L. Molekliler evrimin
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2. DNA dizi veril

tabani ve veri
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ACNUC: hrtp://phil univ-lyon 1. fridatabases/achucfacnuc. himl
BioXL/H: http:/fwww.biocceleration.com/Bio XLH-technical html
BLAST: heip:/fwww.nchinlm.nih.gov/blast/

DDB] and DADY: hrepe/fwww.ddbj.nig.acjp/

EMBL: http:/fwww.ebi.ac.uklembl/

EMBL Sequence Version Archive: hitp:/fwww.ebiacuk/cgi-bin/svalsva.pl
Ensembl: http:/fwww.ensembl.org!

Entrez: hitp:fwww.nchinlm.nih.gov/Entrez/

fastA: hrrp:/ifasta. bioch.virginia.edu/fasta/

GenBank: hetp/fwww.nchinlm.nib.gov/Genbank/

Gene Ontology: hitp://www.geneontology.org/

HAMAP: htip:/iwww.expasy.org/sprot/hamap/ 110" E
HCYV database: hrip:ihovlanlgov! c
HIV database: htip:/hiv-web. lanl gov/ 1x1070L
HOGENOM: http:/plhil.univ-lyon 1. fr/databases/hogenom. html E
HOVERGEN: hitp://pbil.univ-lyon . fr/databases/hovergen.html 1x10° 3 ——
IMGT/HLA: http:/fwww.ebi.ac.uk/imgt/hla/ 1108 L
IMGT/LIGM: hepe/fimgt.cines.frf E
MPsrch, Scan-PS, WU-BLAST and fastA at EBI: hep:/fwww.ebiac.uk/Tools/ 110 b
similarity.htmi r
MRS: http://mrs.cobi.ru.nl/mrs-3/ 1x10° |
NCBI Map Viewer: hap:fwww.nchinlm.nih.gov/mapview/ 1x10° £
ORALGEN: htip:/fwww.oralgen.lanl gov/ £
PDB: hitp:/iwww.rcsh.org! 1x10* |
PRE/SEQDRB: http:/fwww.priorjp/ i
RefSeq: hep:fwww.nchinlm.nih.gov/RefSeq/ 1x10° |
Sequin: hitp:/wwweneli.nlm.nih.gov/Sequin/ R R T B T T
SRS: hap:fwww.biowisdom.com/mavigation/srs/srs 19R5 1990 1995 SO0 2005

SRS server of EBI: hitp/fsrs.ebiac uk!

SRS list of public servers: htip:/Ydownloads. biowisdomsrs.com/publicsrs.himl
Taxonomy: hetp:/Pwww.nchi.nlm.nib.gov/ Taxonomy/

TIGR: hitp:/fwww.tigr.org/

UCSC Genome Browser: hitp:/fgenome.ucsc.edu/

UniGene: hitp:/www.nchinlm.nih.gow/UniGene/

UniProt at EMBL: heip:/fwww.ebi.ac.uk/uniprot/

UniProt at SIB: http:wwweexpasy.uniprot.orgl

VAST: htipzifwwwenchinlnenihgov/StructureVAS T vastsearch. html
WU-BLAST: hetp://blast. wustledu/

Figures and tables are taken from: Lemey, P., Salemi, M., & Vandamme, A. M. (Eds.). (2009). The phylogenetic handbook: a practical approach to phylogenetic analysis and hypothesis testing. Cambridge University Press. For educational use only.
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Figures and tables are taken from: Lemey, P., Salemi, M., & Vandamme, A. M. (Eds.). (2009). The phylogenetic handbook: a practical approach to phylogenetic analysis and hypothesis testing. Cambridge University Press. For educational use only.
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Figures and tables are taken from: Lemey, P., Salemi, M., & Vandamme, A. M. (Eds.). (2009). The phylogenetic handbook: a practical approach to phylogenetic analysis and hypothesis testing. Cambridge University Press. For educational use only.
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