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183 Phosphoproteomics reveals that Parkinson's disease kinase LRRK2 regulates a subset of Rab GTPases.
ELife, 2016, 5, . 2.8 766
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Molecular Genetics, 2016, 25, R106-R114. 1.4 59
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Systems Biology, 2016, 12, 901. 3.2 188
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190 Ultra-deep and quantitative saliva proteome reveals dynamics of the oral microbiome. Genome
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United States of America, 2016, 113, E5192-201.

3.3 172
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197 Mass-spectrometric exploration of proteome structure and function. Nature, 2016, 537, 347-355. 13.7 1,573

198 HCD Fragmentation of Glycated Peptides. Journal of Proteome Research, 2016, 15, 2881-2890. 1.8 22
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200 Circular non-coding RNA ANRIL modulates ribosomal RNA maturation and atherosclerosis in humans.
Nature Communications, 2016, 7, 12429. 5.8 859
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insulin secretion. Nature Communications, 2016, 7, 13250. 5.8 74
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204 Integrative proteomic profiling of ovarian cancer cell lines reveals precursor cell associated
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MS-Based Proteomics and Western Blotting. Journal of Proteome Research, 2016, 15, 2321-2326. 1.8 51
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Bioinformatics, 2016, 32, 424-431. 1.8 62
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Circadian control of oscillations in mitochondrial rate-limiting enzymes and nutrient utilization by
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andÂ Brd4. Nature Cell Biology, 2016, 18, 371-381. 4.6 94

215 Proteomic maps of breast cancer subtypes. Nature Communications, 2016, 7, 10259. 5.8 256

216 The Rise of Mass Spectrometry and the Fall of Edman Degradation. Clinical Chemistry, 2016, 62, 293-294. 1.5 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. 1.3 31

218 Minimal amounts of kindlin-3 suffice for basal platelet and leukocyte functions in mice. Blood, 2015,
126, 2592-2600. 0.6 45
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Molecular Medicine, 2015, 7, 562-576. 3.3 94
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proteomes. Proteome Science, 2015, 13, 22. 0.7 36
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233 TLR3-Mediated CD8+ Dendritic Cell Activation Is Coupled with Establishment of a Cell-Intrinsic
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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. 2.5 150
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235 System-wide identification of wild-type SUMO-2 conjugation sites. Nature Communications, 2015, 6,
7289. 5.8 97
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2015, 348, 1253671. 6.0 183
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Expression Profiles. Molecular and Cellular Proteomics, 2015, 14, 2947-2960. 2.5 73
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249 Histone monoubiquitination by Clockâ€“Bmal1 complex marks Per1 and Per2 genes for circadian
feedback. Nature Structural and Molecular Biology, 2015, 22, 759-766. 3.6 45
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253 Ultradeep Human Phosphoproteome Reveals a Distinct Regulatory Nature of Tyr and Ser/Thr-Based
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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,
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Molecular and Cellular Proteomics, 2014, 13, 3435-3445. 2.5 187

259 microRNA-mediated regulation of mTOR complex components facilitates discrimination between
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268 Minimal, encapsulated proteomic-sample processing applied to copy-number estimation in eukaryotic
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272 Structural Model of a CRISPR RNA-Silencing Complex Reveals the RNA-Target Cleavage Activity in Cmr4.
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destabilization. Nucleic Acids Research, 2012, 40, 5951-5964. 6.5 94
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391 PHOSIDA 2011: the posttranslational modification database. Nucleic Acids Research, 2011, 39, D253-D260. 6.5 366

392 Profiling the Trypanosoma cruzi Phosphoproteome. PLoS ONE, 2011, 6, e25381. 1.1 68

393 The phosphoproteome of tollâ€•like receptorâ€•activated macrophages. Molecular Systems Biology, 2010, 6,
371. 3.2 142

394 Phosphoproteomes of Strongylocentrotus purpuratus shell and tooth matrix: identification of a
major acidic sea urchin tooth phosphoprotein, phosphodontin. Proteome Science, 2010, 8, 6. 0.7 31

395 The HLAâ€“B*2705 peptidome. Arthritis and Rheumatism, 2010, 62, 420-429. 6.7 64

396 Red blood cell (RBC) membrane proteomics â€” Part I: Proteomics and RBC physiology. Journal of
Proteomics, 2010, 73, 403-420. 1.2 58



24

Matthias Mann

# Article IF Citations

397 Red Blood Cell (RBC) membrane proteomics â€” Part II: Comparative proteomics and RBC
patho-physiology. Journal of Proteomics, 2010, 73, 421-435. 1.2 32

398 Quantitative Proteomics Reveals Subset-Specific Viral Recognition in Dendritic Cells. Immunity, 2010,
32, 279-289. 6.6 544

399 A plasma-membrane E-MAP reveals links of the eisosome with sphingolipid metabolism and endosomal
trafficking. Nature Structural and Molecular Biology, 2010, 17, 901-908. 3.6 93

400 A domesticated transposon mediates the effects of a singleâ€•nucleotide polymorphism responsible for
enhanced muscle growth. EMBO Reports, 2010, 11, 305-311. 2.0 53

401 Super-SILAC mix for quantitative proteomics of human tumor tissue. Nature Methods, 2010, 7, 383-385. 9.0 480

402 Mass spectrometry in high-throughput proteomics: ready for the big time. Nature Methods, 2010, 7,
681-685. 9.0 465

403 Decoding signalling networks by mass spectrometry-based proteomics. Nature Reviews Molecular Cell
Biology, 2010, 11, 427-439. 16.1 534

404 Proteomics, the red blood cell and transfusion medicine. ISBT Science Series, 2010, 5, 63-72. 1.1 1

405 Defining the transcriptome and proteome in three functionally different human cell lines. Molecular
Systems Biology, 2010, 6, 450. 3.2 324

406 Proteomics on an Orbitrap Benchtop Mass Spectrometer Using All-ion Fragmentation. Molecular and
Cellular Proteomics, 2010, 9, 2252-2261. 2.5 213

407 Quantitative proteomics combined with BAC TransgeneOmics reveals in vivo protein interactions.
Journal of Cell Biology, 2010, 189, 739-754. 2.3 427

408 Predicting post-translational lysine acetylation using support vector machines. Bioinformatics, 2010,
26, 1666-1668. 1.8 61

409 Evolutionary Constraints of Phosphorylation in Eukaryotes, Prokaryotes, and Mitochondria.
Molecular and Cellular Proteomics, 2010, 9, 2642-2653. 2.5 83

410 Brain Phosphoproteome Obtained by a FASP-Based Method Reveals Plasma Membrane Protein Topology.
Journal of Proteome Research, 2010, 9, 3280-3289. 1.8 253

411 MSQuant, an Open Source Platform for Mass Spectrometry-Based Quantitative Proteomics. Journal of
Proteome Research, 2010, 9, 393-403. 1.8 237

412 Quantitative Phosphoproteomics Reveals Widespread Full Phosphorylation Site Occupancy During
Mitosis. Science Signaling, 2010, 3, ra3. 1.6 1,319

413
Proteome, Phosphoproteome, and N-Glycoproteome Are Quantitatively Preserved in Formalin-Fixed
Paraffin-Embedded Tissue and Analyzable by High-Resolution Mass Spectrometry. Journal of Proteome
Research, 2010, 9, 3688-3700.

1.8 219

414 Feasibility of Large-Scale Phosphoproteomics with Higher Energy Collisional Dissociation
Fragmentation. Journal of Proteome Research, 2010, 9, 6786-6794. 1.8 149



25

Matthias Mann

# Article IF Citations

415 Yeast Expression Proteomics by High-Resolution Mass Spectrometry. Methods in Enzymology, 2010, 470,
259-280. 0.4 8

416 Regulation of Translesion Synthesis DNA Polymerase Î· by Monoubiquitination. Molecular Cell, 2010, 37,
396-407. 4.5 148

417 Site-Specific Identification of SUMO-2 Targets in Cells Reveals an Inverted SUMOylation Motif and a
Hydrophobic Cluster SUMOylation Motif. Molecular Cell, 2010, 39, 641-652. 4.5 255

418 Integrin-Linked Kinase Controls Microtubule Dynamics Required for Plasma Membrane Targeting of
Caveolae. Developmental Cell, 2010, 19, 574-588. 3.1 154

419 Precision Mapping of an In Vivo N-Glycoproteome Reveals Rigid Topological and Sequence Constraints.
Cell, 2010, 141, 897-907. 13.5 789

420 Chromatin-Remodeling Components of the BAF Complex Facilitate Reprogramming. Cell, 2010, 141,
943-955. 13.5 357

421 Quantitative Interaction Proteomics and Genome-wide Profiling of Epigenetic Histone Marks and Their
Readers. Cell, 2010, 142, 967-980. 13.5 710

422 Nucleosome-Interacting Proteins Regulated by DNA and Histone Methylation. Cell, 2010, 143, 470-484. 13.5 524

423 Mass spectrometryâ€“based proteomics in cell biology. Journal of Cell Biology, 2010, 190, 491-500. 2.3 348

424 Red blood cell proteomics. Transfusion Clinique Et Biologique, 2010, 17, 151-164. 0.2 19

425 Quantitative Proteome and Transcriptome Analysis of the Archaeon <i>Thermoplasma acidophilum</i>
Cultured under Aerobic and Anaerobic Conditions. Journal of Proteome Research, 2010, 9, 4839-4850. 1.8 42

426 Stable Isotope Labeling by Amino Acids in Cell Culture (SILAC) Applied to Quantitative Proteomics of
<i>Bacillus subtilis</i>. Journal of Proteome Research, 2010, 9, 3638-3646. 1.8 108

427 Proteomic Changes Resulting from Gene Copy Number Variations in Cancer Cells. PLoS Genetics, 2010,
6, e1001090. 1.5 126

428 Deep-coverage rhesus red blood cell proteome: a first comparison with the human and mouse red
blood cell. Blood Transfusion, 2010, 8 Suppl 3, s126-39. 0.3 10

429 A SILAC-based DNA protein interaction screen that identifies candidate binding proteins to functional
DNA elements. Genome Research, 2009, 19, 284-293. 2.4 144

430 Ser/Thr/Tyr Protein Phosphorylation in the Archaeon Halobacterium salinarumâ€”A Representative of
the Third Domain of Life. PLoS ONE, 2009, 4, e4777. 1.1 84

431 Unbiased RNAâ€“protein interaction screen by quantitative proteomics. Proceedings of the National
Academy of Sciences of the United States of America, 2009, 106, 10626-10631. 3.3 124

432 Phosphorylation of Histone H3 Thr-45 Is Linked to Apoptosis. Journal of Biological Chemistry, 2009,
284, 16575-16583. 1.6 98



26

Matthias Mann

# Article IF Citations

433 Insights into the molecular architecture of the 26S proteasome. Proceedings of the National Academy
of Sciences of the United States of America, 2009, 106, 11943-11947. 3.3 116

434 Quantitative proteomic analysis of single pancreatic islets. Proceedings of the National Academy of
Sciences of the United States of America, 2009, 106, 18902-18907. 3.3 199

435 Systems-wide Analysis of a Phosphatase Knock-down by Quantitative Proteomics and
Phosphoproteomics. Molecular and Cellular Proteomics, 2009, 8, 1908-1920. 2.5 94

436 Global Effects of Kinase Inhibitors on Signaling Networks Revealed by Quantitative
Phosphoproteomics. Molecular and Cellular Proteomics, 2009, 8, 2796-2808. 2.5 194

437 Comparative Proteomic Phenotyping of Cell Lines and Primary Cells to Assess Preservation of Cell
Type-specific Functions. Molecular and Cellular Proteomics, 2009, 8, 443-450. 2.5 426

438 A Dual Pressure Linear Ion Trap Orbitrap Instrument with Very High Sequencing Speed. Molecular and
Cellular Proteomics, 2009, 8, 2759-2769. 2.5 398

439 The Phosphotyrosine Interactome of the Insulin Receptor Family and Its Substrates IRS-1 and IRS-2.
Molecular and Cellular Proteomics, 2009, 8, 519-534. 2.5 128

440 Large-scale Proteomics Analysis of the Human Kinome. Molecular and Cellular Proteomics, 2009, 8,
1751-1764. 2.5 257

441 MAPU 2.0: high-accuracy proteomes mapped to genomes. Nucleic Acids Research, 2009, 37, D902-D906. 6.5 18

442 A genome-wide screen for genes affecting eisosomes reveals Nce102 function in sphingolipid signaling.
Journal of Cell Biology, 2009, 185, 1227-1242. 2.3 123

443 Bioinformatics analysis of mass spectrometryâ€•based proteomics data sets. FEBS Letters, 2009, 583,
1703-1712. 1.3 147

444 Highâ€•accuracy identification and bioinformatic analysis of <i>in vivo</i> protein phosphorylation sites
in yeast. Proteomics, 2009, 9, 4642-4652. 1.3 132

445 Differential substrate specificity of group I and group II chaperonins in the archaeon
<i>Methanosarcina mazei</i>. Molecular Microbiology, 2009, 74, 1152-1168. 1.2 41

446 Universal sample preparation method for proteome analysis. Nature Methods, 2009, 6, 359-362. 9.0 6,678

447 Comparative analysis to guide quality improvements in proteomics. Nature Methods, 2009, 6, 717-719. 9.0 58

448 Reply to â€œSpin filterâ€“based sample preparation for shotgun proteomicsâ€•. Nature Methods, 2009, 6,
785-786. 9.0 42

449 A practical guide to the MaxQuant computational platform for SILAC-based quantitative proteomics.
Nature Protocols, 2009, 4, 698-705. 5.5 769

450
Computational principles of determining and improving mass precision and accuracy for proteome
measurements in an Orbitrap. Journal of the American Society for Mass Spectrometry, 2009, 20,
1477-1485.

1.2 65



27

Matthias Mann

# Article IF Citations

451 Lysine Acetylation Targets Protein Complexes and Co-Regulates Major Cellular Functions. Science,
2009, 325, 834-840. 6.0 3,883

452 System-Wide Changes to SUMO Modifications in Response to Heat Shock. Science Signaling, 2009, 2,
ra24. 1.6 415

453 Mapping of Lysine Monomethylation of Linker Histones in Human Breast and Its Cancer. Journal of
Proteome Research, 2009, 8, 4207-4215. 1.8 24

454 Jmjd6 Catalyses Lysyl-Hydroxylation of U2AF65, a Protein Associated with RNA Splicing. Science, 2009,
325, 90-93. 6.0 356

455 <i>Caenorhabditis elegans</i> Has a Phosphoproteome Atypical for Metazoans That Is Enriched in
Developmental and Sex Determination Proteins. Journal of Proteome Research, 2009, 8, 4039-4049. 1.8 66

456 Host Cell Interactome of Tyrosine-Phosphorylated Bacterial Proteins. Cell Host and Microbe, 2009, 5,
397-403. 5.1 175

457 Proteome Differences between Brown and White Fat Mitochondria Reveal Specialized Metabolic
Functions. Cell Metabolism, 2009, 10, 324-335. 7.2 205

458 Mislocalized Activation of Oncogenic RTKs Switches Downstream Signaling Outcomes. Molecular
Cell, 2009, 36, 326-339. 4.5 278

459 Global and Site-Specific Quantitative Phosphoproteomics: Principles and Applications. Annual Review
of Pharmacology and Toxicology, 2009, 49, 199-221. 4.2 382

460 Combination of FASP and StageTip-Based Fractionation Allows In-Depth Analysis of the Hippocampal
Membrane Proteome. Journal of Proteome Research, 2009, 8, 5674-5678. 1.8 507

461 Comparative Proteomic Profiling of Membrane Proteins in Rat Cerebellum, Spinal Cord, and Sciatic
Nerve. Journal of Proteome Research, 2009, 8, 2418-2425. 1.8 57

462 Two Chromatin Remodeling Activities Cooperate during Activation of Hormone Responsive
Promoters. PLoS Genetics, 2009, 5, e1000567. 1.5 47

463 A high confidence, manually validated human blood plasma protein reference set. BMC Medical
Genomics, 2008, 1, 41. 0.7 140

464 The chicken egg yolk plasma and granule proteomes. Proteomics, 2008, 8, 178-191. 1.3 170

465 The Ser/Thr/Tyr phosphoproteome of <b><i>Lactococcus lactis</i></b> IL1403 reveals multiply
phosphorylated proteins. Proteomics, 2008, 8, 3486-3493. 1.3 145

466 Quantitative phosphoproteome analysis of a mouse liver cell line reveals specificity of phosphatase
inhibitors. Proteomics, 2008, 8, 4534-4546. 1.3 93

467 Peptide separation with immobilized p<b><i>I</i></b> strips is an attractive alternative to inâ€•gel protein
digestion for proteome analysis. Proteomics, 2008, 8, 4862-4872. 1.3 154

468
Constitutive and dynamic phosphorylation and acetylation sites on NUCKS, a hypermodified nuclear
protein, studied by quantitative proteomics. Proteins: Structure, Function and Bioinformatics, 2008,
73, 710-718.

1.5 43



28

Matthias Mann

# Article IF Citations

469 How much peptide sequence information is contained in ion trap tandem mass spectra?. Journal of the
American Society for Mass Spectrometry, 2008, 19, 1813-1820. 1.2 28

470 High confidence determination of specific proteinâ€“protein interactions using quantitative mass
spectrometry. Current Opinion in Biotechnology, 2008, 19, 331-337. 3.3 156

471 Integrated Analysis of the Cerebrospinal Fluid Peptidome and Proteome. Journal of Proteome
Research, 2008, 7, 386-399. 1.8 162

472 Detergent-Based but Gel-Free Method Allows Identification of Several Hundred Membrane Proteins in
Single LC-MS Runs. Journal of Proteome Research, 2008, 7, 5028-5032. 1.8 77

473 Comprehensive mass-spectrometry-based proteome quantification of haploid versus diploid yeast.
Nature, 2008, 455, 1251-1254. 13.7 835

474 MaxQuant enables high peptide identification rates, individualized p.p.b.-range mass accuracies and
proteome-wide protein quantification. Nature Biotechnology, 2008, 26, 1367-1372. 9.4 12,966

475 Human Proteinpedia enables sharing of human protein data. Nature Biotechnology, 2008, 26, 164-167. 9.4 155

476 Guidelines for reporting the use of mass spectrometry in proteomics. Nature Biotechnology, 2008, 26,
860-861. 9.4 82

477 Iodoacetamide-induced artifact mimics ubiquitination in mass spectrometry. Nature Methods, 2008, 5,
459-460. 9.0 268

478 Protein abundance profiling of the Escherichia coli cytosol. BMC Genomics, 2008, 9, 102. 1.2 432

479 Evidence for Insertional RNA Editing in Humans. Current Biology, 2008, 18, 1760-1765. 1.8 12

480 Absolute SILAC for Accurate Quantitation of Proteins in Complex Mixtures Down to the Attomole
Level. Journal of Proteome Research, 2008, 7, 1118-1130. 1.8 200

481 The sea urchin (Strongylocentrotus purpuratus) test and spine proteomes. Proteome Science, 2008, 6,
22. 0.7 100

482 In-depth, high-accuracy proteomics of sea urchin tooth organic matrix. Proteome Science, 2008, 6, 33. 0.7 69

483 Solid Tumor Proteome and Phosphoproteome Analysis by High Resolution Mass Spectrometry. Journal
of Proteome Research, 2008, 7, 5314-5326. 1.8 132

484 Ubc9 Sumoylation Regulates SUMO Target Discrimination. Molecular Cell, 2008, 31, 371-382. 4.5 191

485 Kinase-Selective Enrichment Enables Quantitative Phosphoproteomics of the Kinome across the Cell
Cycle. Molecular Cell, 2008, 31, 438-448. 4.5 548

486 Combined Use of RNAi and Quantitative Proteomics to Study Gene Function in Drosophila. Molecular
Cell, 2008, 31, 762-772. 4.5 93



29

Matthias Mann

# Article IF Citations

487 SILAC Mouse for Quantitative Proteomics Uncovers Kindlin-3 as an Essential Factor for Red Blood Cell
Function. Cell, 2008, 134, 353-364. 13.5 631

488 Phosphorylation of SUMO-1 Occurs <i>in Vivo</i> and Is Conserved through Evolution. Journal of
Proteome Research, 2008, 7, 4050-4057. 1.8 36

489 Stable Isotope Labeling by Amino Acids in Cell Culture (SILAC) and Proteome Quantitation of Mouse
Embryonic Stem Cells to a Depth of 5,111 Proteins. Molecular and Cellular Proteomics, 2008, 7, 672-683. 2.5 261

490
In Vivo Identification of Human Small Ubiquitin-like Modifier Polymerization Sites by High Accuracy
Mass Spectrometry and an in Vitro to in Vivo Strategy. Molecular and Cellular Proteomics, 2008, 7,
132-144.

2.5 251

491 Can Proteomics Retire the Western Blot?. Journal of Proteome Research, 2008, 7, 3065-3065. 1.8 54

492 Phosphorylation of the Human Full-Length Protein Kinase CÎ¹. Journal of Proteome Research, 2008, 7,
2928-2935. 1.8 8

493 Dissection of the insulin signaling pathway via quantitative phosphoproteomics. Proceedings of the
National Academy of Sciences of the United States of America, 2008, 105, 2451-2456. 3.3 250

494 Phosphoproteome Analysis of E. coli Reveals Evolutionary Conservation of Bacterial Ser/Thr/Tyr
Phosphorylation. Molecular and Cellular Proteomics, 2008, 7, 299-307. 2.5 385

495 Deep Coverage Mouse Red Blood Cell Proteome. Molecular and Cellular Proteomics, 2008, 7, 1317-1330. 2.5 59

496 Motif Decomposition of the Phosphotyrosine Proteome Reveals a New N-terminal Binding Motif for
SHIP2. Molecular and Cellular Proteomics, 2008, 7, 181-192. 2.5 15

497 Precision proteomics: The case for high resolution and high mass accuracy. Proceedings of the
National Academy of Sciences of the United States of America, 2008, 105, 18132-18138. 3.3 388

498 A Novel Chromatographic Method Allows On-line Reanalysis of the Proteome. Molecular and Cellular
Proteomics, 2008, 7, 1452-1459. 2.5 27

499 Multi-spectra peptide sequencing and its applications to multistage mass spectrometry.
Bioinformatics, 2008, 24, i416-i423. 1.8 25

500 The Ubiquitin-Proteasome System Is a Key Component of the SUMO-2/3 Cycle. Molecular and Cellular
Proteomics, 2008, 7, 2107-2122. 2.5 143

501 Proteomic Profiling of Plasmodium Sporozoite Maturation Identifies New Proteins Essential for
Parasite Development and Infectivity. PLoS Pathogens, 2008, 4, e1000195. 2.1 191

502 The AU-rich element mRNA decay-promoting activity of BRF1 is regulated by mitogen-activated protein
kinase-activated protein kinase 2. Rna, 2008, 14, 950-959. 1.6 75

503 Identification of new chicken egg proteins by mass spectrometry-based proteomic analysis. World's
Poultry Science Journal, 2008, 64, 209-218. 1.4 28

504 Investigation of Protein-tyrosine Phosphatase 1B Function by Quantitative Proteomics. Molecular and
Cellular Proteomics, 2008, 7, 1763-1777. 2.5 106



30

Matthias Mann

# Article IF Citations

505
N Îµ -Formylation of lysine is a widespread post-translational modification of nuclear proteins
occurring at residues involved in regulation of chromatin function. Nucleic Acids Research, 2008, 36,
570-577.

6.5 152

506 Mass Spectrometry Resurrects Protein-based Approaches in Functional Genomics. Novartis
Foundation Symposium, 2008, 229, 27-32. 1.2 0

507 Temporal Dynamics of EGF Receptor Signaling by Quantitative Proteomics. , 2008, , 190-198. 1

508 MAPU: Max-Planck Unified database of organellar, cellular, tissue and body fluid proteomes. Nucleic
Acids Research, 2007, 35, D771-D779. 6.5 69

509
Mass Spectrometric Mapping of Linker Histone H1 Variants Reveals Multiple Acetylations,
Methylations, and Phosphorylation as Well as Differences between Cell Culture and Tissue.
Molecular and Cellular Proteomics, 2007, 6, 72-87.

2.5 205

510 In-depth Analysis of the Adipocyte Proteome by Mass Spectrometry and Bioinformatics. Molecular and
Cellular Proteomics, 2007, 6, 1257-1273. 2.5 101

511 The Serine/Threonine/Tyrosine Phosphoproteome of the Model Bacterium Bacillus subtilis. Molecular
and Cellular Proteomics, 2007, 6, 697-707. 2.5 359

512 Functional characterization of Rad18 domains for Rad6, ubiquitin, DNA binding and PCNA
modification. Nucleic Acids Research, 2007, 35, 5819-5830. 6.5 85

513 Is Proteomics the New Genomics?. Cell, 2007, 130, 395-398. 13.5 410

514 Selective Anchoring of TFIID to Nucleosomes by Trimethylation of Histone H3 Lysine 4. Cell, 2007, 131,
58-69. 13.5 769

515 On the Proper Use of Mass Accuracy in Proteomics. Molecular and Cellular Proteomics, 2007, 6,
377-381. 2.5 144

516 PHOSIDA (phosphorylation site database): management, structural and evolutionary investigation, and
prediction of phosphosites. Genome Biology, 2007, 8, R250. 13.9 410

517 Analysis of the Mouse Liver Proteome Using Advanced Mass Spectrometry. Journal of Proteome
Research, 2007, 6, 2963-2972. 1.8 83

518 The Low Molecular Weight Proteome ofHalobacterium salinarum. Journal of Proteome Research,
2007, 6, 1510-1518. 1.8 63

519
Nanoelectrospray peptide mapping revisited: Composite survey spectra allow high dynamic range
protein characterization without LCMS on an orbitrap mass spectrometer. International Journal of
Mass Spectrometry, 2007, 268, 158-167.

0.7 10

520 Top-down quantitation and characterization of SILAC-labeled proteins. Journal of the American
Society for Mass Spectrometry, 2007, 18, 2058-2064. 1.2 83

521 Phosphoproteins of the chicken eggshell calcified layer. Proteomics, 2007, 7, 106-115. 1.3 102

522 Quantitative proteomic assessment of very early cellular signaling events. Nature Biotechnology,
2007, 25, 566-568. 9.4 110



31

Matthias Mann

# Article IF Citations

523 The minimum information about a proteomics experiment (MIAPE). Nature Biotechnology, 2007, 25,
887-893. 9.4 694

524 A mass spectrometryâ€“friendly database for cSNP identification. Nature Methods, 2007, 4, 465-466. 9.0 72

525 Higher-energy C-trap dissociation for peptide modification analysis. Nature Methods, 2007, 4, 709-712. 9.0 844

526 Protocol for micro-purification, enrichment, pre-fractionation and storage of peptides for
proteomics using StageTips. Nature Protocols, 2007, 2, 1896-1906. 5.5 3,693

527 Noncovalent interaction between Ubc9 and SUMO promotes SUMO chain formation. EMBO Journal,
2007, 26, 2797-2807. 3.5 177

528 Arginine methylation at histone H3R2 controls deposition of H3K4 trimethylation. Nature, 2007, 449,
928-932. 13.7 322

529 Integral and Associated Lysosomal Membrane Proteins. Traffic, 2007, 8, 1676-1686. 1.3 166

530
Quantitative proteomic profiling of membrane proteins from the mouse brain cortex, hippocampus,
and cerebellum using the HysTag reagent: Mapping of neurotransmitter receptors and ion channels.
Brain Research, 2007, 1134, 95-106.

1.1 41

531 Analysis of Nucleolar Protein Dynamics Reveals the Nuclear Degradation of Ribosomal Proteins.
Current Biology, 2007, 17, 749-760. 1.8 314

532 Stable Isotope Labeling by Amino Acids in Cell Culture for Quantitative Proteomics. Methods in
Molecular Biology, 2007, 359, 37-52. 0.4 189

533 The human urinary proteome contains more than 1500 proteins, including a large proportion of
membrane proteins. Genome Biology, 2006, 7, R80. 13.9 598

534 Identification of 491 proteins in the tear fluid proteome reveals a large number of proteases and
protease inhibitors. Genome Biology, 2006, 7, R72. 13.9 344

535 Status of complete proteome analysis by mass spectrometry: SILAC labeled yeast as a model system.
Genome Biology, 2006, 7, R50. 13.9 244

536 Large-scale and high-confidence proteomic analysis of human seminal plasma. Genome Biology, 2006, 7,
R40. 13.9 321

537 Protein Identification and Sequencing by Mass Spectrometry. , 2006, , 363-369. 0

538 Quantitative Proteomic Comparison of Rat Mitochondria from Muscle, Heart, and Liver. Molecular
and Cellular Proteomics, 2006, 5, 608-619. 2.5 250

539 Modular Stop and Go Extraction Tips with Stacked Disks for Parallel and Multidimensional Peptide
Fractionation in Proteomics. Journal of Proteome Research, 2006, 5, 988-994. 1.8 294

540
Mild Protease Treatment as a Small-Scale Biochemical Method for Mitochondria Purification and
Proteomic Mapping of Cytoplasm-Exposed Mitochondrial Proteins. Journal of Proteome Research,
2006, 5, 3277-3287.

1.8 25



32

Matthias Mann

# Article IF Citations

541 Identifying and Quantifying Sites of Protein Methylation by Heavy Methyl SILAC. Current Protocols in
Protein Science, 2006, 46, Unit 14.9. 2.8 24

542 Insulin-dependent Interactions of Proteins with GLUT4 Revealed through Stable Isotope Labeling by
Amino Acids in Cell Culture (SILAC)*. Journal of Proteome Research, 2006, 5, 64-75. 1.8 106

543 Top-down Protein Sequencing and MS3 on a Hybrid Linear Quadrupole Ion Trap-Orbitrap Mass
Spectrometer. Molecular and Cellular Proteomics, 2006, 5, 949-958. 2.5 179

544 A Mammalian Organelle Map by Protein Correlation Profiling. Cell, 2006, 125, 187-199. 13.5 538

545 Global, In Vivo, and Site-Specific Phosphorylation Dynamics in Signaling Networks. Cell, 2006, 127,
635-648. 13.5 3,201

546 A Wiring of the Human Nucleolus. Molecular Cell, 2006, 22, 285-295. 4.5 56

547 Quantitative proteomics to study mitogen-activated protein kinases. Methods, 2006, 40, 243-250. 1.9 78

548 Stable Isotope Labeling by Amino Acids in Cell Culture for Quantitative Proteomics. , 2006, , 427-436. 0

549 Regulation of ubiquitin-binding proteins by monoubiquitination. Nature Cell Biology, 2006, 8, 163-169. 4.6 279

550 Protein interaction screening by quantitative immunoprecipitation combined with knockdown
(QUICK). Nature Methods, 2006, 3, 981-983. 9.0 239

551 A practical recipe for stable isotope labeling by amino acids in cell culture (SILAC). Nature Protocols,
2006, 1, 2650-2660. 5.5 816

552 In-gel digestion for mass spectrometric characterization of proteins and proteomes. Nature
Protocols, 2006, 1, 2856-2860. 5.5 4,265

553 Functional and quantitative proteomics using SILAC. Nature Reviews Molecular Cell Biology, 2006, 7,
952-958. 16.1 865

554 Specificity in Toll-like receptor signalling through distinct effector functions of TRAF3 and TRAF6.
Nature, 2006, 439, 204-207. 13.7 836

555 Robust Salmonella metabolism limits possibilities for new antimicrobials. Nature, 2006, 440, 303-307. 13.7 327

556 Organellar proteomics: turning inventories into insights. EMBO Reports, 2006, 7, 874-879. 2.0 185

557 NOPdb: Nucleolar Proteome Database. Nucleic Acids Research, 2006, 34, D218-D220. 6.5 93

558 Bacterial single-stranded DNA-binding proteins are phosphorylated on tyrosine. Nucleic Acids
Research, 2006, 34, 1588-1596. 6.5 122



33

Matthias Mann

# Article IF Citations

559 Repo-Man recruits PP1Î³ to chromatin and is essential for cell viability. Journal of Cell Biology, 2006,
172, 679-692. 2.3 240

560 Actin homolog MreB and RNA polymerase interact and are both required for chromosome segregation
in Escherichia coli. Genes and Development, 2006, 20, 113-124. 2.7 115

561 Distinct and Overlapping Sets of SUMO-1 and SUMO-2 Target Proteins Revealed by Quantitative
Proteomics. Molecular and Cellular Proteomics, 2006, 5, 2298-2310. 2.5 274

562 In-depth analysis of the membrane and cytosolic proteome of red blood cells. Blood, 2006, 108, 791-801. 0.6 388

563 A Proteomic Approach to the Inventory of the Human Centrosome. , 2005, , 123-142. 6

564 Differential Expression Profiling of Membrane Proteins by Quantitative Proteomics in a Human
Mesenchymal Stem Cell Line Undergoing Osteoblast Differentiation. Stem Cells, 2005, 23, 1367-1377. 1.4 185

565 Mass spectrometryâ€“based proteomics turns quantitative. Nature Chemical Biology, 2005, 1, 252-262. 3.9 1,426

566 Nucleolar proteome dynamics. Nature, 2005, 433, 77-83. 13.7 1,061

567 A proteomic fingerprint of dissolved organic carbon and of soil particles. Oecologia, 2005, 142,
335-343. 0.9 153

568 Parts per Million Mass Accuracy on an Orbitrap Mass Spectrometer via Lock Mass Injection into a
C-trap. Molecular and Cellular Proteomics, 2005, 4, 2010-2021. 2.5 1,395

569 Stable Isotope Labeling of Arabidopsis thaliana Cells and Quantitative Proteomics by Mass
Spectrometry. Molecular and Cellular Proteomics, 2005, 4, 1697-1709. 2.5 189

570 Quantitative Phosphoproteomics Applied to the Yeast Pheromone Signaling Pathway. Molecular and
Cellular Proteomics, 2005, 4, 310-327. 2.5 708

571 Phosphotyrosine interactome of the ErbBâ€•receptor kinase family. Molecular Systems Biology, 2005, 1,
2005.0008. 3.2 468

572 Proteomic Analysis of the Arabidopsis Nucleolus Suggests Novel Nucleolar Functions. Molecular
Biology of the Cell, 2005, 16, 260-269. 0.9 352

573 Proteomic Mapping of Brain Plasma Membrane Proteins. Molecular and Cellular Proteomics, 2005, 4,
402-408. 2.5 147

574
Exponentially Modified Protein Abundance Index (emPAI) for Estimation of Absolute Protein Amount in
Proteomics by the Number of Sequenced Peptides per Protein. Molecular and Cellular Proteomics,
2005, 4, 1265-1272.

2.5 1,817

575 Proteome Analysis of Separated Male and Female Gametocytes Reveals Novel Sex-Specific Plasmodium
Biology. Cell, 2005, 121, 675-687. 13.5 336

576 Proteome-wide Analysis of Chaperonin-Dependent Protein Folding in Escherichia coli. Cell, 2005, 122,
209-220. 13.5 590



34

Matthias Mann

# Article IF Citations

577 Mechanism of Divergent Growth Factor Effects in Mesenchymal Stem Cell Differentiation. Science,
2005, 308, 1472-1477. 6.0 531

578 BASP1 Is a Transcriptional Cosuppressor for the Wilms' Tumor Suppressor Protein WT1. Molecular
and Cellular Biology, 2004, 24, 537-549. 1.1 120

579 A Novel Proteomic Screen for Peptide-Protein Interactions. Journal of Biological Chemistry, 2004, 279,
10756-10764. 1.6 262

580
Improved peptide identification in proteomics by two consecutive stages of mass spectrometric
fragmentation. Proceedings of the National Academy of Sciences of the United States of America,
2004, 101, 13417-13422.

3.3 317

581 HysTagâ€”A Novel Proteomic Quantification Tool Applied to Differential Display Analysis of Membrane
Proteins From Distinct Areas of Mouse Brain. Molecular and Cellular Proteomics, 2004, 3, 82-92. 2.5 88

582 A Proteomic Study of SUMO-2 Target Proteins. Journal of Biological Chemistry, 2004, 279, 33791-33798. 1.6 197

583 Tyrosine Phosphoproteomics of Fibroblast Growth Factor Signaling. Journal of Biological Chemistry,
2004, 279, 46438-46447. 1.6 90

584 Temporal analysis of phosphotyrosine-dependent signaling networks by quantitative proteomics.
Nature Biotechnology, 2004, 22, 1139-1145. 9.4 680

585 Identifying and quantifying in vivo methylation sites by heavy methyl SILAC. Nature Methods, 2004, 1,
119-126. 9.0 427

586 The abc's (and xyz's) of peptide sequencing. Nature Reviews Molecular Cell Biology, 2004, 5, 699-711. 16.1 948

587 Cloning of a novel signaling molecule, AMSH-2, that potentiates transforming growth factor beta
signaling. BMC Cell Biology, 2004, 5, 2. 3.0 37

588 eIF4A3 is a novel component of the exon junction complex. Rna, 2004, 10, 200-209. 1.6 215

589 Trypsin Cleaves Exclusively C-terminal to Arginine and Lysine Residues. Molecular and Cellular
Proteomics, 2004, 3, 608-614. 2.5 957

590 PROTEOMICS. Annual Review of Genomics and Human Genetics, 2004, 5, 267-293. 2.5 175

591 Protein Kinase CK2 Is Coassembled with Small Conductance Ca2+-Activated K+ Channels and Regulates
Channel Gating. Neuron, 2004, 43, 847-858. 3.8 176

592 RNA and RNA Binding Proteins Participate in Early Stages of Cell Spreading through Spreading
Initiation Centers. Cell, 2004, 117, 649-662. 13.5 237

593 Experiences and perspectives of MALDI MS and MS/MS in proteomic research. International Journal of
Mass Spectrometry, 2003, 226, 223-237. 0.7 54

594 From genomics to proteomics. Nature, 2003, 422, 193-197. 13.7 886



35

Matthias Mann

# Article IF Citations

595 Mass spectrometry-based proteomics. Nature, 2003, 422, 198-207. 13.7 6,282

596 Proteomic characterization of the human centrosome by protein correlation profiling. Nature, 2003,
426, 570-574. 13.7 1,204

597 Proteomic analysis of post-translational modifications. Nature Biotechnology, 2003, 21, 255-261. 9.4 1,809

598 A proteomics strategy to elucidate functional protein-protein interactions applied to EGF signaling.
Nature Biotechnology, 2003, 21, 315-318. 9.4 702

599 Detection of Arginine Dimethylated Peptides by Parallel Precursor Ion Scanning Mass Spectrometry in
Positive Ion Mode. Analytical Chemistry, 2003, 75, 3107-3114. 3.2 158

600 Properties of13C-Substituted Arginine in Stable Isotope Labeling by Amino Acids in Cell Culture (SILAC).
Journal of Proteome Research, 2003, 2, 173-181. 1.8 439

601 Stop and Go Extraction Tips for Matrix-Assisted Laser Desorption/Ionization, Nanoelectrospray, and
LC/MS Sample Pretreatment in Proteomics. Analytical Chemistry, 2003, 75, 663-670. 3.2 2,337

602 Integrated Analysis of Protein Composition, Tissue Diversity, and Gene Regulation in Mouse
Mitochondria. Cell, 2003, 115, 629-640. 13.5 815

603 Mass spectrometric-based approaches in quantitative proteomics. Methods, 2003, 29, 124-130. 1.9 398

604 ERCC1/XPF Removes the 3â€² Overhang from Uncapped Telomeres and Represses Formation of Telomeric
DNA-Containing Double Minute Chromosomes. Molecular Cell, 2003, 12, 1489-1498. 4.5 349

605 Rrp47p Is an Exosome-Associated Protein Required for the 3â€² Processing of Stable RNAs. Molecular and
Cellular Biology, 2003, 23, 6982-6992. 1.1 144

606 Signaling Initiated by Overexpression of the Fibroblast Growth Factor Receptor-1 Investigated by Mass
Spectrometry. Molecular and Cellular Proteomics, 2003, 2, 29-36. 2.5 73

607 Phosphotyrosine Mapping in Bcr/Abl Oncoprotein Using Phosphotyrosine-specific Immonium Ion
Scanning. Molecular and Cellular Proteomics, 2003, 2, 138-145. 2.5 46

608 Unbiased quantitative proteomics of lipid rafts reveals high specificity for signaling factors.
Proceedings of the National Academy of Sciences of the United States of America, 2003, 100, 5813-5818. 3.3 783

609 Identification of a gene causing human cytochrome c oxidase deficiency by integrative genomics.
Proceedings of the National Academy of Sciences of the United States of America, 2003, 100, 605-610. 3.3 526

610 Computational and experimental analysis reveals a novel Src family kinase in the C. elegans genome.
Bioinformatics, 2003, 19, 169-172. 1.8 48

611 Bioinformatic analysis of the nucleolus. Biochemical Journal, 2003, 376, 553-569. 1.7 130

612 Protein Interaction Mapping by Coprecipitation and Mass Spectrometric Identification. , 2003, , 295-300. 0



36

Matthias Mann

# Article IF Citations

613 A Novel Src Homology 2 Domain-containing Molecule, Src-like Adapter Protein-2 (SLAP-2), Which
Negatively Regulates T Cell Receptor Signaling. Journal of Biological Chemistry, 2002, 277, 19131-19138. 1.6 36

614 Inhibition of Adipocyte Differentiation by Resistin-like Molecule Î±. Journal of Biological Chemistry,
2002, 277, 42011-42016. 1.6 61

615 Purification of Native Survival of Motor Neurons Complexes and Identification of Gemin6 as a Novel
Component. Journal of Biological Chemistry, 2002, 277, 7540-7545. 1.6 121

616 Pseudosubstrate regulation of the SCFbeta -TrCP ubiquitin ligase by hnRNP-U. Genes and Development,
2002, 16, 439-451. 2.7 110

617 Cloning of MASK, a Novel Member of the Mammalian Germinal Center Kinase III Subfamily, with
Apoptosis-inducing Properties. Journal of Biological Chemistry, 2002, 277, 5929-5939. 1.6 53

618 A Novel WD Repeat Protein Component of the Methylosome Binds Sm Proteins. Journal of Biological
Chemistry, 2002, 277, 8243-8247. 1.6 199

619 miRNPs: a novel class of ribonucleoproteins containing numerous microRNAs. Genes and
Development, 2002, 16, 720-728. 2.7 926

620 A Proteomic Approach for Identification of Secreted Proteins during the Differentiation of 3T3-L1
Preadipocytes to Adipocytes. Molecular and Cellular Proteomics, 2002, 1, 213-222. 2.5 227

621 Identification and Characterization of Gemin7, a Novel Component of the Survival of Motor Neuron
Complex. Journal of Biological Chemistry, 2002, 277, 31957-31962. 1.6 109

622 Analysis of Tyrosine Phosphorylation Sites in Signaling Molecules by a Phosphotyrosine-Specific
Immonium Ion Scanning Method. Science Signaling, 2002, 2002, pl16-pl16. 1.6 38

623 Tyrosine Phosphorylation Mapping of the Epidermal Growth Factor Receptor Signaling Pathway.
Journal of Biological Chemistry, 2002, 277, 1031-1039. 1.6 175

624 Large-Scale Proteomic Analysis of the Human Spliceosome. Genome Research, 2002, 12, 1231-1245. 2.4 808

625 Axin-mediated CKI phosphorylation of beta -catenin at Ser 45: a molecular switch for the Wnt pathway.
Genes and Development, 2002, 16, 1066-1076. 2.7 621

626 Gemin5, a Novel WD Repeat Protein Component of the SMN Complex That Binds Sm Proteins. Journal of
Biological Chemistry, 2002, 277, 5631-5636. 1.6 139

627 Biochemie und Molekulargenetik 2001. Nachrichten Aus Der Chemie, 2002, 50, 312-326. 0.0 0

628 Identification of yeast proteins by mass spectrometry. Methods in Enzymology, 2002, 351, 296-321. 0.4 3

629
Analysis of Bromotryptophan and Hydroxyproline Modifications by High-Resolution, High-Accuracy
Precursor Ion Scanning Utilizing Fragment Ions with Mass-Deficient Mass Tags. Analytical Chemistry,
2002, 74, 6230-6236.

3.2 41

630
A Mass Spectrometry-based Proteomic Approach for Identification of
Serine/Threonine-phosphorylated Proteins by Enrichment with Phospho-specific Antibodies.
Molecular and Cellular Proteomics, 2002, 1, 517-527.

2.5 353



37

Matthias Mann

# Article IF Citations

631 Peptide End Sequencing by Orthogonal MALDI Tandem Mass Spectrometry. Journal of Proteome
Research, 2002, 1, 63-71. 1.8 34

632 Is mass spectrometry ready for proteome-wide protein expression analysis?. Genome Biology, 2002, 3,
comment2008.1. 13.9 16

633 Anaphase specific auto-cleavage of separase. FEBS Letters, 2002, 528, 246-250. 1.3 49

634 Corrigendum to: Anaphase specific auto-cleavage of separase (FEBS 26464). FEBS Letters, 2002, 531,
381-381. 1.3 1

635 Multi-Protein Complexes Studied by Mass Spectrometry. Scientific World Journal, The, 2002, 2, 91-92. 0.8 1

636 Analysis of protein phosphorylation using mass spectrometry: deciphering the phosphoproteome.
Trends in Biotechnology, 2002, 20, 261-268. 4.9 877

637 Paraspeckles. Current Biology, 2002, 12, 13-25. 1.8 455

638 Directed Proteomic Analysis of the Human Nucleolus. Current Biology, 2002, 12, 1-11. 1.8 962

639 What does it mean to identify a protein in proteomics?. Trends in Biochemical Sciences, 2002, 27, 74-78. 3.7 174

640 A new derivatization strategy for the analysis of phosphopeptides by precursor ion scanning in
positive ion mode. Journal of the American Society for Mass Spectrometry, 2002, 13, 996-1003. 1.2 104

641 Cloning and characterization of PAK5, a novel member of mammalianp21-activated kinase-II subfamily
that is predominantly expressed in brain. Oncogene, 2002, 21, 3939-3948. 2.6 114

642 Cloning of a novel phosphotyrosine binding domain containing molecule, Odin, involved in signaling
by receptor tyrosine kinases. Oncogene, 2002, 21, 8029-8036. 2.6 48

643 Mechanism of regulation of WAVE1-induced actin nucleation by Rac1 and Nck. Nature, 2002, 418,
790-793. 13.7 758

644 RGM is a repulsive guidance molecule for retinal axons. Nature, 2002, 419, 392-395. 13.7 272

645 Analysis of the Plasmodium falciparum proteome by high-accuracy mass spectrometry. Nature, 2002,
419, 537-542. 13.7 596

646 Systematic identification of protein complexes in Saccharomyces cerevisiae by mass spectrometry.
Nature, 2002, 415, 180-183. 13.7 3,445

647 Mass tool for diagnosis. Nature, 2002, 418, 731-732. 13.7 13

648 A home for proteomics data?. Nature, 2002, 420, 21-21. 13.7 1



38

Matthias Mann

# Article IF Citations

649 Microcolumns with self-assembled particle frits for proteomics. Journal of Chromatography A, 2002,
979, 233-239. 1.8 327

650 The Vtc proteins in vacuole fusion: coupling NSF activity to V0trans-complex formation. EMBO
Journal, 2002, 21, 259-269. 3.5 126

651 Regulation of G2/M events by Cdc25A through phosphorylation-dependent modulation of its stability.
EMBO Journal, 2002, 21, 5911-5920. 3.5 272

652 "De Novo" Sequencing of Peptides Recovered from In-Gel Digested Proteins by Nanoelectrospray
Tandem Mass Spectrometry. Molecular Biotechnology, 2002, 20, 107-118. 1.3 81

653 Stable Isotope Labeling by Amino Acids in Cell Culture, SILAC, as a Simple and Accurate Approach to
Expression Proteomics. Molecular and Cellular Proteomics, 2002, 1, 376-386. 2.5 4,931

654 Detection of Tyrosine Phosphorylated Peptides by Precursor Ion Scanning Quadrupole TOF Mass
Spectrometry in Positive Ion Mode. Analytical Chemistry, 2001, 73, 1440-1448. 3.2 306

655 Purification and characterization of the 1.0 MDa CCR4-NOT complex identifies two novel components
of the complex 1 1Edited by D. Draper. Journal of Molecular Biology, 2001, 314, 683-694. 2.0 128

656 Maturation and Intranuclear Transport of Pre-Ribosomes Requires Noc Proteins. Cell, 2001, 105,
499-509. 13.5 206

657 AU Binding Proteins Recruit the Exosome to Degrade ARE-Containing mRNAs. Cell, 2001, 107, 451-464. 13.5 803

658 Ephrin B1 Is Expressed on Neuroepithelial Cells in Correlation with Neocortical Neurogenesis. Journal
of Neuroscience, 2001, 21, 2726-2737. 1.7 38

659
Similarity between condensed phase and gas phase chemistry: Fragmentation of peptides containing
oxidized cysteine residues and its implications for proteomics. Journal of the American Society for
Mass Spectrometry, 2001, 12, 228-232.

1.2 59

660 Quadrupole time-of-flight versus triple-quadrupole mass spectrometry for the determination of
phosphopeptides by precursor ion scanning. Journal of Mass Spectrometry, 2001, 36, 782-790. 0.7 141

661 Labile sulfogroup allows differentiation of sulfotyrosine and phosphotyrosine in peptides. Journal of
Mass Spectrometry, 2001, 36, 832-833. 0.7 28

662 Mass spectrometry allows direct identification of proteins in large genomes. Proteomics, 2001, 1,
641-650. 1.3 124

663 Analysis of Proteins and Proteomes by Mass Spectrometry. Annual Review of Biochemistry, 2001, 70,
437-473. 5.0 1,044

664 Mass spectrometric analysis of a UV-cross-linked protein-DNA complex: Tryptophans 54 and 88 ofE.
coliSSB cross-link to DNA. Protein Science, 2001, 10, 1989-2001. 3.1 43

665 A Novel Proliferation-Associated Variant of CFR-1 Defined by a Human Monoclonal Antibody.
Laboratory Investigation, 2001, 81, 1097-1108. 1.7 27

666 Trans-complex formation by proteolipid channels in the terminal phase of membrane fusion. Nature,
2001, 409, 581-588. 13.7 487



39

Matthias Mann

# Article IF Citations

667 Pre-mRNA splicing and mRNA export linked by direct interactions between UAP56 and Aly. Nature, 2001,
413, 644-647. 13.7 339

668 A boundless future for proteomics?. Trends in Biotechnology, 2001, 19, S1-S2. 4.9 3

669 Common pitfalls in bioinformatics-based analyses: look before you leap. Trends in Genetics, 2001, 17,
541-545. 2.9 39

670 Use of mass spectrometry-derived data to annotate nucleotide and protein sequence databases. Trends
in Biochemical Sciences, 2001, 26, 54-61. 3.7 111

671 A Functional Interaction between the Survival Motor Neuron Complex and RNA Polymerase II. Journal
of Cell Biology, 2001, 152, 75-86. 2.3 213

672 The Methylosome, a 20S Complex Containing JBP1 and pICln, Produces Dimethylarginine-Modified Sm
Proteins. Molecular and Cellular Biology, 2001, 21, 8289-8300. 1.1 365

673 Molecular Patterning of the Oikoplastic Epithelium of the Larvacean Tunicate Oikopleura dioica.
Journal of Biological Chemistry, 2001, 276, 20624-20632. 1.6 53

674 The Nuclear Export Receptor Xpo1p Forms Distinct Complexes with NES Transport Substrates and the
Yeast Ran Binding Protein 1 (Yrb1p). Molecular Biology of the Cell, 2001, 12, 539-549. 0.9 55

675 SPF30 Is an Essential Human Splicing Factor Required for Assembly of the U4/U5/U6 Tri-small Nuclear
Ribonucleoprotein into the Spliceosome. Journal of Biological Chemistry, 2001, 276, 31142-31150. 1.6 43

676 p70S6 kinase signals cell survival as well as growth, inactivating the pro-apoptotic molecule BAD.
Proceedings of the National Academy of Sciences of the United States of America, 2001, 98, 9666-9670. 3.3 487

677 Identification of Proteins in the Postsynaptic Density Fraction by Mass Spectrometry. Journal of
Neuroscience, 2000, 20, 4069-4080. 1.7 380

678 Cell-cycle-regulated association of RAD50/MRE11/NBS1 with TRF2 and human telomeres. Nature
Genetics, 2000, 25, 347-352. 9.4 560

679 Proteomics to study genes and genomes. Nature, 2000, 405, 837-846. 13.7 2,173

680 p95-APP1 links membrane transport to Rac-mediated reorganization of actin. Nature Cell Biology, 2000,
2, 521-530. 4.6 119

681 Protein-interaction mapping for functional proteomics. Trends in Biotechnology, 2000, 18, 43-47. 4.9 1

682 Model for stathmin/OP18 binding to tubulin. EMBO Journal, 2000, 19, 213-222. 3.5 62

683 Euplotes telomerase contains an La motif protein produced by apparent translational frameshifting.
EMBO Journal, 2000, 19, 6230-6239. 3.5 85

684 Functional analysis of the human CDC5L complex and identification of its components by mass
spectrometry. EMBO Journal, 2000, 19, 6569-6581. 3.5 183



40

Matthias Mann

# Article IF Citations

685 Identification and characterization of PaMTH1, a putative O -methyltransferase accumulating during
senescence of Podospora anserina cultures. Current Genetics, 2000, 37, 200-208. 0.8 43

686
The RING-H2 finger protein APC11 and the E2 enzyme UBC4 are sufficient to ubiquitinate substrates of
the anaphase-promoting complex. Proceedings of the National Academy of Sciences of the United
States of America, 2000, 97, 8973-8978.

3.3 173

687 Purification of Protein A-tagged Yeast Ran Reveals Association with a Novel Karyopherin Î² Family
Member, Pdr6p. Journal of Biological Chemistry, 2000, 275, 467-471. 1.6 15

688 Use of Mass Spectrometry to Study Signaling Pathways. Science Signaling, 2000, 2000, pl1-pl1. 1.6 95

689
Analysis of receptor signaling pathways by mass spectrometry: Identification of Vav-2 as a substrate of
the epidermal and platelet-derived growth factor receptors. Proceedings of the National Academy of
Sciences of the United States of America, 2000, 97, 179-184.

3.3 410

690 A Urokinase Receptor-associated Protein with Specific Collagen Binding Properties. Journal of
Biological Chemistry, 2000, 275, 1993-2002. 1.6 134

691 Association of Yeast RNA Polymerase I with a Nucleolar Substructure Active in Rrna Synthesis and
Processing. Journal of Cell Biology, 2000, 149, 575-590. 2.3 54

692 Gemin4. Journal of Cell Biology, 2000, 148, 1177-1186. 2.3 219

693 Tumor Necrosis Factor-induced Microtubule Stabilization Mediated by Hyperphosphorylated
Oncoprotein 18 Promotes Cell Death. Journal of Biological Chemistry, 2000, 275, 33876-33882. 1.6 31

694 Mlp2p, A Component of Nuclear Pore Attached Intranuclear Filaments, Associates with Nic96p. Journal
of Biological Chemistry, 2000, 275, 343-350. 1.6 81

695 Mitotic Regulation of the APC Activator Proteins CDC20 and CDH1. Molecular Biology of the Cell,
2000, 11, 1555-1569. 0.9 405

696 A New Variant of the Î³ Subunit of Renal Na,K-ATPase. Journal of Biological Chemistry, 2000, 275,
18441-18446. 1.6 84

697 Nup116p Associates with the Nup82p-Nsp1p-Nup159p Nucleoporin Complex. Journal of Biological
Chemistry, 2000, 275, 23540-23548. 1.6 52

698 Functional genomics by mass spectrometry. FEBS Letters, 2000, 480, 25-31. 1.3 107

699 De Novo Peptide Sequencing by Nanoelectrospray Tandem Mass Spectrometry Using Triple Quadrupole
and Quadrupole/Time-of-Flight Instruments. , 2000, 146, 1-16. 98

700 Detailed Analysis of the Phosphorylation of the Human La (SS-B) Autoantigen. (De)phosphorylation
Does Not Affect Its Subcellular Distributionâ€ . Biochemistry, 2000, 39, 3023-3033. 1.2 42

701 The Post-Genomic World.. Analytical Chemistry, 2000, 72, 565 A-565 A. 3.2 1

702 A Generic Strategy To Analyze the Spatial Organization of Multi-Protein Complexes by Cross-Linking
and Mass Spectrometry. Analytical Chemistry, 2000, 72, 267-275. 3.2 202



41

Matthias Mann

# Article IF Citations

703
Identification of a Novel Immunoreceptor Tyrosine-based Activation Motif-containing Molecule,
STAM2, by Mass Spectrometry and Its Involvement in Growth Factor and Cytokine Receptor Signaling
Pathways. Journal of Biological Chemistry, 2000, 275, 38633-38639.

1.6 103

704 Proteins complexed to the P1 adhesin of Mycoplasma pneumoniae. Microbiology (United Kingdom),
2000, 146, 741-747. 0.7 78

705 Nucleolin and YB-1 are required for JNK-mediated interleukin-2 mRNA stabilization during T-cell
activation. Genes and Development, 2000, 14, 1236-1248. 2.7 314

706
The protein encoded by the proto-oncogene DEK changes the topology of chromatin and reduces the
efficiency of DNA replication in a chromatin-specific manner. Genes and Development, 2000, 14,
1308-1312.

2.7 118

707 Deciphering Functionally Important Multiprotein Complexes by Mass Spectrometry. , 2000, , 237-269. 1

708 Nucleolin and YB-1 are required for JNK-mediated interleukin-2 mRNA stabilization during T-cell
activation. Genes and Development, 2000, 14, 1236-48. 2.7 259

709 The protein encoded by the proto-oncogene DEK changes the topology of chromatin and reduces the
efficiency of DNA replication in a chromatin-specific manner. Genes and Development, 2000, 14, 1308-12. 2.7 103

710 Sample Preparation Methods for Mass Spectrometric Peptide Mapping Directly from 2-DE Gels. , 1999,
112, 513-530. 211

711 Peptide Sequencing of 2-DE Gel-Isolated Proteins by Nanoelectrospray Tandem Mass Spectrometry. ,
1999, 112, 571-588. 62

712 Posttranslational modification of GÂ o1 generates GÂ o3, an abundant G protein in brain. Proceedings of
the National Academy of Sciences of the United States of America, 1999, 96, 1327-1332. 3.3 41

713 Gemin3. Journal of Cell Biology, 1999, 147, 1181-1194. 2.3 251

714 SHP2-interacting Transmembrane Adaptor Protein (SIT), A Novel Disulfide-linked Dimer Regulating
Human T Cell Activation. Journal of Experimental Medicine, 1999, 189, 1181-1194. 4.2 71

715 Characterization of the DOC1/APC10 Subunit of the Yeast and the Human Anaphase-promoting Complex.
Journal of Biological Chemistry, 1999, 274, 14500-14507. 1.6 84

716 Use of Mass Spectrometric Methods for Protein Identification in Receptor Research. Journal of
Receptor and Signal Transduction Research, 1999, 19, 659-672. 1.3 7

717 Quantitative proteomics?. Nature Biotechnology, 1999, 17, 954-955. 9.4 84

718 A generic protein purification method for protein complex characterization and proteome
exploration. Nature Biotechnology, 1999, 17, 1030-1032. 9.4 2,543

719 Identification by mass spectrometry and functional analysis of novel proteins of the yeast
[U4/U6middle dotU5] tri-snRNP. EMBO Journal, 1999, 18, 4535-4548. 3.5 154

720 The Mex67p-mediated nuclear mRNA export pathway is conserved from yeast to human. EMBO Journal,
1999, 18, 2593-2609. 3.5 387



42

Matthias Mann

# Article IF Citations

721 Two-dimensional gel protein database ofSaccharomyces cerevisiae (update 1999). Electrophoresis, 1999,
20, 2280-2298. 1.3 128

722 Mapping of Phosphorylation Sites of Gel-Isolated Proteins by Nanoelectrospray Tandem Mass
Spectrometry:Â  Potentials and Limitations. Analytical Chemistry, 1999, 71, 235-242. 3.2 256

723 Control of the Terminal Step of Intracellular Membrane Fusion by Protein Phosphatase 1&nbsp;.
Science, 1999, 285, 1084-1087. 6.0 152

724 Phosphorylation and Inactivation of BAD by Mitochondria-Anchored Protein Kinase A. Molecular Cell,
1999, 3, 413-422. 4.5 593

725 Identification of Phosphorylation Sites in Native Lamina-Associated Polypeptide 2Î²â€ . Biochemistry, 1999,
38, 9426-9434. 1.2 38

726 18O-Labeling of N-Glycosylation Sites To Improve the Identification of Gel-Separated Glycoproteins
Using Peptide Mass Mapping and Database Searching. Analytical Chemistry, 1999, 71, 1431-1440. 3.2 154

727 The yeast exosome and human PM-Scl are related complexes of 3' right-arrow 5' exonucleases. Genes
and Development, 1999, 13, 2148-2158. 2.7 402

728 IÎºB Kinase (IKK)-Associated Protein 1, a Common Component of the Heterogeneous IKK Complex.
Molecular and Cellular Biology, 1999, 19, 1526-1538. 1.1 320

729 Characterization of glycosylphosphatidylinositol-linked molecule CD55/decay-accelerating factor as
the receptor for antibody SC-1-induced apoptosis. Cancer Research, 1999, 59, 5299-306. 0.4 43

730 Nup116p and Nup100p are interchangeable through a conserved motif which constitutes a docking site
for the mRNA transport factor Gle2p. EMBO Journal, 1998, 17, 1107-1119. 3.5 127

731 In mouse brain profilin I and profilin II associate with regulators of the endocytic pathway and actin
assembly. EMBO Journal, 1998, 17, 967-976. 3.5 317

732 Mass spectrometry and EST-database searching allows characterization of the multi-protein
spliceosome complex. Nature Genetics, 1998, 20, 46-50. 9.4 470

733 Identification of the receptor component of the IÎºBÎ±â€“ubiquitin ligase. Nature, 1998, 396, 590-594. 13.7 650

734
Correlation of acidic and basic carrier ampholyte and immobilized pH gradient two-dimensional gel
electrophoresis patterns based on mass spectrometric protein identification. Electrophoresis, 1998,
19, 1024-1035.

1.3 53

735 Identifying proteins and post-translational modifications by mass spectrometry. Current Opinion in
Structural Biology, 1998, 8, 393-400. 2.6 98

736 An ESP1/PDS1 Complex Regulates Loss of Sister Chromatid Cohesion at the Metaphase to Anaphase
Transition in Yeast. Cell, 1998, 93, 1067-1076. 13.5 564

737 A novel complex of membrane proteins required for formation of a spherical nucleus. EMBO Journal,
1998, 17, 6449-6464. 3.5 213

738 The NOT proteins are part of the CCR4 transcriptional complex and affect gene expression both
positively and negatively. EMBO Journal, 1998, 17, 1096-1106. 3.5 190



43

Matthias Mann

# Article IF Citations

739 ER-60, a chaperone with thiol-dependent reductase activity involved in MHC class I assembly. EMBO
Journal, 1998, 17, 2186-2195. 3.5 199

740 Mtr10p functions as a nuclear import receptor for the mRNA-binding protein Npl3p. EMBO Journal,
1998, 17, 2196-2207. 3.5 174

741 Mass Spectrometric Analysis of the Anaphase-Promoting Complex from Yeast: Identification of a
Subunit Related to Cullins. Science, 1998, 279, 1216-1219. 6.0 317

742 Analysis of the Saccharomyces Spindle Pole by Matrix-assisted Laser Desorption/Ionization (MALDI)
Mass Spectrometry. Journal of Cell Biology, 1998, 141, 967-977. 2.3 317

743 Molecular Cloning of pTAC12 an Alternative Splicing Product of the CD3Î³ Chain as a Component of the
Pre-T Cell Antigen-Receptor Complex. Journal of Biological Chemistry, 1998, 273, 30675-30679. 1.6 8

744
T Cell Receptor (TCR) Interacting Molecule (TRIM), A Novel Disulfide-linked Dimer Associated with the
TCRâ€“CD3â€“Î¶ Complex, Recruits Intracellular Signaling Proteins to the Plasma Membrane. Journal of
Experimental Medicine, 1998, 188, 561-575.

4.2 121

745 Spindle Checkpoint Protein Xmad1 Recruits Xmad2 to Unattached Kinetochores. Journal of Cell
Biology, 1998, 143, 283-295. 2.3 295

746 Polymerization of Purified Yeast Septins: Evidence That Organized Filament Arrays May Not Be Required
for Septin Function. Journal of Cell Biology, 1998, 143, 737-749. 2.3 237

747
Cbf5p, a potential pseudouridine synthase, and Nhp2p, a putative RNA-binding protein, are present
together with Gar1p in all H BOX/ACA-motif snoRNPs and constitute a common bipartite structure.
Rna, 1998, 4, 1549-1568.

1.6 195

748 A comprehensive biochemical and genetic analysis of the yeast U1 snRNP reveals five novel proteins.
Rna, 1998, 4, 374-93. 1.6 130

749 Thrombomucin, a Novel Cell Surface Protein that Defines Thrombocytes and Multipotent
Hematopoietic Progenitors. Journal of Cell Biology, 1997, 138, 1395-1407. 2.3 118

750 Nup93, a Vertebrate Homologue of Yeast Nic96p, Forms a Complex with a Novel 205-kDa Protein and Is
Required for Correct Nuclear Pore Assembly. Molecular Biology of the Cell, 1997, 8, 2017-2038. 0.9 147

751 Rapid Protein Sequencing by Tandem Mass Spectrometry and cDNA Cloning of p20-CGGBP. Journal of
Biological Chemistry, 1997, 272, 16761-16768. 1.6 44

752 Automation of Matrix-Assisted Laser Desorption/Ionization Mass Spectrometry Using Fuzzy Logic
Feedback Control. Analytical Chemistry, 1997, 69, 1706-1714. 3.2 98

753 Reverse Transcriptase Motifs in the Catalytic Subunit of Telomerase. Science, 1997, 276, 561-567. 6.0 1,172

754 IKK-1 and IKK-2: Cytokine-Activated IB Kinases Essential for NF-B Activation. Science, 1997, 278, 860-866. 6.0 1,995

755 Actin: A Target of Lipopolysaccharid-Induced Phosphorylation in Human Monocytes. Biochemical and
Biophysical Research Communications, 1997, 241, 670-674. 1.0 15

756 Identification of the Components of Simple Protein Mixtures by High-Accuracy Peptide Mass Mapping
and Database Searching. Analytical Chemistry, 1997, 69, 4741-4750. 3.2 253



44

Matthias Mann

# Article IF Citations

757 mRNA Silencing in Erythroid Differentiation: hnRNP K and hnRNP E1 Regulate 15-Lipoxygenase
Translation from the 3â€² End. Cell, 1997, 89, 597-606. 13.5 467

758 SH2 Signaling in a Lower Eukaryote: A STAT Protein That Regulates Stalk Cell Differentiation in
Dictyostelium. Cell, 1997, 89, 909-916. 13.5 221

759 A Novel Rab5 GDP/GTP Exchange Factor Complexed to Rabaptin-5 Links Nucleotide Exchange to Effector
Recruitment and Function. Cell, 1997, 90, 1149-1159. 13.5 552

760 The Exosome: A Conserved Eukaryotic RNA Processing Complex Containing Multiple 3â€²â†’5â€²
Exoribonucleases. Cell, 1997, 91, 457-466. 13.5 859

761 Synthesis of oligodeoxynucleotides containing 5-aminouracil and its N-acetyl derivative. Journal of
the Chemical Society Perkin Transactions 1, 1997, , 2051-2058. 0.9 11

762
Identification of the proteins of the yeast U1 small nuclear ribonucleoprotein complex by mass
spectrometry. Proceedings of the National Academy of Sciences of the United States of America, 1997,
94, 385-390.

3.3 191

763 Activity of DNA ligase IV stimulated by complex formation with XRCC4 protein in mammalian cells.
Nature, 1997, 388, 492-495. 13.7 586

764 Chromatin-remodelling factor CHRAC contains the ATPases ISWI and topoisomerase II. Nature, 1997,
388, 598-602. 13.7 484

765 Glnâ€‰63 of Rho is deamidated by Escherichia coli cytotoxic necrotizing factor-1. Nature, 1997, 387,
725-729. 13.7 534

766 The complex containing actin-related proteins Arp2 and Arp3 is required for the motility and integrity
of yeast actin patches. Current Biology, 1997, 7, 519-529. 1.8 239

767 Cell biology and the genome projects a concerted strategy for characterizing multiprotein complexes
by using mass spectrometry. Trends in Cell Biology, 1997, 7, 139-142. 3.6 65

768 FLICE is activated by association with the CD95 death-inducing signaling complex (DISC). EMBO Journal,
1997, 16, 2794-2804. 3.5 1,073

769 Two functionally distinct domains generated by invivo cleavage of Nup145p: a novel biogenesis
pathway for nucleoporins. EMBO Journal, 1997, 16, 5086-5097. 3.5 93

770 Peptide sequencing by mass spectrometry for homology searches and cloning of genes. The Protein
Journal, 1997, 16, 481-490. 1.1 127

771 Automated protein preparation techniques using a digest robot. The Protein Journal, 1997, 16, 343-348. 1.1 41

772 Title is missing!. International Journal of Peptide Research and Therapeutics, 1997, 4, 57-65. 0.1 6

773
The application of robotics and mass spectrometry to the characterisation of theDrosophila
melanogaster indirect flight muscle proteome. International Journal of Peptide Research and
Therapeutics, 1997, 4, 57-65.

0.1 7

774
Identification of components oftrans-Golgi network-derived transport vesicles and
detergent-insoluble complexes by nanoelectrospray tandem mass spectrometry. Electrophoresis, 1997,
18, 2591-2600.

1.3 47



45

Matthias Mann

# Article IF Citations

775 Parent Ion Scans of Large Molecules. Journal of Mass Spectrometry, 1997, 32, 94-98. 0.7 21

776 Rapid â€˜de novoâ€™ peptide sequencing by a combination of nanoelectrospray, isotopic labeling and a
quadrupole/time-of-flight mass spectrometer. , 1997, 11, 1015-1024. 426

777 Parent Ion Scans of Unseparated Peptide Mixtures. Analytical Chemistry, 1996, 68, 527-533. 3.2 287

778 Isoprenylation of the G Protein Î³ Subunit Is both Necessary and Sufficient for Î²Î³ Dimer-Mediated
Stimulation of Phospholipase Câ€ . Biochemistry, 1996, 35, 15174-15182. 1.2 26

779 Analytical Properties of the Nanoelectrospray Ion Source. Analytical Chemistry, 1996, 68, 1-8. 3.2 1,828

780 FLICE, A Novel FADD-Homologous ICE/CED-3â€“like Protease, Is Recruited to the CD95 (Fas/APO-1)
Death-Inducing Signaling Complex. Cell, 1996, 85, 817-827. 13.5 2,944

781
Sequence tag identification of intact proteins by matching tanden mass spectral data against sequence
data bases.. Proceedings of the National Academy of Sciences of the United States of America, 1996, 93,
8264-8267.

3.3 219

782 The yeast protein Arc1p binds to tRNA and functions as a cofactor for the methionyl- and
glutamyl-tRNA synthetases.. EMBO Journal, 1996, 15, 5437-5448. 3.5 207

783
Linking genome and proteome by mass spectrometry: Large-scale identification of yeast proteins from
two dimensional gels. Proceedings of the National Academy of Sciences of the United States of
America, 1996, 93, 14440-14445.

3.3 1,415

784
Applications of sustained off-resonance irradiation (SORI) and quadrupolar excitation axialization
(QEA) for the characterization of biomolecules by Fourier-transform mass spectrometry (FTMS).
Biochemical Society Transactions, 1996, 24, 943-947.

1.6 9

785 Mass Spectrometric Sequencing of Proteins from Silver-Stained Polyacrylamide Gels. Analytical
Chemistry, 1996, 68, 850-858. 3.2 8,535

786
The Purification and Characterization of the Catalytic Domain of Src Expressed in
Schizosaccharomyces Pombe. Comparison of Unphosphorylated and Tyrosine Phosphorylated Species.
FEBS Journal, 1996, 240, 756-764.

0.2 36

787 A shortcut to interesting human genes: peptide sequence tags, expressed-sequence tags and
computers. Trends in Biochemical Sciences, 1996, 21, 494-495. 3.7 69

788 Sequence patterns produced by incomplete enzymatic digestion or one-step Edman degradation of
peptide mixtures as probes for protein database searches. Electrophoresis, 1996, 17, 938-944. 1.3 58

789
Aspects of the Sequencing of Carbohydrates and Oligonucleotides by Matrix-assisted Laser
Desorption/Ionization Post-source Decay. Rapid Communications in Mass Spectrometry, 1996, 10,
100-103.

0.7 78

790 Delayed Extraction Improves Specificity in Database Searches by Matrix-assisted Laser
Desorption/Ionization Peptide Maps. Rapid Communications in Mass Spectrometry, 1996, 10, 1371-1378. 0.7 307

791 New carbamate supports for the preparation of 3â€²-amino-modified oligonucleotides. Bioorganic and
Medicinal Chemistry, 1996, 4, 1649-1658. 1.4 21

792 Nano electrospray combined with a quadrupole ion trap for the analysis of peptides and protein
digests. Journal of the American Society for Mass Spectrometry, 1996, 7, 150-156. 1.2 60



46

Matthias Mann

# Article IF Citations

793 Developments in matrix-assisted laser desorption/ionization peptide mass spectrometry. Current
Opinion in Biotechnology, 1996, 7, 11-19. 3.3 115

794 Femtomole sequencing of proteins from polyacrylamide gels by nano-electrospray mass spectrometry.
Nature, 1996, 379, 466-469. 13.7 1,723

795 A strategy for identifying gel-separated proteins in sequence databases by MS alone. Biochemical
Society Transactions, 1996, 24, 893-896. 1.6 212

796 Clostridium novyi Î±-Toxin-catalyzed Incorporation of GlcNAc into Rho Subfamily Proteins. Journal of
Biological Chemistry, 1996, 271, 25173-25177. 1.6 128

797 Delayed Extraction Improves Specificity in Database Searches by Matrix-assisted Laser
Desorption/Ionization Peptide Maps. , 1996, 10, 1371. 7

798 Approaches to the Practical Use of MS/MS in a Protein Sequencing Facility. , 1996, , 245-265. 9

799 Identification of the major membrane and core proteins of vaccinia virus by two-dimensional
electrophoresis. Journal of Virology, 1996, 70, 7485-7497. 1.5 109

800 The yeast protein Arc1p binds to tRNA and functions as a cofactor for the methionyl- and
glutamyl-tRNA synthetases. EMBO Journal, 1996, 15, 5437-48. 3.5 88

801 Electrospray mass spectrometry for protein characterization. Trends in Biochemical Sciences, 1995,
20, 219-224. 3.7 212

802 Preparation of oligonucleotide-dexamethasone conjugates. Bioorganic and Medicinal Chemistry
Letters, 1995, 5, 1577-1580. 1.0 20

803 Glucosylation of Rho proteins by Clostridium difficile toxin B. Nature, 1995, 375, 500-503. 13.7 1,030

804 The Enterotoxin from Clostridium difficile (ToxA) Monoglucosylates the Rho Proteins. Journal of
Biological Chemistry, 1995, 270, 13932-13936. 1.6 450

805 Automation of micro-preparation and enzymatic cleavage of gel electrophoretically separated
proteins. FEBS Letters, 1995, 376, 91-94. 1.3 64

806 Identification of hnRNP P2 as TLS/FUS using electrospray mass spectrometry. Rna, 1995, 1, 724-33. 1.6 89

807 Electrospray and Taylor-Cone theory, Dole's beam of macromolecules at last?. International Journal
of Mass Spectrometry and Ion Processes, 1994, 136, 167-180. 1.9 828

808 MPSA short communications. The Protein Journal, 1994, 13, 431-512. 1.1 0

809
Identification of transformation sensitive proteins recorded in human two-dimensional gel protein
databases by mass spectrometric peptide mapping alone and in combination with microsequencing.
Electrophoresis, 1994, 15, 406-416.

1.3 93

810 Identification of proteins in polyacrylamide gels by mass spectrometric peptide mapping combined with
database search. Biological Mass Spectrometry, 1994, 23, 249-261. 0.5 149



47

Matthias Mann

# Article IF Citations

811 Improved mass accuracy in matrix-assisted laser desorption/ionization time-of-flight mass
spectrometry of peptides. Journal of the American Society for Mass Spectrometry, 1994, 5, 955-958. 1.2 140

812 Improved Resolution and Very High Sensitivity in MALDI TOF of Matrix Surfaces Made by Fast
Evaporation. Analytical Chemistry, 1994, 66, 3281-3287. 3.2 679

813 Metamorphosin A: A Novel Peptide Controlling Development of the Lower Metazoan Hydractinia
echinata (Coelenterata, Hydrozoa). Developmental Biology, 1994, 163, 440-446. 0.9 117

814 Error-Tolerant Identification of Peptides in Sequence Databases by Peptide Sequence Tags. Analytical
Chemistry, 1994, 66, 4390-4399. 3.2 1,521

815
Distinction Between Phosphorylated and Sulfated Peptides by Matrix Assisted Laser Desorption
Ionization Reflector Mass Spectrometry at the Sub Picomole Level. Techniques in Protein Chemistry,
1994, 5, 105-113.

0.3 8

816 Use of mass spectrometric molecular weight information to identify proteins in sequence databases.
Biological Mass Spectrometry, 1993, 22, 338-345. 0.5 832

817 Oxidation of peptides during electrospray ionization. Rapid Communications in Mass Spectrometry,
1993, 7, 738-743. 0.7 119

818 Electrospray Mass Spectrometry. , 1992, , 1-35. 9

819 Electrospray Mass Spectrometry. , 1992, , 145-163. 3

820 Some biochemical applications of electrospray-magnetic sector mass spectrometry. Biochemical
Society Transactions, 1991, 19, 940-943. 1.6 2

821
Mass spectrometry of proteins: studies of parvalbumins by plasma desorption, laser desorption and
electrospray mass spectrometry. International Journal of Mass Spectrometry and Ion Processes, 1991,
111, 151-172.

1.9 9

822 Design and performance of an electrospray ionization source for a doubly-focusing magnetic sector
mass spectrometer. Rapid Communications in Mass Spectrometry, 1990, 4, 369-372. 0.7 37

823 Electrospray ionization-principles and practice. Mass Spectrometry Reviews, 1990, 9, 37-70. 2.8 1,511

824 Electrospray: Its potential and limitations as an ionization method for biomolecules. Organic Mass
Spectrometry, 1990, 25, 575-587. 1.3 217

825 Electrospray ionization for mass spectrometry of large biomolecules. Science, 1989, 246, 64-71. 6.0 6,875

826 Interpreting mass spectra of multiply charged ions. Analytical Chemistry, 1989, 61, 1702-1708. 3.2 587

827 Of protons or proteins. Zeitschrift FÃ¼r Physik D-Atoms Molecules and Clusters, 1988, 10, 361-368. 1.0 227

828 Sequence Database Searching by Mass Spectrometric Data. , 0, , 223-245. 21



48

Matthias Mann

# Article IF Citations

829
Cbf5p, a potential pseudouridine synthase, and Nhp2p, a putative RNA-binding protein, are present
together with Gar1p in all H BOX/ACA-motif snoRNPs and constitute a common bipartite structure. , 0,
.

1


