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104 STRING 7--recent developments in the integration and prediction of protein interactions. Nucleic Acids
Research, 2007, 35, D358-D362. 6.5 568
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130 Predicting function: from genes to genomes and back 1 1Edited by P. E. Wright. Journal of Molecular
Biology, 1998, 283, 707-725. 2.0 433
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132 Measuring genome evolution. Proceedings of the National Academy of Sciences of the United States of
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136 Shotgun metagenomes and multiple primer pair-barcode combinations of amplicons reveal biases in
metabarcoding analyses of fungi. MycoKeys, 0, 10, 1-43. 0.8 409
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143 Structure-Based Assembly of Protein Complexes in Yeast. Science, 2004, 303, 2026-2029. 6.0 367

144 â€¦Functional motifsâ€¦. Nature Genetics, 1996, 13, 266-268. 9.4 362



10

Peer Bork

# Article IF Citations

145 Gene Families: The Taxonomy of Protein Paralogs and Chimeras. Science, 1997, 278, 609-614. 6.0 362
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participates in mRNA nuclear export. Rna, 2000, 6, 638-650. 1.6 331

154 Association of genes to genetically inherited diseases using data mining. Nature Genetics, 2002, 31,
316-319. 9.4 330
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174
Metagenomic <scp>16S rDNA I</scp>llumina tags are a powerful alternative to amplicon sequencing to
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189 STITCH 3: zooming in on protein-chemical interactions. Nucleic Acids Research, 2012, 40, D876-D880. 6.5 254

190 EST comparison indicates 38% of human mRNAs contain possible alternative splice forms. FEBS Letters,
2000, 474, 83-86. 1.3 253

191 Role for urea in nitrification by polar marine Archaea. Proceedings of the National Academy of
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