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3 SignalP 4.0: discriminating signal peptides from transmembrane regions. Nature Methods, 2011, 8,
785-786. 9.0 8,521

4 Improved Prediction of Signal Peptides: SignalP 3.0. Journal of Molecular Biology, 2004, 340, 783-795. 2.0 6,015

5 A new method for predicting signal sequence cleavage sites. Nucleic Acids Research, 1986, 14,
4683-4690. 6.5 4,858
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the trans-membrane topology. EMBO Journal, 1986, 5, 3021-3027. 3.5 770

21 How signal sequences maintain cleavage specificity. Journal of Molecular Biology, 1984, 173, 243-251. 2.0 759

22 Topogenic signals in integral membrane proteins. FEBS Journal, 1988, 174, 671-678. 0.2 674
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24 A Neural Network Method for Identification of Prokaryotic and Eukaryotic Signal Peptides and
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33 Membrane-protein topology. Nature Reviews Molecular Cell Biology, 2006, 7, 909-918. 16.1 450

34 Central Functions of the Lumenal and Peripheral Thylakoid Proteome of Arabidopsis Determined by
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35 Coping with cold: The genome of the versatile marine Antarctica bacterium Pseudoalteromonas
haloplanktis TAC125. Genome Research, 2005, 15, 1325-1335. 2.4 367

36 YidC, the Escherichia coli homologue of mitochondrial Oxa1p, is a component of the Sec translocase.
EMBO Journal, 2000, 19, 542-549. 3.5 357
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37 Trans-membrane Translocation of Proteins. The Direct Transfer Model. FEBS Journal, 1979, 97, 175-181. 0.2 352

38 Prediction of the human membrane proteome. Proteomics, 2010, 10, 1141-1149. 1.3 347

39 A conserved cleavage-site motif in chloroplast transit peptides. FEBS Letters, 1990, 261, 455-458. 1.3 345
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2012, 481, 525-529. 13.7 330

42 Proline kinks in transmembrane Î±-helices. Journal of Molecular Biology, 1991, 218, 499-503. 2.0 314
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45 Mechanisms of Integral Membrane Protein Insertion and Folding. Journal of Molecular Biology, 2015,
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Biology, 2003, 327, 735-744. 2.0 190
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67 On the Hydrophobic Nature of Signal Sequences. FEBS Journal, 1981, 116, 419-422. 0.2 185

68 Molecular Mechanism of Membrane Protein Integration into the Endoplasmic Reticulum. Cell, 1997, 89,
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69
Rapid topology mapping of Escherichia coli inner-membrane proteins by prediction and PhoA/GFP
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2002, 99, 2690-2695.

3.3 185

70 Structures of N-terminally acetylated proteins. FEBS Journal, 1985, 152, 523-527. 0.2 184
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75 Topology of the Membrane-Associated Hepatitis C Virus Protein NS4B. Journal of Virology, 2003, 77,
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Bindingâ€ . Biochemistry, 1996, 35, 16077-16084. 1.2 169

79 Nascent membrane and presecretory proteins synthesized in Escherichia coli associate with signal
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integration. Nature Structural and Molecular Biology, 2012, 19, 1018-1022. 3.6 161
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89 Assembly of a cytoplasmic membrane protein inEscherichia coliis dependent on the signal recognition
particle. FEBS Letters, 1996, 399, 307-309. 1.3 151
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the ER translocase.. Journal of Cell Biology, 1994, 126, 1127-1132. 2.3 132
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106 Membrane Assembly of the Cannabinoid Receptor 1: Impact of a Long N-Terminal Tail. Molecular
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122 A turn propensity scale for transmembrane helices. Journal of Molecular Biology, 1999, 288, 141-145. 2.0 92

123 Consensus predictions of membrane protein topology. FEBS Letters, 2000, 486, 267-269. 1.3 91
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Cotranslational folding of membrane proteins probed by arrest-peptideâ€“mediated force
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140 Inefficient SRP Interaction with a Nascent Chain Triggers a mRNA Quality Control Pathway. Cell, 2014,
156, 146-157. 13.5 77
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167 Three-dimensional model for the membrane domain of Escherichia coli leader peptidase based on
disulfide mapping. Biochemistry, 1993, 32, 8534-8539. 1.2 54

168 Breaking the camelâ€™s back: proline-induced turns in a model transmembrane helix. Journal of
Molecular Biology, 1998, 284, 1185-1189. 2.0 54

169 Exploration of the Arrest Peptide Sequence Space Reveals Arrest-enhanced Variants. Journal of
Biological Chemistry, 2015, 290, 10208-10215. 1.6 54

170 Directionality in protein translocation across membranes: the N-tail phenomenon. Trends in Cell
Biology, 1995, 5, 380-383. 3.6 53

171 Insertion and Topology of a Plant Viral Movement Protein in the Endoplasmic Reticulum Membrane.
Journal of Biological Chemistry, 2002, 277, 23447-23452. 1.6 53
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