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research
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and resources for the eukaryotic DNA
replication community
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Déja vu: a database of highly similar citations
in the scientific literature

Cell Line Data Base: structure and recent
improvements towards molecular authentication
of human cell lines

APD2: the updated antimicrobial peptide
database and its application in peptide design

OligoArrayDb: pangenomic oligonucleotide
microarray probe sets database

RTPrimerDB: the portal for real-time PCR
primers and probes
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