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C.Lloréns, R.Futami, D.Bezemer and A.Moya D38–D46

s TranspoGene and microTranspoGene: transposed

elements influence on the transcriptome of seven

vertebrates and invertebrates

A.Levy, N.Sela and G.Ast D47–D52

UgMicroSatdb: database for mining microsatellites

from unigenes

V.Aishwarya and P.C.Sharma D53–D56

UTRome.org: a platform for 30UTR biology in

C. elegans
M.Mangone, P.MacMenamin, C.Zegar,
F.Piano and K.C.Gunsalus

D57–D62

ProSAS: a database for analyzing alternative

splicing in the context of protein structures
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s The MetaCyc Database of metabolic pathways

and enzymes and the BioCyc collection of

Pathway/Genome Databases

R.Caspi, H.Foerster, C.A.Fulcher, P.Kaipa,
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E.Guney, N.Tuncbag, O.Keskin and A.Gursoy D662–D666

LigASite—a database of biologically relevant binding

sites in proteins with known apo-structures
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Binding MOAD, a high-quality protein–ligand

database

M.L.Benson, R.D.Smith, N.A.Khazanov,
B.Dimcheff, J.Beaver, P.Dresslar, J.Nerothin and
H.A.Carlson

D674–D678

PepCyber:P�PEP: a database of human

protein–protein interactions mediated by
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X.Gao and T.Li
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phosphorylation site predictor

J.L.Heazlewood, P.Durek, J.Hummel, J.Selbig,
W.Weckwerth, D.Walther and W.X.Schulze
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