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Further Glossary from the NCRI initiative on tools, projects  and standards
The Gene Ontology (GO)
The GO is a controlled vocabulary that can be applied to all organisms even as knowledge of gene and protein roles in cells is accumulating and changing. 
The project website can be found at http://www.geneontology.org/
The Gene Ontology Next Generation (GONG)
The GONG project aims to enrich the formal semantic content of the Gene Ontology and develop a DAML+OIL based ontology engineering environment to support this.
The project website can be found at http://gong.man.ac.uk/
The Cancer Biomedical Information Grid - Cancer Data Standards Repository (caBIG - caDSR)
The National Cancer Institute (NCI) together with partners in the research community, develops common data elements (CDE's) that are used as metadata descriptors for NCI-sponsored research. The caDSR is a database and tool set that the NCI and its partners use to create, edit and deploy the CDE's.
The project website can be found at http://ncicb.nci.nih.gov/core/caDSR
The Cancer Biomedical Information Grid - Enterprise Vocabulary Services (caBIG - EVS)
The NCI EVS is a set of services and resources that address NCI's needs for controlled vocabulary. The NCI Thesaurus, which is a biomedical thesaurus created specifically to meet the needs of the NCI, is produced by the NCI EVS project. The EVS project also produces the NCI Metathesaurus, which is based on NLM's Unified Medical Language Metathesaurus supplemented with additional cancer-centric vocabulary. In addition, the EVS project provides NCI with licenses for MedDRA, SNOMED, ICD-O-3 and other proprietary vocabularies.
The project website can be found at http://ncicb.nci.nih.gov/core/EVS
P3G Consortium
The P3G Consortium has been established to foster international harmonization for public projects in population genomics.
The project website can be found at http://www.p3gconsortium.org/mission.cfm
The Cancer Biomedical Information Grid - Cancer Bioinformatics Infrastructure Objects (caBIG - caBIO)
The caBIO model and architecture is the primary programmatic interface to caCORE. The heart of caBIO is its domain objects, each of which represents an entity found in biomedical research. These domain objects are related to each other, and examining these relationships can bring to the surface biomedical knowledge that was previously buried in the primary data sources.
The project website can be found at http://ncicb.nci.nih.gov/core/caBIO
DAG_Edit
http://www.godatabase.org/dev/java/dagedit/docs/
DAG_Edit is a Java application that provides an interface to browse, query and edit GO or any other vocabulary that has a DAG (Directed Acyclic Graph) data structure. It exports several formats including OBO format.

AGML - Annotated Gel Markup Language
http://bioinformatics.musc.edu/agml/ 
AGML is a simple markup language that is being proposed to markup data obtained by 2-D gel electrophoresis.

AnatML - Anatomical Markup Language


http://www.physiome.org.nz/anayml/pages/ 
AnatML has been developed to keep track of and maintain the data resulting from the Musculoskeletal Modelling Project at the University of Auckland.

BIOML - BIOpolymer Markup Language
http://xml.coverpages.org/bioml.html 
BIOML is used for the annotation of biopolymer sequence information. BIOML allows the full specification of all experimental information known about molecular entities composed of biopolymers, for example, proteins and genes. Developed by Proteometrics, LLC and Proteometrics Canada Ltd.

BSML - Bioinformatic Sequence Markup Language
http://www.xml.com/pub/r/1311
http://www.labbook.com
BSML is an extensible language specification and container for bioinformatic data. Developed by the National Human Genome Research Institute and now merged with LabBook

CEBS-MAGE Sysbio-OM
http://www.niehs.nih.gov/nct/cebs.htm 
MAGE adaptation for proteomics and toxicology. Developed by the National Institute of Environmental Health Sciences.

CellML - Cell Markup Language
http://www.cellml.org/public/about/what_is_cellml.html 
CellML has been designed to store and exchange computer-based biological models. Developed by the Bioengineering Institute at the University of Auckland and Physiome Sciences INC.

DARPA Markup Language and Ontology Inference Layer (DAML+OIL)
DAML+OIL is a semantic markup language for Web resources, it has now been superceded by OWL.
The project website can be found at http://www.w3.org/TR/2004/REC-owl-ref-20040210/
Ontology Web language (OWL)
OWL is a semantic markup language for publishing and sharing ontologies on the World Wide Web. OWL has been developed as an extension of RDF (Resource Description Framework) and RDFS (RDF-Schema). It is derived from the DAML+OIL Web Ontology language and is a collaborative development endorsed by the W3C.
The project website can be found at http://www.w3.org/TR/2004/REC-owl-ref-20040210/
The Cancer Biomedical Information Grid - Cancer Laboratory Information Management System (caBIG - caLIMS)
caLIMS is a web based system designed to automate the workflow in the laboratory. Workflow operations include user and laboratory administration, inventory, project creation, project execution, project results, and equipment operation.
The project website can be found at http://lpglims.nci.nih.gov/
LGC
LGC is an independent provider of analytical and diagnostic services. LGC also distributes reference standards and ATCC biomaterials throughout Europe. LGC's services are designed to help organisations produce high quality data on which to base scientific and commercial decisions, providing a quantifiable basis. 
The website can be found at http://www.lgc.co.uk/index.asp
National Institute of Standards (NIST)
NIST provides the measurements, standards and data needed for the commercialization of biotechnology.
The project website can be found at http://www.cstl.nist.gov/div831/biotech/workshops.html
GeneCensus
The system provides the information of genomes at different levels: the relationship amongst different genomes, individual genomes and individual ORF in these genomes.
The project website can be found at http://bioinfo.mbb.yale.edu/genome/
Kyoto Encyclopedia of Genes and Genomes (KEGG)
KEGG is a suite of databases and associated software, integrating our current knowledge on molecular interaction networks in biological processes (PATHWAY database), the information about the universe of genes and proteins (GENES/SSDB/KO databases), and the information about the universe of chemical compounds and reactions (COMPOUND/GLYCAN/REACTION databases)
The project website can be found at http://www.genome.ad.jp/kegg/kegg2.html
Nucleic Acid Database (NDB)
The goal of the NDB is to assemble and distribute structural information about nucleic acids.
The project website can be found at http://ndbserver.rutgers.edu/about_ndb/index.html
 

Life Sciences Identifier (LSID)
The LSID concept introduces a straightforward approach to naming and identifying data resources stored in multiple, distributed data stores in a manner that overcomes the limitations of the naming schemes in use today.
The project website can be found
http://www-124.ibm.com/developerworks/opensource/lsid/?Open&ca=daw-ws-dr
Ensembl
Ensembl is a joint project between EMBL-EBI and the Sanger Institute to develop a software system which produces and maintains automatic annotation on metazoan genomes.
The project website can be found at http://www.ensembl.org/
Transfac®
Transfac® is a database of eukaryotic transcription factors, their genomic binding sites and DNA-binding profiles.
The project website can be found http://www.gene-regulation.com/pub/databases.html#transfac
The database of single nucleotide polymorphisms (dbSNP)
dbSNP is the database of single nucleotide polymorphisms hosted by the National Center for Biotechnology Information.
The project website can be found http://www.ncbi.nlm.nih.gov/SNP/
BIOgopher
BIOgopher is a bioinformatics tool that facilitates the integration of locally held bioinformatics data with public data sources via caBIO at the National Center for Bioinformatics.
The project website can be found http://biogopher.nci.nih.gov/BIOgopher/index.jsp
BIOMoby
MOBY is a system through which a client will be able to interact with multiple sources of biological data regardless of the underlying format or schema. Consisting of 2 parts - MOBY consists of 2 parts - Moby services and Moby Semantics.
The project website can be found http://www.biomoby.org/
The Cancer Biomedical Information Grid - Cancer Molecular Analysis Project (caBIG - cMAP)
A cMAP user may wish to see data that is directly relevant to a particular kind of cancer. Therfore, cMAP allows a user to select a specific combination of tissue and disease. cMAP data is organized around several key concepts: context, target, anomaly, profile, agent and trial.
The project website can be found at http://cmap.nci.nih.gov/
Minimum Information about a microarray experiment (MIAME)
MIAME describes the minimum information about a microarray experiment that is needed to enable the interpretation of the results of the experiment unambiguously and potentially to reproduce the experiment.
The project website can be found at http://www.mged.org/Workgroups/MIAME/miame.html
Generic Model Organism Project (GMOD)
GMOD is a joint effort by the model organism system databases WormBase, FlyBase, MGI, SGD, Gramene, Rat Genome Database, EcoCyc and TAIR to develop reusable components suitable for creating new community databases of biology. 
The project website can be found at http://www.gmod.org/
ComparaGrid
Integrating genomic data across species boundaries is critical to the successful exploitation of previous investment in this area. Systematic attempts to do this have thus far carried a single species focus e.g. annotating the genome of one species using functional data from a second. Due to the multiple potential views that could be applied to the combined data set, a generalised ‘warehousing’ approach will not succeed.

The project will develop a new GRID-based system to capture the details of relationships between genomic data either within or across species in a way that will enable complex ad-hoc queries to be run and demonstrate that the underlying raw data can be combined to draw maximum benefit from those data for all genomic communities.

Objectives:

* To define controlled vocabularies describing:
o Evolutionary relationships
o Containment relationships
o Nomenclature relationships relevant to comparative genomics
* To develop drop-in wrappers for primary and comparative data
sources, across a number of animal, plant and microbial species.
* To implement a Web/GRID middleware layer that will support
operations over the wrapped databases including the integration of
data by reference to controlled vocabularies.
* To demonstrate practical applications based on those web services
o To address biologically-relevant questions e.g. to assist in
identifying candidate genes underlying QTL in farm animals
or crop plant species
o To use existing comparative genomics knowledge to infer
further comparative observations and stimulate
hypothesis-driven experiments.
The project website can be found at http://www.comparagrid.org/wiki/index.php/Main_Page
Standards and Ontologies for Functional Genomics (SOFG) 
The SOFG aims to bring together biologists, bioinformaticians and computer scientists who are developing and using standards and ontologies with an emphasis on describing high-throughput functional genomics experiments.
The project website can be found at http://www.sofg.org/
 

The Microarray Gene Expression Data Society (MGED)
MGED is an international organisation of biologists, computer scientists, and data analysts that aims to facilitate the sharing of microarray data generated by functional genomics and proteomics experiments.
The project website can be found at http://www.mged.org/
National Physical Laboratory (NPL)
NPL is the UK's national standards laboratory, an internationally respected and independent centre of excellence in research, development and knowledge transfer in measurement and materials science.
The website can be found at http://www.npl.co.uk/ 

 

LGC
LGC is an independent provider of analytical and diagnostic services. LGC also distributes reference standards and ATCC biomaterials throughout Europe. LGC's services are designed to help organisations produce high quality data on which to base scientific and commercial decisions, providing a quantifiable basis. 
The website can be found at http://www.lgc.co.uk/index.asp
myGrid
myGrid is a project targeted at developing open source high-level middleware to support personalised in silico experiments in biology on a Grid.
The project website can be found at http://www.mygrid.org.uk
Microarray and Gene Expression Object Model (MAGE-OM)
The MAGE group aims to provide a standard for the representation of microarray expression data that would facilitate the exchange of microarray information between different data systems. MAGE-OM is a data exchange model developed by the group.

The project website can be found at http://www.mged.org/Workgroups/MAGE/mage.html 

 

HapMap
The goal of the HapMap project is to develop a haplotype map of the human genome, the HapMap, which will describe the common patterns of human DNA sequence variation. The project will be made freely available. 
The project website can be found at http://www.hapmap.org/index.html.en 

 

Database of Chromosomal Imbalance and Phenotype in Humans using Ensembl Resources (DECIPHER) 
The DECIPHER database od submicroscopic chromosomal imbalance collects clinical information and chromosomal microdeletions/duplications and inversions and displays this information on the human genome map.
The project website can be found at http://www.sanger.ac.uk/PostGenomics/decipher/ 

 

The Gene Expression Database (GXD) 
The Gene Expression database is a community resource for gene expression information from the laboratory mouse. GXD stores and integrates different types of expression data and makes these data freely available in formats appropriate for comprehensive analysis.
The project website can be found at http://www.informatics.jax.org/mgihome/GXD/aboutGXD.shtml
The Cancer Biomedical Information Grid - Cancer Array Informatics (caBIG - caArray)
The NCICB's cancer array informatics project, caArray, consists of a microarray database and microarray data analysis and visualization tools. CaArray is an open source project, and the source code and APIs are available in the caArray Informatics page. The goals of the project are to make microarray data publicly available, and to develop and bring together open source tools to analyze these data.
The project website can be found at http://caarray.nci.nih.gov/
Discovery Net 
Discovery Net is a project to build the world's first e-Science platform for scientific discovery from the data generated by a wide variety of high throughput devices.
information about how the project meets the NCRI project criteria can be found here
The project website can be found at http://www.discovery-on-the.net/new/index.php
Bio-Logical
The Bio-Logical project will form a consortium to develop intelligent database technology for functional genomics using data from S. cerivisiae (bakers yeast) as a model.
The project website can be found at http://www.nesc.ac.uk/action/projects/project_action.cfm?title=167
Systems Complexity Interface for Pathways (SCIpath)
SCIpath is a pluggable suite of programs specifically designed for the analysis of microarray data.
The project website can be found at http://www.ucl.ac.uk/oncology/MicroCore/microcore.htm
The Cancer Biomedical Information Grid - Cancer Bioinformatics Infrastructure Objects (caBIG - caBIO)
The caBIO model and architecture is the primary programmatic interface to caCORE. The heart of caBIO is its domain objects, each of which represents an entity found in biomedical research. These domain objects are related to each other, and examining these relationships can bring to the surface biomedical knowledge that was previously buried in the primary data sources.
The project website can be found at http://ncicb.nci.nih.gov/core/caBIO
The Cancer Biomedical Information Grid - Cancer Genome Anatomy Project (caBIG - cGAP)
The information in the Mitelman Database of Chromosome Aberrations in Cancer relates chromosomal aberrations to tumor characteristics, based either on individual cases or associations. cGAP has developed five web search tools to help analyze the information within the Mitelman Database.
The project website can be found at http://cgap.nci.nih.gov/ 

 

Minimum Information Specification for In Situ Hybridization and Immunohistochemistry Experiments (MISFISHIE)
MISFISHIE details the minimum information that should be provided when publishing, making public, or exchanging results from visual interpretation-based tissue gene expression localization experiments such as in situ hybridization, immunohistochemistry, reporter construct genetic experiments, etc. Compliance to this standard is expected to provide researchers at other labs with enough information to reproduce the experiment and/or fully evaluate the data upon which results are based.
The project website can be found at http://scgap.systemsbiology.net/data/misfishie/ 

National Genetics Reference Laboratories (NGRL)
The NGRL were established by the Department of Health and their remit includes the development of new External Quality Systems, and the development of reference reagents and controls.
The website can be found at http://www.ngrl.org.uk/Pages/index.htm
Mitelman Database of Chromosome Aberrations in Cancer
The information in the Mitelman Database of Chromosome Aberrations in Cancer relates chromosomal aberrations to tumor characteristics, based either on individual cases or associations.
The project website can be found at http://cgap.nci.nih.gov/Chromosomes/Mitelman
E-Protein
The aim of the E-Protein project is to provide a fully automated distributed pipeline for large-scale structural and functional annotation of all major proteomes via the use of cutting edge computer GRID technologies.
The project website can be found at http://www.e-protein.org/
Intact
Intact will define a standard for the representation and annotation of protein-protein interaction data, provide a public repository, populate the repository with experimental data from project partners and curated literature data, provide modular analysis tools, provide portable versions of the software to allow installation of local IntAct nodes.
The project website can be found at http://www.ebi.ac.uk/intact/
Macro Molecular Structure Database (MSD)
The European project for the collection, management and distribution of data about macromolecular structures, derived in part from the Protein Data Bank (PDB)
The project website can be found at http://www.ebi.ac.uk/msd/index.html
 

Human Proteome Organisation (HUPO)
HUPO aims to consolidate national and regional proteome organizations into a worldwide organization, engage in scientific and educational activities to encourage the spread of proteomics technologies and to disseminate knowledge pertaining to the human proteome and that of model organisms and to assist in the coordination of public proteome initiatives.
The project website can be found at http://www.hupo.org/information/mission.htm
Proteomics Standards Initiative (PSI)
The PSI aims to define community standards for data representation in proteomics to facilitate data comparison, exchange and verification.
The project website can be found at http://psidev.sourceforge.net/
Universal Protein Resource (UniProt)
UniProt is the world's most comprehensive catalog of information on proteins. It is a central repository of protein sequence and function created by joining the information contained in Swiss-Prot, TrEMBL, and PIR.
The project website can be found at http://www.pir.uniprot.org/
AGML - Annotated Gel Markup Language
http://bioinformatics.musc.edu/agml/ 
AGML is a simple markup language that is being proposed to markup data obtained by 2-D gel electrophoresis.

Pedro
Pedro is an application that creates data entry forms based on a data model written in a particular style of XML Schema.
The project website can be found at http://pedrodownload.man.ac.uk/index.shtml
ISPIDER
This project will develop an integrated platform of proteomic data resources enabled as Grid and Web services for the storage, dissemination and management of proteomic data, using existing standards from proteomics, bioinformatics and e-science, as well as novel databases wrapped for the Grid. The project will demonstrate the utility of the Integrated Proteomics Platform with a set of Work Packages, supporting novel biological queries that will be readily achievable due to the advances in data integration that the project will deliver.
The project website can be found at http://www.ispider.man.ac.uk/
SwissModel
A fully automated protein structure homology-modelling server.
The project website can be found at http://www.expasy.org/swissmod/SWISS-MODEL.html
 

Database of Macromolecular Movements
This describes the motions that occur in proteins and other macromolecules, particularly using movies. Associated with it are a variety of free software tools and servers for structural analysis.
The project website can be found at http://molmovdb.mbb.yale.edu/molmovdb/
Dali
The Dali server is a network service for comparing protein structures in 3D.
The project website can be found at http://www.ebi.ac.uk/dali/index.html
CATH
CATH is a novel hierarchical classification of protein domain structures, which clusters proteins at four major levels: Class, Architecture, Topology and Homologous superfamily.
The project website can be found at http://www.biochem.ucl.ac.uk/bsm/cath/
Protein Data Bank (PDB)
The single worldwide repository for the processing and distribution of 3-D biological macromolecular structure data.
The project website can be found at http://www.rcsb.org/pdb/index.html
PRESAGE
A collaborative resource for structural genomics. It provides a database of proteins, each of which has a collection of annotations reflecting current experimental status, structural assignments models, and suggestions. PRESAGE is a tool for scientists to keep track of structural knowledge of their proteins of interest.
The project website can be found at http://presage.berkeley.edu/about.cgi?session=0
SCOP
The SCOP database, created by manual inspection and abetted by a battery of automated methods, aims to provide a detailed and comprehensive description of the structural and evolutionary relationships between all proteins whose structure is known.
The project website can be found at http://scop.mrc-lmb.cam.ac.uk/scop/
Macro Molecular Structure Database (MSD)
The European project for the collection, management and distribution of data about macromolecular structures, derived in part from the Protein Data Bank (PDB)
The project website can be found at http://www.ebi.ac.uk/msd/index.html
Royal College of Pathologists Standards and Minimum datasets for reporting cancers 
The Royal College of Pathologists have developed standards and minimum datasets for reporting cancers and have also made available Histopathology IT guidelines for pathologists working in the NHS.

The project website can be found at http://www.rcpath.org/index.php?PageID=227
Tissue Microarray data exchange specification
Common data elements and XML data exchange format for tissue microarrays.
Information about the data elements can be found at http://www.biomedcentral.com/1472-6947/3/5
Association for Pathology Informatics
The Association will support advances in the field of Pathology Informatics through research, education, scientific meetings, and through electronic and printed communications. The Association will develop standards for reporting, transferring, storing, and merging confidential and other pathology-related information.
The project website can be found at http://www.pathologyinformatics.org/
The Cancer Biomedical Information Grid - Cancer Images database (caBIG-caIMAGE)
caIMAGE allows the user to submit images to, and query, the Cancer Image Server for images submitted by fellow researchers, and to retrieve images and image annotations including species, organ, tissue and diagnosis.
The project website can be found at http://cancerimages.nci.nih.gov/caIMAGE/index.jsp
Joint Clinical Information System Extension (JCIS extension)
The JCIS extension aims to develop a flexible database model to link clinical data with associated biological samples.
Further information about how the project meets the NCRI project criteria can be found here
Systematized Nomenclature of Medicine (SNOMED®)
SNOMED provides a dynamic and sustainable scientifically validated terminology and infrastructure that enables clinicians, researchers and patients to share health care knowledge worldwide, across clinical specilaities and sites of care.
The project website can be found at http://www.snomed.org/about/index.html
Open Microscopy Environment (OME)
OME is an object oriented, database driven software system for quantitative analysis of biological images, a modular programming environment for image analysis, a universally readable XML file format, and open source software available under Lesser General Public License (LGPL) license.
The project website can be found at http://www.openmicroscopy.org/index.html
Digital Imaging and Communications in Medicine (DICOM)
DICOM is a standard for medical imaging that, at an application layer, addresses five primary areas of functionality; transmission and persistence of complete objects, query and retrieval of such objects, performance of specific actions, workflow management and quality and consistency of image appearance.
The project website can be found at http://medical.nema.org/
The United Kingdom Association of Cancer Registries (UKACR)
Further information about how the project meets the NCRI project criteria can be found here
The project website can be found at http://www.ukacr.org.uk/
The NCRI National Cancer Tissue Resource (NCTR)
The NCRI agreed in principle in December 2001 that a unified national approach to the large-scale collection of high quality biological samples linked to clinical outcome data was needed. NTRAC was asked to develop a blueprint for such an approach for consideration by the NCRI Partners. It was recommended that the NCTR comprises a distributed network of tissue acquisition and processing centres, embedded within the NHS, underpinned by a state of the art bioinformatics platform. 
Further information about how the project meets the NCRI project criteria can be found here
The project website can be found at http://www.ntrac.org.uk/Initiatives/NCTR/NCTR.asp
Diagnostic Mammography National Database Project (eDiaMoND)
The aim of eDiaMoND is to recognise the current constraints which exist with the non-digital and low technology environment in which clinicians work, and seek to develop solutions which increase the efficiency of the service and improve the tools available to those staff. This will be done by improving the access to data through digitisation, enabling faster and more reliable retrieval of information.
Further information about how the project meets the NCRI project criteria can be found here
The project website can be found at http://www.ediamond.ox.ac.uk/
Minimum Information about a microarray experiment - MIAME for Toxicogenomics(MIAME/TOX)
MIAME/TOX is an adaptation of the original MIAME specification, the specification has been extended to fulfill the needs of toxicogenomics data capture and exchange. 
The project website can be found at http://www.mged.org/Workgroups/tox/tox.html
US Food and Drug Administration (FDA)
The FDA provides an oncology tools website containing information relating to cancer and approved cancer drug therapies.
The project website can be found at http://www.fda.gov/cder/cancer/index.htm 

 Cancer Therapy Ontology (CTO)
The CTO aims to develop an ontology for cancer therapy design.
Further information about how the project meets the NCRI project criteria can be found here
NHS Dictionary of Medicine and Devices (DMD)
The DMD is a dictionary containing unique identifiers and associated textual descriptions for medicines and medical devices. It has been developed for use throughout the NHS (in hospitals, primary care and the community) as a means of uniquely identifying the specific medicines or devices used in the diagnosis or treatment of patients.
The project website can be found at http://www.dmd.nhs.uk/
PROforma
PROforma is a formal knowledge representation language that can be used to model clinical protocols, care pathways, guidelines and so on, in a form that can be executed by a computer.
Further information about how the project meets the NCRI project criteria can be found here
The project website can be found at http://www.acl.icnet.uk/lab/proforma.html
Chemical Carcinogenesis Research Information System (CCRIS)
CCRIS is a toxicology data file of the National Library of Medicine Toxicology Data Network. It is a scientifically evaluated and fully referenced data bank, developed and maintained by the National Cancer Institute. 
The project website can be found at http://toxnet.nlm.nih.gov/cgi-bin/sis/htmlgen?CCRIS 

PharmGKB
PharmGKB is a publicly available Internet research tool developed by Stanford University with funding from the National Institutes of Health (NIH) and is part of the NIH Pharmacogenetics Research Network (PGRN), a nationwide collaborative research consortium. Its aim is to aid researchers in understanding how genetic variation among individuals contributes to differences in reactions to drugs. The PharmGKB database is a central repository for genetic and clinical information about people who have participated in research studies at various medical centers in the PGRN. In addition, genomic data, molecular and cellular phenotype data, and clinical phenotype data are accepted from the scientific community at large.
The project website can be found at http://www.pharmgkb.org/
Integrative Biology 
The Integrative Biology project will build a Grid-based infrastructure to support the modelling of complex biological systems. The aim is to bring together knowledge on all different levels of biology - from gene function to physiology - to provide a coherent theory of biology. Advanced computer simulations will be used to help understand and treat illness. The project will develop a simulation framework to support the development of the theory, and its application.
Further information about how the project meets the NCRI project criteria can be found here
The project website can be found at http://www.integrativebiology.ox.ac.uk/
Clinical e-Science Framework
CLEF is a research project that aims to create a scalable, generic architecture for capture and management of clinical and other descriptive data, integrated with genomic data and images and linked to literature and web resources.

The project website can be found at http://www.clinical-escience.org/
Computing Research Enhances Delivery of Oncological Services (CREDO)
Credo is a clinical trial of knowledge management, decision support and automated clinical workflow systems in cancer care using CRUK's PROforma technology.
Further information about how the project meets the NCRI project criteria can be found here
The project website can be found at http://www.acl.icnet.uk/lab/credo.html

 HYPERLINK "http://www.acl.icnet.uk/lab/lisa.html%20"  
Leukaemia Intervention Scheduling and Advice (LISA)
The LISA project is developing a web-based computerised decision support application for the shared care of children with Acute Lymphoblastic Leukaemia (ALL), and will explore the potential for computerised decision-support systems to improve physician compliance with clinical trial protocols and maximise safety, quality and efficiency.
Further information about how the project meets the NCRI project criteria can be found here
The project website can be found at http://www.acl.icnet.uk/lab/lisa.html 
REACT
REACT is exploring new ways of understanding and managing risk, specifically in the field of cancer care. The research side of the project is addressing questions concerning the understanding and communicating of risk information to patients; accompanying software development activities are focused on the design of advanced software to advise on treatment planning.
Further information about how the project meets the NCRI project criteria can be found here
The project website can be found at http://www.acl.icnet.uk/lab/react.html
European mutant mouse pathology database (PathBase)
PathBase is a database of histopathology photomicrographs and macroscopic images derived from mutant or genetically manipulated mice. 
The project website can be found at http://eulep.anat.cam.ac.uk/
Mouse Tumor Biology Database (MTBD)
The MTBD is a database of mouse tumor descriptions including latency, genetic factors, pathology reports, images and references.
The project website can be found at http://tumor.informatics.jax.org/FMPro?-db=TumorInstance&-format=mtdp.html&-view
Cancer Biomedical Information Grid - Cancer Models(caBIG - caMOD)
caMOD allows researchers to submit their models for human cancer and to query the Cancer Models database for models submitted by fellow researchers. The user can retrieve information about the making of the models, their genetic description, histopathology, derived cell lines, associated images, carcinogenic agents and therapeutic trials. Links to associated publications and other resources are provided.
The project website can be found at http://cancermodels.nci.nih.gov/mmhcc/index.jsp
Mouse Anatomical Dictionary
The Mouse Anatomical Dictionary is being developed via a collaboration between the University of Edinburgh and the Jackson Laboaratory.
The project website can be found at http://www.informatics.jax.org/mgihome/GXD/AD/
Open Biological Ontologies (OBO)
Open Biological Ontologies is an umbrella web address for well structured controlled vocabularies for shared use across different biological domains.
The project website can be found at http://obo.sourceforge.net/
Rat Genome Database (RGD)
The RGD curates and integrates rat genetic and genomic data and provides access to this data to support research using the rat as a genetic model for the study of human disease.
The project website can be found at http://rgd.mcw.edu/ 

EudraVigilance Medicinal Product Dictionary (EVMPD)
The EVMPD has been developed by the European Medicines Agency (EMEA) in collaboration with the EudraVigilance Joint Implementation Group. The main objective of the EVMPD is to assist the pharmacovigilance activities in the European Economic Area (EEA). As such, the EVMPD has been designed to support the collection, reporting, coding and evaluation of authorised and investigational medicinal product data in a standardised and structured way.
The project website can be found at http://www.eudravigilance.org/human/evMpd01.asp
CancerGRID
The Goal of CancerGRID (A consortium to develop open standards for clinical cancer informatics) is to use a modular approach to provide solutions for “simple” problems using gridbased informatics:
1. Develop a template for e-clinical trials using, as a exemplar, a new translational breast study (neoTANGO);
2. Link existing clinical trial data and cancer genetic epidemiology data with molecular profiling information
obtained in paraffin-embedded tumour samples;
3. Use GRID-enabled collaborative tools to manage clinical trials.
Further information about how the project meets the NCRI project criteria can be found here
The project website can be found at http://www.cancergrid.org/
Generic Infrastructure for Medical Informatics (GIMI)
GIMI will develop a system that allows the aggregation of data from a large number of resources to provide an archive for commercial and academic research: to support clinical trials, to train algorithms, to facilitate healthcare monitoring and self-management, and to serve as a training resource. .
Further information about how the project meets the NCRI project criteria can be found here
National Cancer Data Set
The National Cancer Data Set Project, run by the NHS Information Authority, has produced a set of data items relating to the diagnosis and management of cancer.
The project website can be found at http://www.nhsia.nhs.uk/datastandards/pages/national_cancer_dataset.asp 

 

Medical Dictionary for Regulatory Activities (MedDRA)
MedDRA is a medical terminology for use in the medical product development process.
The project website can be found at http://meddraamsso.com/NewWeb2003/index.htm 

 

Clinical Data Interchange Standards Consortium (CDISC)
CDISC is an open, multidisciplinary, non-profit organization committed to the development of industry standards to support the electronic acquisition, exchange, submission and archiving of clinical trials data and metadata for medical and biopharmaceutical product development.
The project website can be found at http://www.cdisc.org/
Health Level 7 (HL7)
HL7 aims to provide standards for the exchange, management, and integration of data that support clinical patient care and the management, delivery and evaluation of healthcare services. Specifically, to create flexible, cost effective approaches, standards, guidelines, methodologies, and related services for interoperability between healthcare information systems.
The project website can be found at http://www.hl7.org.uk
The International Statistical Classification of Diseases and Related Health Problems (ICD-10)
ICD-10 is a statistical classification of diseases and related health problems.
The project website can be found at http://www.who.int/whosis/icd10/
Open Electronic Health Record (OpenEHR)
The OpenEHR Foundation is a non-profit organisation bringing together an international community of people working towards the realisation of clinically comprehensive, ethico-legally sound and interoperable electronic health records to support seamless and high quality patient care. 
Further information about how the project meets the NCRI project criteria can be found here
The project website can be found at http://www.openehr.org/ 

 

BioBank
The UK Biobank project will be the worlds biggest resource for the study of the role of nature and nurture in health and disease. Up to half a million participants aged between 45 and 69 years will be involved in the study. They will be asked to contribute a blood sample, lifestyle details and their medical histories to create to create a national database of unprecedented size.
The project website can be found at http://www.ukbiobank.ac.uk/
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