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BindingDB: a web-accessible database of
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Sharing of worldwide distributed carbohydrate-
related digital resources: online connection of the
Bacterial Carbohydrate Structure DataBase and
GLYCOSCIENCES.de

GlycoMapsDB: a database of the accessible
conformational space of glycosidic linkages

The CATH domain structure database: new
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comprehensive resource for exploring evolution
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STRING 7—recent developments in the integration
and prediction of protein interactions

euHCVdb: the European hepatitis C virus database

HepSEQ: International Public Health Repository
for Hepatitis B

P.Toukach, H.J Joshi, R.Ranzinger, Y.Knirel and
C.-W.von der Lieth

M.Frank, T.Liitteke and C.-W.von der Lieth

L.H.Greene, T.E.Lewis, S.Addou, A.Cuff, T.Dallman,
M.Dibley, O.Redfern, F.Pearl, R.Nambudiry, A.Reid,
LSillitoe, C.Yeats, J.M.Thornton and C.A.Orengo

Y.Wang, K.J.Addess, J.Chen, L.Y.Geer, J.He, S.He,
S.Lu, T.Madej, A.M.-Bauer, P.A.Thiessen, N.Zhang
and S.H.Bryant

H.Berman, Ki.Henrick, H.Nakamura and J.L.Markley

K.F.Fulton, M.A.Bate, N.G.Faux, K.Mahmood, C.Betts
and A.M.Buckle

D.Wilson, M.Madera, C.Vogel, C.Chothia and J.Gough

M.M.Gromiha, Y.Yabuki, S.Kundu, S.Suharnan and
M.Suwa

C.M.Leslin, A.Abyzov and V.A.Ilyin

G.Alterovitz, M.Xiang, M.Mohan and M.F.Ramoni
Y.Tian and A.W.Dickerman

T.R.Gregory, J.A.Nicol, H-Tamm, B.Kullman,
K.Kullman, I.J.Leitch, B.G.Murray, D.F.Kapraun,
J.Greilhuber and M.D.Bennett

M.Hirahata, T.Abe, N.Tanaka, Y.Kuwana,
Y.Shigemoto, S.Miyazaki, Y.Suzuki and H.Sugawara

I.Uchiyama

L.K.McNeil, C.Reich, R.K.Aziz, D.Bartels, M.Cohoon,
T.Disz, R.A.Edwards, S.Gerdes, K.Hwang, M.Kubal,
G.R.Margaryan, F.Meyer, W.Mihalo, G.J.Olsen,
R.Olson, A.Osterman, D.Paarmann, T.Paczian,
B.Parrello, G.D.Pusch, D.A.Rodionov, X.Shi,
O.Vassieva, V.Vonstein, O.Zagnitko, F.Xia, J.Zinner,
R.Overbeek and R.Stevens

M.L.Riley, T.Schmidt, I.I. Artamonova, C.Wagner,
A.Volz, K.Heumann, H.-W.Mewes and D.Frishman

C.von Mering, L.J.Jensen, M.Kuhn, S.Chaffron,
T.Doerks, B.Kriiger, B.Snel and P.Bork

C.Combet, N.Garnier, C.Charavay, D.Grando, D.Crisan,
J.Lopez, A.Dehne-Garcia, C.Geourjon, E.Bettler,
C.Hulo, P.L.Mercier, R.Bartenschlager, H.Diepolder,
D.Moradpour, J.-M.Pawlotsky, C.M.Rice, C.Trépo,
F.Penin and G.Deléage

S.Gnaneshan, S.Ijaz, J.Moran, M.Ramsay and J.Green

D280-D286

D287-D290

D291-D297

D298-D300

D301-D303

D304-D307

D308-D313

D314-D316

D317-D321

D322-D327
D328-D331

D332-D338

D339-D342

D343-D346

D347-D353

D354-D357

D358-D362

D363-D366

D367-D370

Continued



CO n te n tS (Continued)

Volume 35 Database issue, January 1, 2007

The HIV positive selection mutation database

S Influenza Virus Database (IVDB): an integrated
information resource and analysis platform for
influenza virus research

s ViTa: prediction of host microRNAs targets on
viruses
s MiST: a microbial signal transduction database
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virulence factors and antibiotic resistance genes for
bio-defence applications
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s ApiDB: integrated resources for the apicomplexan
bioinformatics resource center

Comparasite: a database for comparative study of
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Expanded protein information at SGD: new pages
and proteome browser

WormBook: the online review of Caenorhabditis
elegans biology

BeetleBase: the model organism database for
Tribolium castaneum

DroSpeGe: rapid access database for new Drosophila
species genomes

FlyBase: genomes by the dozen

GenomeRNAI: a database for cell-based RNAi
phenotypes

Pristionchus.org: a genome-centric database of the
nematode satellite species Pristionchus pacificus

VectorBase: a home for invertebrate vectorsof
human pathogens

WormBase: new content and better access

BRENDA, AMENDA and FRENDA: the enzyme
information system in 2007

MAUCIE (Mechanism, Annotation and Classification
in Enzymes): novel tools for searching catalytic
mechanisms

HMDB: the Human Metabolome Database

LMSD: LIPID MAPS structure database
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systems biology analysis of Pseudomonas

CellCircuits: a database of protein network models
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regulation and carcinogenesis
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IntAct—open source resource for molecular
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MamPol: a database of nucleotide polymorphism in
the Mammalia class

The mouse genome database (MGD): new features
facilitating a model system

Mouse Tumor Biology Database (MTB): status
update and future directions
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KBERG: KnowledgeBase for Estrogen Responsive
Genes

SynDB: a Synapse protein DataBase based on
synapse ontology

T1DBase: integration and presentation of complex
data for type 1 diabetes research

ArrayExpress—a public database of microarray
experiments and gene expression profiles

EPConDB: a web resource for gene expression
related to pancreatic development, beta-cell function
and diabetes

Gene Aging Nexus: a web database and data mining
platform for microarray data on aging

NCBI GEO: mining tens of millions of expression
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The Stanford Microarray Database: implementation
of new analysis tools and open source release of
software

MAPU: Max-Planck Unified database of organellar,
cellular, tissue and body fluid proteomes
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CSRDB: a small RNA integrated database and
browser resource for cereals

MIPSPlantsDB—plant database resource for
integrative and comparative plant genome research

PathoPlant®™: a platform for microarray expression
data to analyze co-regulated genes involved in
plant defense responses

The TIGR Plant Transcript Assemblies database

POGs/PlantRBP: a resource for comparative
genomics in plants

AthaMap web tools for the analysis and
identification of co-regulated genes

ATTED-II: a database of co-expressed genes and
cis elements for identifying co-regulated gene groups
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BASC: an integrated bioinformatics system for
Brassica research
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tree transcriptomes

MaizeGDB’s new data types, resources and activities
TomatEST database: in silico exploitation of EST

data to explore expression patterns in tomato species

SuperHapten: a comprehensive database for small
immunogenic compounds

M, contains a novel method

S, Supplementary Material available at NAR Online

C.Johnson, L.Bowman, A.T.Adai, V.Vance and
V.Sundaresan

M.Spannagl, O.Noubibou, D.Haase, L.Yang,
H.Gundlach, T.Hindemitt, K.Klee, G.Haberer, H.Schoof
and K.F.X.Mayer

L.Biilow, M.Schindler and R.Hehl

K.L.Childs, J.P.Hamilton, W.Zhu, E.Ly, F.Cheung,
H.Wu, P.D.Rabinowicz, C.D.Town, C.R.Buell and
A.P.Chan

N.S.Walker, N.Stiffler and A.Barkan

C.Galuschka, M.Schindler, L.Biilow and R.Hehl

T.Obayashi, K.Kinoshita, K.Nakai, M.Shibaoka,
S.Hayashi, M.Saeki, D.Shibata, K.Saito and H.Ohta

T.A.Erwin, E.G.Jewell, C.G.Love, G.A.C.Lim, X.Li,
R.Chapman, J.Batley, J.E.Stajich, E.Mongin, E.Stupka,
B.Ross, G.Spangenberg and D.Edwards

Y.Li, M.G.Rosso, P.Viehoever and B.Weisshaar

H.Zeng, L.Luo, W.Zhang, J.Zhou, Z.Li, H.Liu, T.Zhu,
X.Feng and Y.Zhong

S.Ouyang, W.Zhu, J.Hamilton, H.Lin, M.Campbell,
K.Childs, F.Thibaud-Nissen, R.L.Malek, Y.Lee,
L.Zheng, J.Orvis, B.Haas, J.Wortman and C.R.Buell

N.Pavy, J.J.Johnson, J.A.Crow, C.Paule, T.Kunau,
J.MacKay and E.F.Retzel

C.J.Lawrence, M.L.Schaeffer, T.E.Seigfried,
D.A.Campbell and L.C.Harper

N.D’Agostino, M.Aversano, L.Frusciante and
M.L.Chiusano

S.Giinther, D.Hempel, M.Dunkel, K.Rother and
R.Preissner

D829-D833

D834-D840

D841-D845

D846-D851

D852-D856

D857-D862

D863-D869

D870-D873

D874-D878

D879-D882

D883-D887

D888-D89%4

D895-D900

D901-D905

D906-D910



