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Bases de données :

GENBANK : http://www.ncbi.nlm.nih.gov/Genbank/ ("GenBank". Benson DA, Karsch-Mizrachi I, Lipman DJ, Ostell J, Wheeler DL. Nucleic Acids Res. 2008 Jan;36(Database issue):D25-30. Epub 2007 Dec 11).
EMBL : http://www.ebi.ac.uk/embl/ . Nombreuses publications disponibles à l'adresse suivante : http://www.ebi.ac.uk/panda/EMBL.html

GDB (Human Genome DataBase) GDB : "The Human Genome Database. SI Letovsky, RW Cottingham, CJ Porter and PWD Li. Nucleic Acids Research, 1998, Vol 26, Issue 1 94-99.

GeneBank Database (updated 1998) : 

http://www.life.illinois.edu/z-huang/Genebank98.html

SWISS-PROT : http://www.expasy.org/sprot/ Nombreuses publications disponibles à l'adresse suivante : http://www.expasy.org/sprot/sprot_ref.html

OMIM (Online Mendelian Inheritance in Man): http://www.ncbi.nlm.nih.gov/omim/
Core database :

Human Gene Mutation database (HGMD): http://www.hgmd.cf.ac.uk/ac/index.php
Liste des LSDBs sur internet : 

http://www.genomic.unimelb.edu.au/mdi/dblist/glsdb.html
Outils de creation de base de données :

MuStar®  http://www.hgu.mrc.ac.uk/Softdata/Mustar/
MUTbase  : http://www.uta.fi/imt/bioinfo/MUTbase/
Universal Mutation Database UMD® : http://www.umd.be/
LOVD : http://www.lovd.nl/2.0/

Saut d’exons et la LSDB UMD : pour plus d’info voir : Béroud et al. “Multiexon Skipping Leading to an Artificial DMD Protein Lacking Amino Acids from Exons 45 Through 55 Could Rescue Up to 63% of Patients With Duchenne Muscular Dystrophy”. HUMAN MUTATION 28(2),196:202-2007.

Analyse de mutations codantes:

Matrices “biochimiques” 

Blosum62 : http://www2.lifl.fr/~touzet/M1/blosum62.html 

Henikoff S, Henikoff JG. "Amino acid substitution matrices from protein blocks". Proc Natl Acad Sci U S A. 1992 Nov 15;89(22):10915-9.

Yu : http://cmgm.stanford.edu/biochem218/Projects%202001/Yu.pdf

SIFT : http://ww.blocks.fhcrc.org/sift/SIFT.html

"Predicting deleterious amino acid substitutions. Ng PC, Henikoff S. Genome Res. 2001 May;11(5):863-74".
"SIFT: Predicting amino acid changes that affect protein function". Ng and Henikoff, Nucleic Acids Res. 2003 Jul 1;31(13):3812-4.
PolyPhen : http://genetics.bwh.harvard.edu/pph/

"Human non-synonymous SNPs: server and survey. Ramensky V, Bork P, Sunyaev S. Nucleic Acids Res. 2002 Sep 1;30(17):3894-900".

SNAP : http://www.rostlab.org/services/SNAP
"SNAP: predict effect of non-synonymous polymorphisms on function". Bromberg Y, Rost B. Nucleic Acids Res. 2007;35(11):3823-35. Epub 2007 May 25.
UMD Predictor : www.umd.be/
"UMD-predictor, a new prediction tool for nucleotide substitution pathogenicity -- application to four genes: FBN1, FBN2, TGFBR1, and TGFBR2". Frédéric MY, Lalande M, Boileau C, Hamroun D, Claustres M, Béroud C, Collod-Béroud G. Hum Mutat. 2009 Jun;30(6):952-9.
Analyse de mutations et épissage :

ESE finder : 

http://rulai.cshl.edu/cgi-bin/tools/ESE3/esefinder.cgi?process=home
Smith, P. J., Zhang, C., Wang, J. Chew, S. L., Zhang, M. Q. and Krainer, A. R. 2006. An increased specificity score matrix for the prediction of SF2/ASF-specific exonic splicing enhancers. Hum. Mol. Genet. 15(16): 2490-2508. 

Cartegni L., Wang J., Zhu Z., Zhang M. Q., Krainer A. R.; 2003. ESEfinder: a web resource to identify exonic splicing enhancers. Nucleic Acid Research, 2003, 31(13): 3568-3571.

Rescue-ESE : http://genes.mit.edu/burgelab/rescue-ese/

Fairbrother WG, Yeh RF, Sharp PA, Burge CB. Predictive identification of exonic splicing enhancers in human genes. Science. 2002 Aug 9;297(5583):1007-13.
Human Splicing Finder ‘HSSF’ : http://www.umd.be/HSF/
Human Splicing Finder: an online bioinformatics tool to predict splicing signals. Desmet FO, Hamroun D, Lalande M, Collod-Béroud G, Claustres M, Béroud C. Nucleic Acids Res. 2009 May;37(9):e67. Epub 2009 Apr 1.

Autres bases plus générales (annotation du genome) :

Pour revue : Lincoln Stein, “Genome annotation: from sequence to biology”. Nature Reviews Genetics 2, 493-503 (July 2001)

Biocarta : http://www.biocarta.com/
Kegg : http://www.genome.jp/kegg/
Ensembl : http://www.ensembl.org/index.html
USCS : http://genome.ucsc.edu
GeRUF = Genomic Region of Unknown Function 
