
Database resources of the National Center for Biotechnology Information

Nucleic Acids Research

35, D5-D12

DOI: 10.1093/nar/gkl1031

Citation Report



Citation Report

2

# Article IF Citations

3 Gallus GBrowse: a unified genomic database for the chicken. Nucleic Acids Research, 2007, 36,
D719-D723. 6.5 9
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Research, 2007, 36, D557-D561. 6.5 26

7 Update of the G2D tool for prioritization of gene candidates to inherited diseases. Nucleic Acids
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1282-1288. 1.8 1,144
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14 InParanoid 6: eukaryotic ortholog clusters with inparalogs. Nucleic Acids Research, 2007, 36,
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20 Assessing the Conservation of Mammalian Gene Expression Using High-Density Exon Arrays. Molecular
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21 GLIDA: GPCR ligand database for chemical genomics drug discovery database and tools update. Nucleic
Acids Research, 2007, 36, D907-D912. 6.5 118

22 Genome-Wide Association: Which Do You Want First: the Good News, the Bad News, or the Good
News?. Diabetes, 2007, 56, 2844-2848. 0.3 48

23 Update of ASRP: the Arabidopsis Small RNA Project database. Nucleic Acids Research, 2007, 36,
D982-D985. 6.5 70

24 Multiple whole genome alignments and novel biomedical applications at the VISTA portal. Nucleic
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26 Human PAML browser: a database of positive selection on human genes using phylogenetic methods.
Nucleic Acids Research, 2007, 36, D800-D808. 6.5 22
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Mutant huntingtin's effects on striatal gene expression in mice recapitulate changes observed in
human Huntington's disease brain and do not differ with mutant huntingtin length or wild-type
huntingtin dosage. Human Molecular Genetics, 2007, 16, 1845-1861.

1.4 304

28 ChemBank: a small-molecule screening and cheminformatics resource database. Nucleic Acids
Research, 2007, 36, D351-D359. 6.5 242

29 Conducting Research on the Web: 2007 Update for the Bioinformatics Links Directory. Nucleic Acids
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31 COXPRESdb: a database of coexpressed gene networks in mammals. Nucleic Acids Research, 2007, 36,
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W16-W20. 6.5 16

35 The Molecule Pages database. Nucleic Acids Research, 2007, 36, D700-D706. 6.5 19
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rat. Bioinformatics, 2007, 23, 2945-2946. 1.8 61

37 Reactome: An integrated expert model of human molecular processes and access toolkit. Journal of
Integrative Bioinformatics, 2007, 4, 286-296. 1.0 0

38 Zscan4: A novel gene expressed exclusively in late 2-cell embryos and embryonic stem cells.
Developmental Biology, 2007, 307, 539-550. 0.9 249
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40 In Silico characterization of phosphorylase kinase: Evidence for an alternate intronic polyadenylation
site in PHKG1. Molecular Genetics and Metabolism, 2007, 92, 234-242. 0.5 14

41 MEROPS: the peptidase database. Nucleic Acids Research, 2007, 36, D320-D325. 6.5 497

42 The ecogenetics and ecogenomics of plantâ€“herbivore interactions: rapid progress on a slippery road.
Current Opinion in Genetics and Development, 2007, 17, 519-524. 1.5 39

43 Structural characteristics of zebrafish orthologs of adaptor molecules that associate with
transmembrane immune receptors. Gene, 2007, 401, 154-164. 1.0 41
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45 Occurrence, Classification, and Biological Function of Hydrogenases:â€‰ An Overview. Chemical Reviews,
2007, 107, 4206-4272. 23.0 1,382
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A STRUCTURAL BIOINFORMATICS APPROACH TO THE ANALYSIS OF NONSYNONYMOUS SINGLE NUCLEOTIDE
POLYMORPHISMS (nsSNPs) AND THEIR RELATION TO DISEASE. Journal of Bioinformatics and
Computational Biology, 2007, 05, 1297-1318.
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49 On the hierarchical classification of G protein-coupled receptors. Bioinformatics, 2007, 23, 3113-3118. 1.8 87

50 Chapter 26 The Molecular Libraries Screening Center Network (MLSCN): Identifying Chemical Probes of
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51 Large-Scale Annotation of Small-Molecule Libraries Using Public Databases. Journal of Chemical
Information and Modeling, 2007, 47, 1386-1394. 2.5 37

52 Clusters of orthologous genes for 41 archaeal genomes and implications for evolutionary genomics
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60 A la carte proteomics with an emphasis on gelâ€•free techniques. Proteomics, 2007, 7, 2698-2718. 1.3 85
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62 Design and implementation of high-throughput RNAi screens in cultured Drosophila cells. Nature
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64 Mining the genomes of plant pathogenic bacteria: how not to drown in gigabases of sequence.
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72 Experimental-confirmation and functional-annotation of predicted proteins in the chicken genome.
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78 Bioinformatics and cancer research: building bridges for translational research. Clinical and
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82 Method for comparing the structures of protein ligandâ€•binding sites and application for predicting
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Line. Stem Cells, 2008, 26, 734-744. 1.4 37

86 <i>Gene Expression Is Altered in the Lateral Hypothalamus upon Activation of the mu Opioid
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FEBS Journal, 2008, 275, 2385-2402. 2.2 79
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90 Muâ€•opioid receptor activation induces transcriptional plasticity in the central extended amygdala.
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110 Largeâ€•scale prediction of drugâ€“target relationships. FEBS Letters, 2008, 582, 1283-1290. 1.3 84



8

Citation Report

# Article IF Citations

111 Automated comparative auditing of NCIT genomic roles using NCBI. Journal of Biomedical Informatics,
2008, 41, 904-913. 2.5 13
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