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183 Phosphoproteomics reveals that Parkinson's disease kinase LRRK2 regulates a subset of Rab GTPases.
ELife, 2016, 5, . 6.0 766

184 Proteomics to study DNA-bound and chromatin-associated gene regulatory complexes. Human
Molecular Genetics, 2016, 25, R106-R114. 2.9 59

185 Proteomics reveals the effects of sustained weight loss on the human plasma proteome. Molecular
Systems Biology, 2016, 12, 901. 7.2 188

186 Deep Proteomics of Breast Cancer Cells Reveals that Metformin Rewires Signaling Networks Away
from a Pro-growth State. Cell Systems, 2016, 2, 159-171. 6.2 76

187 Oxyntomodulin Identified as a Marker of Type 2 Diabetes and Gastric Bypass Surgery by
Mass-spectrometry Based Profiling of Human Plasma. EBioMedicine, 2016, 7, 112-120. 6.1 53

188 Inflammatory signaling in human tuberculosis granulomas is spatially organized. Nature Medicine,
2016, 22, 531-538. 30.7 273

189 Molecular basis of PRC1 targeting to Polycomb response elements by PhoRC. Genes and Development,
2016, 30, 1116-1127. 5.9 78

190 Ultra-deep and quantitative saliva proteome reveals dynamics of the oral microbiome. Genome
Medicine, 2016, 8, 44. 8.2 170

191
p53 down-regulates SARS coronavirus replication and is targeted by the SARS-unique domain and PL
<sup>pro</sup> via E3 ubiquitin ligase RCHY1. Proceedings of the National Academy of Sciences of the
United States of America, 2016, 113, E5192-201.

7.1 172

192 Origins of mass spectrometry-based proteomics. Nature Reviews Molecular Cell Biology, 2016, 17,
678-678. 37.0 25

193 Activation of the ATR kinase by the RPA-binding protein ETAA1. Nature Cell Biology, 2016, 18, 1196-1207. 10.3 208

194 C9ORF72 interaction with cofilin modulates actin dynamics in motor neurons. Nature Neuroscience,
2016, 19, 1610-1618. 14.8 131

195 Soluble Oligomers of PolyQ-Expanded Huntingtin Target a Multiplicity of Key Cellular Factors.
Molecular Cell, 2016, 63, 951-964. 9.7 181

196 Direct identification of clinically relevant neoepitopes presented on native human melanoma tissue by
mass spectrometry. Nature Communications, 2016, 7, 13404. 12.8 613

197 Mass-spectrometric exploration of proteome structure and function. Nature, 2016, 537, 347-355. 27.8 1,573

198 HCD Fragmentation of Glycated Peptides. Journal of Proteome Research, 2016, 15, 2881-2890. 3.7 22
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199 L-Arginine Modulates T Cell Metabolism and Enhances Survival and Anti-tumor Activity. Cell, 2016, 167,
829-842.e13. 28.9 1,077

200 Circular non-coding RNA ANRIL modulates ribosomal RNA maturation and atherosclerosis in humans.
Nature Communications, 2016, 7, 12429. 12.8 859

201 Glucose-regulated and drug-perturbed phosphoproteome reveals molecular mechanisms controlling
insulin secretion. Nature Communications, 2016, 7, 13250. 12.8 74

202 Glutathione peroxidase 3 localizes to the epithelial lining fluid and the extracellular matrix in
interstitial lung disease. Scientific Reports, 2016, 6, 29952. 3.3 30

203 SCAI promotes DNA double-strand break repair in distinct chromosomal contexts. Nature Cell Biology,
2016, 18, 1357-1366. 10.3 32

204 Integrative proteomic profiling of ovarian cancer cell lines reveals precursor cell associated
proteins and functional status. Nature Communications, 2016, 7, 12645. 12.8 171

205 The Perseus computational platform for comprehensive analysis of (prote)omics data. Nature
Methods, 2016, 13, 731-740. 19.0 6,181
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MS-Based Proteomics and Western Blotting. Journal of Proteome Research, 2016, 15, 2321-2326. 3.7 51
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208 Evidence of Extrapancreatic Glucagon Secretion in Man. Diabetes, 2016, 65, 585-597. 0.6 136

209 The Proteome of Primary Prostate Cancer. European Urology, 2016, 69, 942-952. 1.9 122

210 Cytoplasmic protein aggregates interfere with nucleocytoplasmic transport of protein and RNA.
Science, 2016, 351, 173-176. 12.6 336

211 IKAP: A heuristic framework for inference of kinase activities from Phosphoproteomics data.
Bioinformatics, 2016, 32, 424-431. 4.1 62

212 Plasma Proteome Profiling to Assess Human Health and Disease. Cell Systems, 2016, 2, 185-195. 6.2 549

213
Circadian control of oscillations in mitochondrial rate-limiting enzymes and nutrient utilization by
PERIOD proteins. Proceedings of the National Academy of Sciences of the United States of America,
2016, 113, E1673-82.

7.1 190

214 C/EBPÎ± creates elite cells for iPSC reprogramming by upregulating Klf4 and increasing the levels of Lsd1
andÂ Brd4. Nature Cell Biology, 2016, 18, 371-381. 10.3 94

215 Proteomic maps of breast cancer subtypes. Nature Communications, 2016, 7, 10259. 12.8 256

216 The Rise of Mass Spectrometry and the Fall of Edman Degradation. Clinical Chemistry, 2016, 62, 293-294. 3.2 20
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217 Mitochondrial specialization revealed by single muscle fiber proteomics: focus on the Krebs cycle.
Scandinavian Journal of Medicine and Science in Sports, 2015, 25, 41-48. 2.9 31

218 Minimal amounts of kindlin-3 suffice for basal platelet and leukocyte functions in mice. Blood, 2015,
126, 2592-2600. 1.4 45

219 Antisenseâ€•mediated exon skipping: a therapeutic strategy for titinâ€•based dilated cardiomyopathy. EMBO
Molecular Medicine, 2015, 7, 562-576. 6.9 94

220 Timeâ€• and compartmentâ€•resolved proteome profiling of the extracellular niche in lung injury and
repair. Molecular Systems Biology, 2015, 11, 819. 7.2 211

221 Systems Analyses Reveal Shared and Diverse Attributes of Oct4 Regulation in Pluripotent Cells. Cell
Systems, 2015, 1, 141-151. 6.2 15

222 Proteomic analysis of quail calcified eggshell matrix: a comparison to chicken and turkey eggshell
proteomes. Proteome Science, 2015, 13, 22. 1.7 36

223 Histone Variant H2A.Z.2 Mediates Proliferation and Drug Sensitivity of Malignant Melanoma.
Molecular Cell, 2015, 59, 75-88. 9.7 166

224 Quantitative Proteomics Identifies Serum Response Factor Binding Protein 1 as a Host Factor for
Hepatitis C Virus Entry. Cell Reports, 2015, 12, 864-878. 6.4 50

225 Regulation of Liver Metabolism by the Endosomal GTPase Rab5. Cell Reports, 2015, 11, 884-892. 6.4 47

226 Accurate Protein Complex Retrieval by Affinity Enrichment Mass Spectrometry (AE-MS) Rather than
Affinity Purification Mass Spectrometry (AP-MS). Molecular and Cellular Proteomics, 2015, 14, 120-135. 3.8 231
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Chemical Biology, 2015, 11, 266-270. 8.0 116

228 Visualization of LCâ€•MS/MS proteomics data in MaxQuant. Proteomics, 2015, 15, 1453-1456. 2.2 248

229 Single muscle fiber proteomics reveals unexpected mitochondrial specialization. EMBO Reports, 2015,
16, 387-395. 4.5 163

230 Deep Proteomics of Mouse Skeletal Muscle Enables Quantitation of Protein Isoforms, Metabolic
Pathways, and Transcription Factors*. Molecular and Cellular Proteomics, 2015, 14, 841-853. 3.8 234

231 The focal adhesion protein PINCH-1 associates with EPLIN at integrin adhesion sites. Journal of Cell
Science, 2015, 128, 1023-33. 2.0 22

232
Mass Spectrometry of Human Leukocyte Antigen Class I Peptidomes Reveals Strong Effects of Protein
Abundance and Turnover on Antigen Presentation. Molecular and Cellular Proteomics, 2015, 14,
658-673.
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233 TLR3-Mediated CD8+ Dendritic Cell Activation Is Coupled with Establishment of a Cell-Intrinsic
Antiviral State. Journal of Immunology, 2015, 195, 1025-1033. 0.8 26

234 The Impact II, a Very High-Resolution Quadrupole Time-of-Flight Instrument (QTOF) for Deep Shotgun
Proteomics *. Molecular and Cellular Proteomics, 2015, 14, 2014-2029. 3.8 150
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235 System-wide identification of wild-type SUMO-2 conjugation sites. Nature Communications, 2015, 6,
7289. 12.8 97

236 Proteomics reveals dynamic assembly of repair complexes during bypass of DNA cross-links. Science,
2015, 348, 1253671. 12.6 183

237 Acetylation site specificities of lysine deacetylase inhibitors in human cells. Nature Biotechnology,
2015, 33, 415-423. 17.5 237

238 A Double-Barrel Liquid Chromatography-Tandem Mass Spectrometry (LC-MS/MS) System to Quantify 96
Interactomes per Day*. Molecular and Cellular Proteomics, 2015, 14, 2030-2041. 3.8 39
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Communications, 2015, 6, 8192. 12.8 89

241 Functional classification of memory CD8+ T cells by CX3CR1 expression. Nature Communications, 2015,
6, 8306. 12.8 231

242 Machine Learning-based Classification of Diffuse Large B-cell Lymphoma Patients by Their Protein
Expression Profiles. Molecular and Cellular Proteomics, 2015, 14, 2947-2960. 3.8 73
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246 Parallel Accumulationâ€“Serial Fragmentation (PASEF): Multiplying Sequencing Speed and Sensitivity by
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247
Absolute Proteome Analysis of Colorectal Mucosa, Adenoma, and Cancer Reveals Drastic Changes in
Fatty Acid Metabolism and Plasma Membrane Transporters. Journal of Proteome Research, 2015, 14,
4005-4018.

3.7 74

248 Secretome Analysis of Lipid-Induced Insulin Resistance in Skeletal Muscle Cells by a Combined
Experimental and Bioinformatics Workflow. Journal of Proteome Research, 2015, 14, 4885-4895. 3.7 66

249 Histone monoubiquitination by Clockâ€“Bmal1 complex marks Per1 and Per2 genes for circadian
feedback. Nature Structural and Molecular Biology, 2015, 22, 759-766. 8.2 45

250 High-throughput phosphoproteomics reveals in vivo insulin signaling dynamics. Nature
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251 The Impact of High-Fat Diet on Metabolism and Immune Defense in Small Intestine Mucosa. Journal of
Proteome Research, 2015, 14, 353-365. 3.7 53

252 C9orf72 FTLD/ALS-associated Gly-Ala dipeptide repeat proteins cause neuronal toxicity and Unc119
sequestration. Acta Neuropathologica, 2014, 128, 485-503. 7.7 300
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253 Ultradeep Human Phosphoproteome Reveals a Distinct Regulatory Nature of Tyr and Ser/Thr-Based
Signaling. Cell Reports, 2014, 8, 1583-1594. 6.4 839
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Overexpression of Q-rich prion-like proteins suppresses polyQ cytotoxicity and alters the polyQ
interactome. Proceedings of the National Academy of Sciences of the United States of America, 2014,
111, 18219-18224.

7.1 52

255 The Arabidopsis Class II Sirtuin Is a Lysine Deacetylase and Interacts with Mitochondrial Energy
Metabolism Â  Â  Â . Plant Physiology, 2014, 164, 1401-1414. 4.8 96

256 In-Vivo Quantitative Proteomics Reveals a Key Contribution of Post-Transcriptional Mechanisms to the
Circadian Regulation of Liver Metabolism. PLoS Genetics, 2014, 10, e1004047. 3.5 358

257 <scp>PP</scp> 2A delays <scp>APC</scp> /Câ€•dependent degradation of separaseâ€•associated but not free
securin. EMBO Journal, 2014, 33, 1134-1147. 7.8 57
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Molecular and Cellular Proteomics, 2014, 13, 3435-3445. 3.8 187

259 microRNA-mediated regulation of mTOR complex components facilitates discrimination between
activation and anergy in CD4 T cells. Journal of Experimental Medicine, 2014, 211, 2281-2295. 8.5 57

260 The Q Exactive HF, a Benchtop Mass Spectrometer with a Pre-filter, High-performance Quadrupole and
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Extraction, Termed MaxLFQ. Molecular and Cellular Proteomics, 2014, 13, 2513-2526. 3.8 4,178

262 Cell-Type-Resolved Quantitative Proteomics of Murine Liver. Cell Metabolism, 2014, 20, 1076-1087. 16.2 143

263 Deep Proteomic Evaluation of Primary and Cell Line Motoneuron Disease Models Delineates Major
Differences in Neuronal Characteristics. Molecular and Cellular Proteomics, 2014, 13, 3410-3420. 3.8 51

264 The unfolded protein response affects readthrough of premature termination codons. EMBO
Molecular Medicine, 2014, 6, 685-701. 6.9 31

265 The ETS family member GABPÎ± modulates androgen receptor signalling and mediates an aggressive
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TGF-Î². Science Signaling, 2014, 7, rs5. 3.6 39

267 Quantitative shotgun proteomics: considerations for a high-quality workflow in immunology. Nature
Immunology, 2014, 15, 112-117. 14.5 90

268 Minimal, encapsulated proteomic-sample processing applied to copy-number estimation in eukaryotic
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269 A â€œProteomic Rulerâ€• for Protein Copy Number and Concentration Estimation without Spike-in
Standards. Molecular and Cellular Proteomics, 2014, 13, 3497-3506. 3.8 530

270 Fractionation profiling: a fast and versatile approach for mapping vesicle proteomes and
proteinâ€“protein interactions. Molecular Biology of the Cell, 2014, 25, 3178-3194. 2.1 42
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271 Uncovering global SUMOylation signaling networks in a site-specific manner. Nature Structural and
Molecular Biology, 2014, 21, 927-936. 8.2 408

272 Structural Model of a CRISPR RNA-Silencing Complex Reveals the RNA-Target Cleavage Activity in Cmr4.
Molecular Cell, 2014, 56, 43-54. 9.7 129

273 The growing landscape of lysine acetylation links metabolism and cell signalling. Nature Reviews
Molecular Cell Biology, 2014, 15, 536-550. 37.0 1,153

274 Immunoproteomics Using Polyclonal Antibodies and Stable Isotopeâ€“labeled Affinity-purified
Recombinant Proteins. Molecular and Cellular Proteomics, 2014, 13, 1611-1624. 3.8 27

275
The<i>Caenorhabditis</i><i>elegans</i>pericentriolar material components SPD-2 and SPD-5 are
monomeric in the cytoplasm before incorporation into the PCM matrix. Molecular Biology of the
Cell, 2014, 25, 2984-2992.
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Biology, 2014, 12, 14. 3.8 19

277 High susceptibility to fatty liver disease in two-pore channel 2-deficient mice. Nature Communications,
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288 Direct Proteomic Quantification of the Secretome of Activated Immune Cells. Science, 2013, 340,
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Science, 2013, 11, 40. 1.7 41

290 SILAC-Based Proteomics of Human Primary Endothelial Cell Morphogenesis Unveils Tumor Angiogenic
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292 A Systematic Mammalian Genetic Interaction Map Reveals Pathways Underlying Ricin Susceptibility.
Cell, 2013, 152, 909-922. 28.9 332
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Cellular Proteomics, 2013, 12, 1709-1722. 3.8 204
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296 Proteomic Analysis of Cellular Systems. , 2013, , 3-25. 15
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321 Proteomic Portrait of Human Breast Cancer Progression Identifies Novel Prognostic Markers. Cancer
Research, 2012, 72, 2428-2439. 0.9 124

322
Ultra High Resolution Linear Ion Trap Orbitrap Mass Spectrometer (Orbitrap Elite) Facilitates Top
Down LC MS/MS and Versatile Peptide Fragmentation Modes. Molecular and Cellular Proteomics, 2012,
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325 Reduced CD36-dependent tissue sequestration of <i>Plasmodium</i>-infected erythrocytes is
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