length 8-11

Immune epitope database analysis resource
(IEDB-AR)

EpiToolKit—a web server for computational
immunomics

bioNMEF: a web-based tool for nonnegative matrix
factorization in biology

S, Supplementary Material available at NAR Online
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