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94 Protein Folding Rates Estimated from Contact Predictions. Journal of Molecular Biology, 2005, 348,
507-512. 4.2 84
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133 Protein language-model embeddings for fast, accurate, and alignment-free protein structure
prediction. Structure, 2022, 30, 1169-1177.e4. 3.3 52

134 State-of-the-art in membrane protein prediction. Applied Bioinformatics, 2002, 1, 21-35. 1.6 51

135 TMSEG: Novel prediction of transmembrane helices. Proteins: Structure, Function and Bioinformatics,
2016, 84, 1706-1716. 2.6 49

136 Predict impact of single amino acid change upon protein structure. BMC Genomics, 2012, 13, S4. 2.8 48

137 Comprehensive <i>in silico</i> mutagenesis highlights functionally important residues in proteins.
Bioinformatics, 2008, 24, i207-i212. 4.1 47

138 MetalDetector: a web server for predicting metal-binding sites and disulfide bridges in proteins from
sequence. Bioinformatics, 2008, 24, 2094-2095. 4.1 47

139 LocDB: experimental annotations of localization for Homo sapiens and Arabidopsis thaliana. Nucleic
Acids Research, 2011, 39, D230-D234. 14.5 47

140 tagtog: interactive and text-mining-assisted annotation of gene mentions in PLOS full-text articles.
Database: the Journal of Biological Databases and Curation, 2014, 2014, bau033-bau033. 3.0 47

141 Did evolution leap to create the protein universe?. Current Opinion in Structural Biology, 2002, 12,
409-416. 5.7 46

142 Structural genomics target selection for the New York consortium on membrane protein structure.
Journal of Structural and Functional Genomics, 2009, 10, 255-268. 1.2 46

143 SNPdbe: constructing an nsSNP functional impacts database. Bioinformatics, 2012, 28, 601-602. 4.1 44

144 Rising Accuracy of Protein Secondary Structure Prediction. , 2003, , 207-249. 43



10

Burkhard Rost

# Article IF Citations

145 Protein names precisely peeled off free text. Bioinformatics, 2004, 20, i241-i247. 4.1 43

146 Protein function in precision medicine: deep understanding with machine learning. FEBS Letters, 2016,
590, 2327-2341. 2.8 43
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