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DAS HOCHSCHULSTUDIUM 

1999-2002 Promotion an der Fakultät für Chemie & Biochemie 
„Analyse des Phosphoproteoms humaner Thrombin-stimulierter Thrombozy-
ten“, Proteinstrukturlabor, Prof. Dr. H.E. Meyer, Medizinischhes Proteom-Cen-
ter, Ruhr-Universität Bochum, Note: sehr gut 

1998 – 1999                 Diplomarbeit in Biochemie  an der Fakultät für Chemie & Biochemie  
„Massenspektrometrische Identifizierung thrombozytärer Proteine nach Isolie- 
rung durch 2D-Gelelektrophorese und Immunpräzipitation von Phosphotyro- 
sinproteinen“ bei Herrn Prof. Dr. H.E. Meyer, Proteinstrukturlabor, Ruhr- 
Universität Bochum, Note: sehr gut 

1994-1999 Studium der Biochemie an der Ruhr-Universität Bochum 
Abschluss: Diplom-Biochemikerin, Note: gut 

1992-1994 Berufsausbildung bei der Rheinischen Akademie e.V., Köln als Zertifizierte 
Biologisch-Technische Assistentin 

BERUFLICHER WERDEGANG 

seit 10/2017      Direktorin von „km/h Katrin Marcus Hochschulcoaching“ 

seit 06/2017 Zertifizierte Business-Coach, „Akademie der Ruhr-Universität Bochum“ 

seit 03/2014 Direktorin des Medizinisches Proteom-Centers, Ruhr-Universität Bochum 

seit Juni 2008 Projektleiterin verschiedener DFG, BMBF und EU geförderter Projekte (Einzelprojekte 
und Netzwerkprojekte) 

Nov  2007   Ernennung zur W2-Professorin für Funktionelle Proteomik, Medizinische Fakultät, 
Ruhr-Universität Bochum 

Juni 2007 Ruf auf eine Professur/”Tenured academic staff”, Universität Antwerpen, Chemistry 
Department, Faculty of Science 

Mai 2007 Ruf auf eine W2-Professur, Universität Regenburg, Medizinische Fakultät 

2003 – 2007 Juniorprofessorin für Proteomics, Medizinische Fakultät, Ruhr-Universität Bochum 

2002 – 2007 Gruppenleiterin der "Brain Proteomics" -Gruppe am Medizinischen Proteom-Zentrum 
der Ruhr-Universität Bochum 

seit Aug 2002 Projektleiterin verschiedener abgeschlossener Projekte gefördert durch 
 die DFG, das BMBF, die EU, die Alzheimer Forschung Initiative e.V., FoRUM 
 Personalverantwortung für Post-Doktoranden, Doktoranden, Diplom-/Masterstudenten 

und technische Assistentinnen 
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LEHRE 

seit 2003 Betreuung von mehr als 30 Doktoranden und Absolventen 

seit 2001 Organisation und Durchführung mehrerer Vorlesungen / Seminare / Praktika  an 

der Medizinischen Fakultät, Fakultät für Biologie und Fakultät für Chemie  der Ruhr-

Universität Bochum 

Lehraufträge 

2005 - 2007  Lehre an der Fachhochschule Bonn-Rhein-Sieg, Praktikum und Seminar "Instrumental 

Analytics 

FORSCHUNGSINTERESSEN 

Funktionellle Proteomik, Proteinchemie, Massenspektrometrie, post-translationale Modifikationen von 

Proteinen, Methodenentwicklung, neurodegenerative Erkrankungen, neuromuskuläre Erkrankungen 

AWARDS/GRANTS/HONORS: 

2004 HUPO Young Investigator Award 
2009 Lore Agnes Award 

 

MITGLIEDSCHAFTEN 

Mitgliedschaften 

• DGMS (Deutsche Gesellschaft für Massenspektrometrie) 

• DGPF (German Society for Proteome Research) 

• EuPA (European Proteomics Association) 

• GBM (Society for Biochemistry and Molecular Biology) 

• FEBS (Federation of European Biochemical Societies) 

• DPG (German Parkinson Association) 

• DHV (German Academy Association) 

• Research Department Protein (Ruhr-University Bochum) 

• International Graduate School of Neurosciences (Ruhr-University Bochum) 

• International Graduate School of Biosciences (Ruhr-University Bochum) 

WEITERE AUFGABEN UND AKTIVITÄTEN 

Funktionelle Aufgaben 

• Stellv. Vorsitzende des Ausschusses für Wissenschaftliche Geräte und Informationstechnik der DFG 

(seit 2019) 

• Vorsitzende der Gleichstellungskommission der RUB (seit 2018) 

• Stellv. Vorsitzende des HUPO Human Brain Proteome Projects (2018) 

• Vorsitzende des HUPO Human Brain Proteome Projects (2017) 

• Vorstandsmitglied des HUPO Human Brain Proteome Projects (seit 2015) 

• Mitglied des Fakultätsrats (seit 2017) 

• Mitglied des Apparateausschusses der DFG (seit 2017) 

• Stellvertretendes Mitglied im Fakultätsrat (seit 2015) 

• Redaktionsmitglied “Journal of Proteomics” (seit 2011) und „Frontiers in Molecular Neuroscience“ 

(seit 2017) 

• Generalsekretärin, des HUPO Brain Proteome Projects (seit 2009) 

• Mentorin im Programm „m2[at]RUB“ – Mentoring für weibliche Wissenschaftlerinnen an der Medizi-
nischen Fakultät, Ruhr-Universität Bochum (seit 2008) 

• Mentorin im Programm „Tandem plus MED“ - Mentoring für weibliche Wissenschaftlerinnen an der 
Medizinischen Fakultät, RWTH Aachen (2009-2010) 

• Gleichstellungsbeauftragte der Medizinischen Fakultät (2006 - 2019)  

• Leiterin des DGPF-Arbeitskreises „Membranproteine“ (2008-2012) 

• Stellvertretende Vorsitzende des „Technology Platforms & Standardization Committee“ im HUPO 
Human Brain Proteome Project (2005-2009) 



 
Organisatorisches 

• Verantwortliche Planung und Durchführung des Programms „m2[at]RUB“ – Mentoring für weibliche 
Wissenschaftlerinnen an der Medizinischen Fakultät, Ruhr-Universität Bochum (seit 2008) 

• Durchführung und Organisation der Europäischen Summer School Serien „Proteomic Basics“ & „Ad-
vanced Proteomics“, gefördert durch die Volkswagenstiftung und FEBS (2007-2019), in Brixen, Süd-
tirol, Italien) 

• Durchführung und Organisation von drei Sommerschulen „Proteomic Basics“, gefördert durch das 
BMBF und die DGPF, 2004 in Opatija, Croatia; 2005 und 2006 in Brixen, Südtirol, Italien Co-Orga-
nisation einer PENS Summer School “Neuroproteomics in animal models for neurodegenerative 

disorders” (Juni 2010 in Smolenice, Slovakei) 

• Co-Organisation des Workshops "Computational Proteomics", Schloß Dagstuhl, 2.3.-7.3.2008 

• Co-Organisation von drei “DIGE”-Workshops (2006, 2007, 2010, Bochum) 

Edition und Begutachtung 

• Eingeladene Editorin des Buches „Quantitative Methods in Proteomics“, 2. Auflage, Methods in Mo-
lecular Biology, Humana Press, 2019 

• Gutachterin im BMBF-Programm „KMUinnovativ“ (2011 - 2017) 

• Eingeladene Editorin des Sonderbandes „Neuroproteomics“, Expert reviews of Proteomics, Future 
Drugs, London, 2007 

• Eingeladene Editorin des Buches „Quantitative Methods in Proteomics“, Methods in Molecular Biol-

ogy, Humana Press, 2012 

• Eingeladene Editorin des Sonderbandes Proteomics/Genomics, Journal of Neural Transmission, 

Springer-Verlag, Wien, 2005 

• Eingeladene Editorin des Buches „Proteomics in Drug Research“, Methods and Principles in Medic-

inal Chemistry, Wiley-VCH, 2004 

• Gutachterin verschiedener Journale (Proteomics, J Prot Res, JNT, BBA, FEBS, J Proteomics, J Chr 
A etc.)  

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 
Publikationen 

Insgesamt 196 PubMed-gelistete Publikationen, H-Index: 35 

Peer-reviewed Manuskripte 

Originalartikel 

1. Homozygous expression of the myofibrillar myopathy-associated p.W2710X filamin C variant 
reveals major pathomechanisms of sarcomeric lesion formation, Schuld J, Orfanos Z, 
Chevessier F, Eggers B, Heil L, Uszkoreit J, Unger A, Kirfel G, van der Ven P, Marcus K, Linke 
WA, Clemen CS, Schröder R, Fürst DO, eingereicht bei Acta Neuropathol Commun. 

2. Comparative proteomic analysis of osteogenic differentiated human adipose tissue and bone 
marrow-derived stromal cells, Dadras M, May C, Wagner J, Wallner C, Becerikli M, Dittfeld S, 
Serschnitzki B, Schilde L, Guntermann A, Köller M, Sengstock C, Köller, M, Seybold C, 
Geßmann J, Schildhauer TA, Lehnhardt M, Marcus K, Behr B, eingereicht bei J Cell Mol Med. 

3. Human cerebrospinal fluid data for use as spectral library for biomarker research, Schilde L, 
Steinbach S, Serschnitzki B, Bähr M, Lingor P, Marcus K, May C, eingereicht bei Data in Brief 

4. Find More from Less – Improved Protein Detection in Minimum Quantities of Human Postmor-
tem Brain Tissue, Kösters S, Rettel M, Eggers B, Riederer P, Gerlach M, Savitski M, Marcus 
K* & May C*, eingereicht bei Proteomes 

5. Multiomic elucidation of a coding 99‑mer repeat‑expansion skeletal muscle disease, Ruggieri A, 
Naumenko S, Smith MA, Iannibelli E, Blasevich F, Bragato C, Gibertini S, Barton K, Vorgerd M, 
Marcus K, Wang P, Maggi L, Mantegazza R, Dowling JJ, Kley RA, Mora M, Minassian BA, Acta 
Neuropathol., im Druck 

6. microRNA-129 and microRNA-130 regulate VEGFR-2 expression in sensory and motor neurons 
during development, Glaesel K, May C, Marcus K, Matschke V, Theiss C, Theis V, Int J Mol 
Sci, im Druck  

7. A patient-based model of RNA mis-splicing uncovers treatment targets in Parkinson’s disease, 
Boussaad I, Obermaier CD, Hanss Z, Bobbili DR, Bolognin S, Glaab E, Wołyńska K, Weisschuh 
N, De Conti L, May C, Giesert F, Grossmann D, Lambert A, Kirchen S, Biryukov M, Burbulla LF, 
Massart F, Bohler J, Cruciani G, Schmid B, Kurz-Drexler A, Parkinson Disease Genetic Se-
quencing Consortium (PDGSC), May P, Duga S, Klein C, Schwamborn JC, Marcus K, Woitalla 
D, Vogt DM, Weisenhorn J, Wurst W, Baralle M, Krainc D, Gasser T, Wissinger B, Krüger R 
(2020), Science Transl Med, im Druck  

8. Glucocorticoid receptor complexes form cooperatively with the Hsp90 co-chaperones PPH-5 
and FKB 6, Kaziales A, Barkovits K, Marcus K, Richter K, eingereicht bei Sci Rep. 

9. The process of somatic hypermutation increases polyreactivity for CNS antigens in primary CNS 
lymphoma, Montesinos-Rongen M, Terrao M, May C, Marcus K, Blümcke I, Hellmich M, Küp-
pers R, Brunn A, Deckert M, Haematologica, im Druck  

10. CalibraCurve: A Tool for Calibration of Targeted MS-Based Measurements, Kohl M, Stepath M, 
Bracht T, Megger DA, Sitek B, Marcus K, Eisenacher M (2020) Proteomics, e1900143 

11. The Parkin-coregulated gene PACRG promotes TNF signaling by stabilizing the linear ubiquitin 
chain assembly complex, Meschede J, Šadić M, Furthmann N, Miedema T, Sehr DA, Nastase 
MV, Müller-Rischart AK, Bader V, Berlemann LA, Pilsl A, Schlierf A, Barkovits K, Kachholz B, 
Rittinger K, Ikeda F, Marcus K, Schaefer L, Tatzelt J, Winklhofer KF (2020) Science Signalling, 
13(617), pii: eaav1256  

12. Quantification of artificial blood contamination in CSF and its impact on the quantitative analysis 
of alpha-synuclein, Barkovits K, Kruse N, Uszkoreit J, Linden A, Tönges L, Pfeiffer K, Mollen-
hauer B, Marcus K (2020) 5;9(2). pii: E370  

13. Chaperones in sporadic inclusion body myositis-Validation of proteomic data, Güttsches AK, 
Jacobsen F, Schreiner A, Mertens-Rill J, Tegenthoff M, Marcus K, Vorgerd M, Kley RA (2020) 
Muscle & Nerve, 61(1), 116-121 



 

14. Reproducibility, specificity and accuracy of relative quantification using spectral library-based 
data-independent acquisition, Barkovits K, Pacharra S, Pfeiffer K, Steinbach S, Eisenacher M, 
Marcus K* & Uszkoreit J* (2020) Mol Cell Proteomics, 19(1),181-197 

15. A spiked human proteomic dataset from human osteogenic differentiated BMSCs and ASCs for 
use as a spectral library, for modelling pathways as well as protein mapping, Dadras M, Marcus 
K Wagner JM, Wallner C, Becerikli M, Jaurich H, Dittfeld S, Lehnhardt M, Serschnitzki B, Gun-
termann A, Schilde L, Berh B, May C (2019) Data in Brief, 27:104748  

16. CRN2 binds to TIMP4 and MMP14 and promotes perivascular invasion of glioblastoma cells, 
Solga R, Behrens J, Ziemann A, Riou A, Berwanger C, Becker L, Garrett L, Hrabe de Angelis 
M, Fischer L, Coras E, Barkovits K, Marcus K, Mahabir E, Eichinger L, Schröder R, Noegel AA, 
Clemen CS (2019) Eur J Cell Biol, 98(5-8), 151046  

17. A metastable subproteome underlies inclusion formation in muscle proteinopathies, Ciryam P, 
Antalek M, Cid F, Tartaglia GG, Dobson CM, Guettsches AK, Eggers B, Vorgerd M, Marcus K, 
Kley RA, Morimoto RI, Vendruscolo M, Weihl CC (2019) Acta Neuropathol Commun. 7(1), 197 

18. Let me infuse this for you - A way to solve the first YPIC challenge, Eggers B, Pacharra S, 
Eisenacher M, Marcus K, Uszkoreit J (2019) EuPA Open Proteom., 22-23, 19-21  

19. Human tear fluid proteome dataset for usage as a spectral library and for protein modelling, 
Guntermann A, Steinbach S, Serschnitzki B, Grotegut P, Reinerh S, Joachim SC, Schargus M, 
Marcus K, May C (2019) Data in brief, 23, 103742  

20. Spiked human substantia nigra proteome data set for use as a spectral library for protein mod-
elling and protein mapping Steinbach S, Serschnitzki B, Gerlach M, Marcus K, May C (2019) 
Data in Brief, 23, 103711  

21. The microRNA miR-375-3p and the Tumor Suppressor NDRG2 are Involved in Sporadic Amy-
otrophic Lateral Sclerosis, Rohm M, May C, Marcus K, Steinbach S, Theis V, Theiss C, 
Matschke V (2019) Cell Physiol Biochem., 52(6), 1412-1426  

22. Effects of 12 Weeks of Hypertrophy Resistance Exercise Training Combined with Collagen Pep-
tide Supplementation on the Skeletal Muscle Proteome in Recreationally Active Men, Oertzen-
Hagemann V, Kirmse M, Egger s B, Pfeiffer K, Marcus K, de Marées M, Platen P (2019) Nutri-
ents, 11(5). pii: E1072  

23. Noninvasive diagnosis of urothelial cancer in urine using DNA hypermethylation signatures-
Gender matters, Köhler CU, Bonberg N, Ahrens M, Behrens T, Hovanec J, Eisenacher M, Nol-
dus J, Deix T, Braun K, Gohlke H, Walter M, Tannapfel A, Tam Y, Sommerer F, Marcus K, 
Jöckel KH, Erbel R, Cantor CR, Käfferlein HU, Brüning T (2019) Int J Cancer, 145(10), 2861-
2872 

24. Imbalances in protein homeostasis caused by mutant desmin, Winter L, Unger A, Berwanger C, 
Spörrer M, Wellhausen M, Türk M, Chevessier F, Strucksberg KH, Schlötzer-Schrehardt U, Wit-
tig I, Goldmann WH, Marcus K, Linke WA, Clemen CS*, Schröder R* (2019) Neuropathology 
and Applied Neurobiology, 45:476-494  

25. Protein inference using PIA workflows and PSI standard file formats, Uszkoreit J, Perez-Riverol 
Y, Eggers B, Marcus K, Eisenacher M (2019) J Proteome Res., 8(2):741-747  

26. IgA autoantibodies against native myelin basic protein in a patient with MS. Schumacher H, 
Wenke NK, Kreye J, Höltje M, Marcus K, May C, Prüss H (2019) Neurol Neuroimmunol Neu-
roinflamm., 6(4):e569  

27. Quantifying changes in the bacterial thiol redox proteome during host-pathogen interaction, Xie 
K, Bunse C, Marcus K, Leichert L (2019) Redox Biology, 21:101087  

28. Integrated Fourier Transform Infrared Imaging and Proteomics for Identification of a Candidate 
Histochemical Biomarker in Bladder Cancer, Witzke KE, Großerueschkamp F, Jütte H, Horn M, 
Roghmann F, von Landenberg N, Bracht T, Kallenbach-Thieltges A, Käfferlein H, Brüning T, 
Schork K, Eisenacher M, Marcus K, Noldus J, Tannapfel A, Sitek B &Gerwert K (2019) Am J 
Pathol., 189(3):619-631  



 

29. Intricate crosstalk between lipopolysaccharide, phospholipid and fatty acid metabolism in Esch-
erichia coli modulates proteolysis of LpxC, Thomanek N*, Arends J, Lindemann C, Barkovits K, 
Meyer H.E., Marcus K* & Narberhaus F* (2019) Front Microbiol., 9:3285  

30. Landscape of pain in Parkinson's disease: impact of gender differences, Zella MA, May C, Müller 
T, Ahrens M, Tönges L, Gold R, Marcus K, Woitalla D (2019) Neurol Res., 41(1):87-97  

31. Protein variability in cerebrospinal fluid and its possible implications for neurological protein bi-
omarker research, Schilde LM*, Kösters S*, Steinbach S*, Schork K, Eisenacher M, Galozzi S, 
Turewicz M, Barkovits K, Mollenhauer B, Marcus K* & May C* (2018) PlosOne, 
13(11):e0206478  

32. Characterization of cerebrospinal fluid via data-independent acquisition mass spectrometry, 
Barkovits K, Linden A, Galozzi S, Schilde L, Pacharra S, Mollenhauer B, Stoepel N, Steinbach 
S, May C, Uszkoreit J, Eisenacher M, Marcus K (2018) J Proteome Res., 17(19):3418-3430  

33. A generally applicable lightweight method for calculating a value structure for tools and services 
in bioinformatics infrastructure projects, Mayer G, Quast C, Felden J, Lange M, Prinz M, Pühler 
A, Lawerenz C, Scholz U, Glöckner FO, Müller W, Marcus K, Eisenacher M (2017) Brief Bioin-
form., 20(4):1215-1221 

34. Molecularly imprinted polymers synthesized via template immobilization on fumed silica nano-
particles for the enrichment of phosphopeptides, Duarte M, Subedi P, Yilmaz E, Marcus K, 
Laurell T, Ekström S (2018) J Molec Recognit., 31(3)  

35. Label-free identification of myopathological features with coherent anti-Stokes Raman scatter-
ing, Niedieker D, Grosserüschkamp F, Schreiner A, Barkovits K, Kötting C, Marcus K, Gerwert 
K, Vorgerd M (2018) Muscle Nerve, 58(3):456-459  

36. Editorial: Breakthroughs in top-down proteomics, Penque D, Marcus K, Torres VM (2018) J 
Proteomics, 175:1-2  

37. Autophagy inhibition promotes alpha-synuclein release and transfer via extracellular vesicles 
with a hybrid autophago/exosome-like phenotype, Minakaki G, Menges S, Kittel A, Em-
manouilidou E, Schaeffner I, Barkovits K, Bergmann A, Rockenstein E, Adame A, Marxreiter F, 
Mollenhauer B, Galasko D, Irén Buzá E, Schlötzer-Schrehardt U, Marcus K, Xiang W, Chichung 
Lie D, Vekrellis K, Masliah E, Winkler J Klucken J (2018) Autophagy 14(1):98-119  

38. One gene, two proteins: Coordinated production of a copper chaperone by differential transcript 
formation and translational frameshifting in Escherichia coli, Drees SL, Klinkert B, Helling S, 
Beyer DF, Marcus K, Narberhaus F, Lübben M (2017) Mol Microbiol., 106(4):635-645  

39. Distinct metabolomic signature in cerebrospinal fluid in early parkinson's disease, Trezzi JP, 
Galozzi S, Jaeger C, Barkovits K, Brockmann K, Maetzler W, Berg D, Marcus K, Betsou F, 
Hiller K, Mollenhauer B (2017), Mov Disord., 32(10):1401-1408  

40. Protective effects on the retina after ranibizumab treatment in an ischemia model, Joachim SC, 
Renner M, Reinhard J, Theiss C, May C, Lohmann S, Reinehr S, Stute G, Faissner A, Marcus 
K, Dick HB (2017) PLoS One, 12(8):e0182407  

41. Hsp90-downregulation influences the heat-shock response, innate immune response and onset 
of oocyte development in nematodes, Eckl J, Sima S, Marcus K, Lindemann C, Richter K (2017) 
PLoS One, 12(10):e0186386  

42. BioInfra.Prot: A comprehensive proteomics workflow including data standardization, protein in-
ference, expression analysis and data publication, Turewicz M, Kohl M, Ahrens M, Mayer G, 
Uszkoreit J, Naboulsi W, Bracht T, Megger DA, Sitek B, Marcus K, Eisenacher M (2017) J 
Biotechnol., pii: S0168-1656(17)  

43. Spatial and molecular resolution of diffuse malignant mesothelioma heterogeneity by integrating 
label-free FTIR imaging, laser capture microdissection and proteomics, Großerueschkamp F, 
Bracht T, Diehl HC, Kuepper C, Ahrens M, Kallenbach-Thieltges A, Mosig A, Eisenacher M, 
Marcus K, Behrens T, Brüning T, Theegarten D, Sitek B, Gerwert K (2017) Sci Rep., 7:44829  

44. Metabolic profiling of body fluids and multivariate data analysis, Trezzi JP, Jäger C, Galozzi S, 
Barkovits K, Marcus K, Mollenhauer B, Hiller K, MethodsX (2017) 4:95-103 

https://www.ncbi.nlm.nih.gov/pubmed/29663456
https://www.ncbi.nlm.nih.gov/pubmed/29663456


 
45. Morphological Plasticity of Emerging Purkinje Cells in Response to Exogenous VEGF, Herrfurth 

L, Theis V, Matschke V, May C, Marcus K, Theiss C (2017), Front Mol Neurosci., 10:2  

46. Proteomics of rimmed vacuoles define new risk allele in inclusion body myositis.,  Güttsches 
AK, Brady S, Krause K, Maerkens A, Uszkoret J, Eisenacher M, Schreiner A, Galozzi S, 
Mertens-Rill J, Tegenthoff M, Holton JL, Harms MB, Lloyd, TE, Vorgerd M, Weihl CC*, Kley R*, 
Marcus K* (2017) Annals Neurol, 81(2):227-239  

47. Proteomic characterization of neuromelanin granules isolated from human substantia nigra by 
laser-microdissection, Plum S, Steinbach S, Attems J, Keers S, Riederer P, Gerlach M, May C, 
Marcus K (2016) Sci Rep., 6:37139  

48. In vivo trapping of FtsH substrates by label-free quantitative proteomics, Arends J, Thomanek 
N, Kuhlmann K, Marcus K, Narberhaus F (2016) Proteomics, 16(24):3161-3172  

49. Validation of molecularly imprinted polymers for side chain selective phosphopeptide enrich-
ment, Chen J, Shinde S, Subedi P, Wierzbicka C, Sellergren B*, Helling S*, Marcus K* (2016) 
J Chromatogr A, pii: S0021-9673(16)31350-4  

50. Statically Adsorbed Coatings for High Separation Efficiency and Resolution in CE-MS Peptide 
Analysis: Strategies and Implementation, Pattky M, Barkovits K, Marcus K, Weiergräber OH, 
Huhn C (2016) Methods Mol Biol., 1483:53-75  

51. Membrane tethering of APP c-terminal fragments is a prerequisite for T668 phosphorylation 
preventing nuclear sphere generation, Bukhari H, Kolbe K, Leonhardt G, Loosse C, Schröder 
E, Knauer S, Marcus K, Müller T (2016), Cellular Signalling, 28(11):1725-1734  

52. Rab7 induces clearance of α-synuclein aggregates, Dinter E, Saridaki T, Nippold M, Plum S, 
Diederichs L, Komnig D, Fensky L, May C, Marcus K, Voigt, A, Schulz J.B, Falkenburger BH 
(2016), Journal of Neurochemistry, 138(5):758-774  

53. Mutant desmin substantially perturbs mitochondrial morphology, function and maintenance in 
skeletal muscle tissue, Winter L, Wittig I, Peeva, V, Eggers B, Heidler J, Chessevier F, Kley RA, 
Barkovits K, Strecker V, Berwanger C, Herrmann H, Marcus K, Kornblum C, Kunz WS, Schrö-
der R, Clemen CS (2016) Acta Neuropathol, 132(3):453-473  

54. New insights into the protein aggregation pathology in myotilinopathy by combined proteomic 
and immunolocalization analyses, Maerkens A, Olivé M, Schreiner A, Feldkirchner S, Schessl 
J, Uszkoreit J, Barkovits K, Güttsches AK, Theis V, Eisenacher M, Tegenthoff M, Goldfarb LG, 
Schröder R, Schoser B, van der Ven PF, Fürst DO, Vorgerd M, Marcus K* & Kley RA* (2016) 
Acta Neuropathol Commun., 4(1):8  

55. PAA: An R/Bioconductor package for biomarker discovery with protein microarrays, Turewicz 
M, Ahrens M, May C, Marcus K, Eisenacher M (2016) Bioinformatics, 32(10):1577-1579  

56. Mitochondrial Defects and Neurodegeneration in Mice Overexpressing Wild Type or G399S Mu-
tant HtrA2, Casadei N, Sood P, Ulrich T, Kieper N, Helling S, May C, Glaab E, Chen J, Nuber 
S, Marcus K, Rapaport D, Ott T, Riess O, Krueger R, Fitzgerald JC (2016) Hum Mol Genet., 
25(3):459-471  

57. Nuclear spheres modulate the expression of BEST1 and GADD45G, Loosse C, Pawlas M, Bu-
khari HS, Maghnouj A, Hahn S, Marcus K, Müller T (2016) Cell Signal.,100-109  

58. Myofibrillar instability exacerbated by acute exercise in filaminopathy, Chevessier F, Schuld J, 
Orfanos Z, Plank AC, Wolf L, Maerkens A, Unger A, Schlötzer-Schrehardt U, Kley RA, von 
Hörsten S, Marcus K, Linke WA, Vorgerd M, van der Ven PF, Fürst DO, Schröder R (2015) 
Hum Mol Genet., 24(25):7207-7220  

59. ProCon - PROteomics CONversion tool, Mayer G., Stephan C, Meyer H.E , Kohl M., Marcus K, 
Eisenacher M (2015) J Proteomics, 129:56-62  

60. Primary Central Nervous System (CNS) Lymphoma B Cell Receptors Recognize CNS Proteins, 
Montesinos-Rongen M, Purschke FG, Brunn A, May C, Nordhoff E, Marcus K, Deckert M (2015) 
J Immunol., 195(3):1312-1319  

61. PIA - An intuitive protein inference engine with a web-based user interface, Uszkoreit J, 
Maerkens A, Perez-Riverol Y, Meyer HE, Marcus K, Stephan C, Kohlbacher O, Eisenacher M 
(2015) J Proteome Res.,14(7):2988-2997  



 
62. Enrichment of single neurons and defined brain regions from human brain tissue samples for 

subsequent proteome analysis, Molina M*, Steinbach S*, Park YM, Yun SY, Di Lorenzo Alho 
AT, Heinsen H, Grinberg LT, Marcus K, Paraizo Leite RE* & May C* (2015) Journal Neural 
Transm., 122(7):993-1000  

63. Low-bias phosphopeptide enrichment from scarce samples using plastic antibodies, Chen J*, 
Shinde S*, Koch MH, Eisenacher M, Galozzi S, Lerari T, Barkovits K, Subedi P, Krüger R, 
Kuhlmann K, Sellergren B, Helling S, Marcus K (2015) Sci Rep., 5:1438  

64. Indirect protein quantification of drug-transforming enzymes using peptide group-specific immu-
noaffinity enrichment and mass spectrometry, Weiß F*, Schnabel A*, Planatscher H, van den 
Berg BH, Serschnitzki B, Nuessler AK, Thasler WE, Weiss TS, Reuss M, Stoll D, Templin MF, 
Joos TO, Marcus K* & Poetz O* (2015) Sci Rep., 5:8759  

65. Direct infusion-SIM for absolute protein quantification in complex samples: simple, fast, robust, 
Loosse C, Galozzi S, Debor L, Julsing MK, Bühler B, Schmid A, Barkovits K, Müller T* & Marcus 
K* (2015) EuPA Open Proteomics  

66. Improved preparation of nasal lavage fluid (NLF) as a noninvasive sample for proteomic bi-
omarker discovery, Schoenebeck B & May C, Mollenhauer B, Meyer HE, Güldner C, Respondek 
G, Höglinger G, Marcus K (2015) BBA – Proteins and Proteomics, 1854(7):741-745  

67. The challenge of on-tissue digestion for MALDI MSI- a comparison of different protocols to im-
prove imaging experiments, Diehl HC, Beine B, Elm J, Trede D, Ahrens M, Eisenacher M, Mar-
cus K, Meyer HE, Henkel C(2015) Anal Bioanal Chem., 407(8):2223-2243  

68. MS-based methods for biomarkers of Parkinson's disease: what is the future? Barkovits K, 
Helling S, Marcus K (2015) Bioanalysis, 7(2):149-151  

69. The bacterial proteogenomic pipeline, Uszkoreit J, Plohnke N, Rexroth S, Marcus K, Eisenacher 
M (2014) BMC Genomics,15 Suppl 9:19  

70. Identification of a novel human LAP1 isoform that is regulated by protein phosphorylation. San-
tos M, Domingues SC, Costa P, Muller T, Galozzi S, Marcus K, da Cruz e Silva EF, da Cruz e 
Silva OA, Rebelo S (2014) PLoS One, 9(12):e113732  

71. Chromophore composition of the phycobiliprotein Cr-PC577 from the cryptophyte Hemiselmis 
pacifica, Overkamp KE, Langklotz S, Aras M, Helling S, Marcus K, Bandow JE, Hoef Emden K, 
Frankenberg-Dinkel N (2014) Photosynth Res., 122(3):293-304  

72. Effects of zinc on particulate methane monooxygenase activity and structure, Sirajuddin S, 
Barupala D, Helling S, Marcus K, Stemmler TL, Rosenzweig AC (2014) J Biol Chem., 
289(31):21782-21794  

73. The Cytosolic Domain of Pex22p Stimulates the Pex4p-Dependent Ubiquitination of the PTS1-
Receptor, El Magraoui F, Schrötter A, Brinkmeier R, Kunst L, Mastalski T, Müller T, Marcus K, 
Meyer HE, Girzalsky W, Erdmann R, Platta HW (2014) PLoS One, 9(8): e105894  

74. Internal Ribosomal Entry Site (IRES) Activity Generates Endogenous Carboxyl-terminal Do-
mains of Cx43 and Is Responsive to Hypoxic Conditions, Ul-Hussain M, Olk S, Schoenebeck B, 
Wasielewski B, Meier C, Prochnow N, May C, Galozzi S, Marcus K, Zoidl G, Dermietzel R 
(2014) J Biol Chem., 289(30):20979-20990  

75. Frontiers in neurodegeneration--new insights and prospects--20th HUPO BPP Workshop: 15 
September 2013, Yokohama, Japan, Schrötter A, El Magraoui F, Gröttrup B, Heinsen H, Mar-
cus K, Meyer HE, Park YM, Grinberg LT (2014) Proteomics, 14(11):1305-7. 

76. Amyloid Beta A4 Precursor Protein-binding Family B Member 1 (FE65) Interactomics Revealed 
Synaptic Vesicle Glycoprotein 2A (SV2A) and Sarcoplasmic/Endoplasmic Reticulum Calcium 
ATPase 2 (SERCA2) as New Binding Proteins in the Human Brain, Nensa FM, Neumann MH, 
Schroetter A, Przyborski A, Mastalski T, Susdalzew S, Loosse C, Helling S, El Magraoui F, 
Erdmann R, Meyer HE, Uszkoreit J, Eisenacher M, Suh J, Guenette SY, Roehner N, Koegel D, 
Theiss C, Mueller T, Marcus K (2014) Mol Cell Proteomics, 13(2):475-488  

77. Overexpression of the calpain-specific inhibitor calpastatin reduces human alpha-synuclein pro-
cessing, aggregation and synaptic impairment in A30P alphasyn transgenic mice, Diepenbroek 
M, Casadei N, Esmer H, Saido TC, Takano J, Kahle P, Nixon RA, Rao MV, Meiki R, Pieri L, 
Helling S, Marcus K, Krueger R, Masliah E, Riess O, Nuber S (2014) Hum Mol Genet., 
23(15):3975-3989  



 
78. Not so pseudo: the evolutionary history of protein phosphatase 1 regulatory subunit 2 and re-

lated pseudogenes, Korrodi-Gregório L, Abrantes J, Muller T, Melo-Ferreira J, Marcus K, da 
Cruz E Silca OA, Fardilha M, Esteves PJ (2013) BMC Evol Biol., 13(1):242  

79. Distinct Ubiquitination Cascades Act on the Peroxisomal Targeting Signal Type 2 Co-receptor 
Pex18p, El Magraoui F, Brinkmeier R, Schrötter A, Girzalsky W, Müller T, Marcus K, Meyer HE, 
Erdmann R, Platta HW (2013) Traffic, 14(12):1290-1301  

80. Combined enrichment of neuromelanin granules and synaptosomes from human substantia 
nigra pars compacta tissue for proteomic analysis, Plum S, Helling S, Theiss C, Leite REP, May 
C, Jacob-Filho W, Eisenacher M, Kuhlmann K, Meyer HE, Riederer P, Grinberg LT, Gerlach M, 
Marcus K(2013) J Proteomics, 94C:202-206  

81. Differential changes in titin domain phosphorylation increase myofilament stiffness in failing hu-
man hearts, Kötter S, Gout L, von Frieling-Salewsky M, Müller AE, Helling S, Marcus K, Dos 
Remedios C, Linke WA, Krüger M (2013) Cardiovasc Res., 99(4):648-656  

82. Differential proteomic analysis of abnormal intramyoplasmic aggregates in desminopathy, 
Maerkens A, Kley RA, Olivé M, Theis V, van der Ven PF, Reimann J, Milting H, Schreiner A, 
Uszkoreit J, Eisenacher M, Barkovits K, Güttsches AK, Tonillo J, Kuhlmann K, Meyer HE, Schrö-
der R, Tegenthoff M, Fürst DO, Müller T, Goldfarb LG, Vorgerd M, Marcus K (2013) J Prote-
omics, 90:14-27  

83. FE65 regulates and interacts with the Bloom syndrome protein in dynamic nuclear spheres – 
potential relevance to Alzheimer’s disease, Schroetter A, Nensa F, Loosse C., Pfeiffer K, El 
Magraoui F, Platta HW, Erdmann R, Theiss C, Uszkoreit J, Eisenacher M, Meyer HE, Müller T* 
& Marcus K* (2013) J Cell Sci., 126(Pt 11):2480-2492 

84. Changes in Interleukin-1 alpha serum levels after transplantation of umbilical cord blood cells in 
a model of perinatal hypoxic-ischemic brain damage, Rosenkranz K, May C, Tenbusch M, Mar-
cus K, Meier C (2013) Ann Anat., 195:122-127  

85. Identification and characterization of two distinct PPP1R2 isoforms in human spermatozoa, Kor-
rodi-Gregório L, Ferreira M, Vintém P, Wu W, Müller T, Marcus K, Vijayaraghavan S, Brautigan 
D, da Cruz e Silva O, Fardilha M, da Cruz e Silva E (2013) BMC Cell Biology, 14:15  

86. Oxidative stress-induced posttranslational modifications of alpha-synuclein: Specific modifica-
tion of alpha-synuclein by 4-hydroxy-2-nonenal increases dopaminergic toxicity, Xiang W, 
Schlachetzki JC, Helling S, Bussmann JC, Berlinghof M, Schäffer TE, Marcus K, Winkler J, 
Klucken J, Becker CM (2013) Mol Cell Neurosci., 28:71-83  

87. A combined laser microdissection and mass spectrometry approach reveals new disease rele-
vant proteins accumulating in aggregates of filaminopathy patients, Kley RA, Maerkens A, Leber 
Y, Theis V, Schreiner A, van der Ven PFM, Uszkoreit J, Stephan C, Eulitz S, Euler N, Kirschner 
J, Müller K, Meyer HE, Tegenthoff M, Fürst DO, Vorgerd M, Müller T* & Marcus K* (2013) Mol 
Cell Proteomics, 12(1):215-227  

88. A ternary complex consisting of AICD, FE65, and TIP60 down-regulates Stathmin1, Müller T, 
Schrötter A, Loosse C, Pfeiffer K, Theiss C, Kauth M, Meyer HE, Marcus K (2013) BBA - Pro-
teins and Proteomics, 1834(1):387-394  

89. Proteomic analysis of alterations induced by perinatal hypoxic-ischemic brain injury, 
Rosenkranz K, May C, Meier C, Marcus K (2012) J Proteome Res.,11(12):5794-57803  

90. The APP family members are key players in S-adenosylmethionine formation by MAT2A and 
modify BACE1 and PSEN1 gene expression - relevance for Alzheimer`s disease, Schrötter A, 
Pfeiffer K, El Magraoui F, Platta H, Erdmann R, Meyer HE, Egensperger R, Müller T* & Marcus 
K* (2012) Mol Cell Proteomics, 11(11):1274-1288  

91. Stepwise isolation of human peripheral erythrocytes, T-lymphocytes and monocytes for blood 
cell proteomics, Brosseron F*, May C*, Schoenebeck B, Helling H, Tippler B, Kauth M, Meyer 
HE, Berg D, Bufe A, Marcus K (2012) Proteomics Clin Appl., 6(9-10):497-501  

92. Primary Skin Fibroblasts as a Model of Parkinson's Disease, Auburger G, Klinkenberg M, Drost 
J, Marcus K, Morales-Gordo B, Kunz WS, Brandt U, Broccoli V, Reichmann H, Gispert S, Jen-
drach M (2012) Mol Neurobiol., 46(1):20-27  

93. Transplantation of human umbilical cord blood cells mediated beneficial effects on apoptosis, 
angiogenesis and neuronal survival after hypoxic-ischemic brain injury in rats, Rosenkranz K, 



 
Kumbruch S, Tenbusch M, Marcus K, Marschner K, Dermietzel R, Meier C (2012) Cell Tissue 
Res.,348:429-438  

94. A53T-alpha-synuclein-overexpression in the mouse nigrostriatal pathway leads to early in-
crease of 14-3-3 epsilon and late increase of GFAP, Kurz A, May C, Schmidt O, Müller T, 
Stephan C, Meyer HE, Gispert S, Auburger G, Marcus K (2012) J Neural Transm., 119(3): 297-
312  

95. Multidimensional plasma protein separation technique for identification of potential Alzheimer's 
disease plasma biomarkers: a pilot study, Henkel AW, Müller K, Lewczuk P, Müller T, Marcus 
K, Kornhuber J, Wiltfang J (2012) J Neural Transm.,119(7):779-788  

96. Multiple Phosphorylations of Cytochrome c Oxidase and their Functions, Helling S, Hüttemann 
M, Ramzan R, Kim SH, Lee I, Müller T, Langenfeld E, Meyer HE, Kadenbach B, Vogt S, Marcus 
K (2012) Proteomics, 12(7):950-959  

97. Intestinal aspartate proteases TiCatD and TiCatD2 of the haematophagous bug Triatoma in-
festans (Reduviidae): Sequence characterisation, expression pattern and characterisation of 
proteolytic activity, Balczun C, Siemanowski J, Pausch JK, Helling S, Marcus K, Stephan C, 
Meyer HE, Schneider T, Cizmowski C, Oldenburg M, Höhn S, Meiser CK, Schuhmann W, 
Schaub GA. (2011) Insect Biochem Mol Biol., 42(4):240-250 

98. Sense and Nonsense of Pathway Analysis Software in Proteomics, Müller T, Schrötter A, 
Loosse C, Helling S, Stephan C, Ahrens M, Uszkoreit J, Eisenacher M, Meyer HE, Marcus K 
(2011) J Proteome Res.,10(12):5398-5408  

99. The AICD interacting protein DAB1 is up-regulated in Alzheimer frontal cortex brain samples 
and causes deregulation of proteins involved in gene expression changes (2011) Müller T, 
Loosse C, Schrötter A, Schnabel A, Helling S, Egensperger R, Marcus K, Curr Alzheimer Res., 
8(5):573-582  

100. A systems biology approach to dynamic modeling and inter-subject variability of statin phar-
macokinetics in human hepatocytes. Bucher J, Riedmaier S, Schnabel A, Marcus K, Vacun G, 
Weiss TS, Thasler WE, Nüssler AK, Zanger UM, Reuss M (2011) BMC Syst Biol., 5(1):66  

101. Keratin 23, a novel DPC4/Smad4 target gene which binds 14-3-3ε. Liffers ST, Maghnouj A, 
Munding JB, Jackstadt R, Herbrand U, Schulenborg T, Marcus K, Klein-Scory S, Schmiegel W, 
Schwarte-Waldhoff I, Meyer HE, Stühler K, Hahn SA (2011) BMC Cancer, 11:137  

102. Ultratrace enrichment of tyrosine phosphorylated peptides on an imprinted polymer. Helling 
S, Shinde S, Brosseron F, Schnabel A., Müller T, Meyer HE, Sellergren B*, Marcus K* (2011) 
Anal Chem., 83(5):1862-1865  

103. cNEUPRO: novel biomarkers for neurodegenerative Diseases. International Journal of Alz-
heimer's disease, Spitzer P, Klafki H, Blennow K, Buée L, Esselmann H, Herukka S, Jimenez 
C, Klivenyi P, Lewczuk P, Maler HM, Marcus K, Meyer H, Morris C, Müller T, Otto M, Parnetti 
L, Soininen H, Schraen-Maschke S, Teunissen C, Vecsei L, Zetterberg H, Wiltfang J (2010) Int. 
J Alz. Dis., pii: 548145  

104. The protease inhibitor alpha-2-macroglobulin-like-1 is the p170 antigen recognized by para-
neoplastic pemphigus autoantibodies in human. Schepens I, Jaunin F, Begre N, Läderach U, 
Marcus K, Hashimoto T, Favre B, Borradori LT (2010) PLoS One, 5(8):e12250.  

105. S1763 Dermcidin – A Novel Defense and Survival Factor in the Intestinal Epithelium, Ellrich-
mann M, Werner-Martini I, Schumbrutzki C, Marcus K, Schmidt WE, Otte J-M (2010) Gastro-
enterology, 138(5):269 

106. Dermicidin – ein neuer Verteidigungs- und Überlebensfaktor des intestinalen Epithels, Ell-
richmann M, Werner-Martini I, Schumbrutzki C, Marcus K, Schmidt WE, Otte J-M (2010) Z 
GASTROENTEROL., 48(8) 

107. Immunogenic salivary proteins of Triatoma infestans: development of a recombinant antigen 
for the detection of low-level infestation of triatomines. Schwarz A, Helling S, Collin N, Teixeira 
CR, Medrano-Mercado N, Hume JC, Assumpção TC, Marcus K, Stephan C, Meyer HE, Ribeiro 
JM, Billingsley PF, Valenzuela JG, Sternberg JM, Schaub GA (2009) PLoS Negl Trop Dis., 
23(10):e532  



 

108. Completing the hypusine pathway in Plasmodium, Frommholz D, Kusch P, Blavid R, Scheer 
H, Tu JM, Marcus K, Zhao KH, Atemnkeng V, Marciniak J, Kaiser AE (2009) FEBS J., 
276(20):5881-5891  

109. A HUPO test sample study reveals common problems in mass spectrometry-based prote-
omics, Bell AW, Marcus K, Langenfeld E, May C, et al. (2009)  Nat Methods, 6(6): 423-430  

110. Analysis of the Pancreatic Tumor Progression by a Quantitative Proteomic approach and 
Immunhistochemical Validation, Sitek B, Sipos B, Alkatout I, Poschmann G, Stephan C, Schu-
lenborg T, Marcus K, Lüttges J, Dittert DD, Baretton D, Schmiegel W, Hahn SA, Klöppel G, 
Meyer HE, Stühler K (2009) J Proteome Res., 8(4):1647-1656  

111. Identification of L-ferritin in neuromelanin granules of the human substantia nigra – a targeted 
proteomics approach, Tribl F, Asan E, Arzberger T, Tatschner T, Meyer HE, Bringmann G, Rie-
derer P, Gerlach M* & Marcus K* (2009) Mol Cell Proteomics, 8(8):1832-1838  

112. Absolute quantification of cytochrome p450 2D6 in human liver microsomes – validation of a 
mass spectrometry based quantification strategy, Langenfeld E, Zanger UM, Meyer HE, Marcus 
K (2009) Proteomics, 9(9):2313-2323  

113. Distinction between human Cytochrome P450 (CYP) isoforms and identification of new phos-
phorylation sites by mass spectrometry, Redlich G, Zanger UM, Riedmaier S, Bache N, Giessing 
ABM, Eisenacher M, Stephan C, Meyer HE, Jensen ON, Marcus K (2008) J Proteome Res., 
7(11):4678-4688  

114. Disease state, age, sex, and post-mortem time-dependent expression of proteins in AD vs. 
control frontal cortex brain samples, Müller T, Jung K, Ullrich A, Schrötter A, Meyer HE, Stephan 
C, Egensperger R, Marcus K (2008) Curr Alz Res., 85(4):393-406  

115. Phosphorylation and kinetics of mammalian cytochrome c oxidase, Helling S, Vogt S, Rhiel 
A, Ramzan R, Wen L, Kadenbach B* & Marcus K* (2008) Mol Cell Proteomics, 7(9): 1714-1724  

116. Automated calculation of unique peptide sequences for unambiguous identification of highly 
homologous proteins by mass spectrometry, Kohl M & Redlich G, Eisenacher M, Schnabel A, 
Meyer HE, Marcus K* & Stephan C*  (2008), J Prot & Bioinf., 1(1):8-14  

117. Inside SMP proteomics: Six years German Human Brain Proteome Project (HBPP) - A sum-
mary, Hamacher M, Hardt T, van Hall A, Stephan C, Marcus K, Meyer HE (2008) Proteomics, 
(8):1118-1128  

118. Interlocking transcriptomics, proteomics and toponomics technologies for brain tissue analy-
sis in murine hippocampus, Bode M, Irmler M, Friedenberger M, May C, Jung K, Stephan C, 
Meyer HE, Lach C, Hillert R, Krusche A, Beckers J, Marcus K, Schubert W (2008) Proteomics, 
(8):1170-1178  

119. Towards multi-dimensional liquid chromatography separation of proteins using fluorescence 
and isotope-coded protein labeling for quantitative proteomics, Tribl F, Lohaus C, Dombert T, 
Langenfeld E, Piechura H, Warscheid B, Meyer HE, Marcus K (2008) Proteomics, (8):1204–
1211  

120. BrainProfileDB – a platform for integration of functional genomics data, Schuchhardt J., 
Glintschert A, Hartl D, Irmler M, Beckers J,  Stephan C,  Marcus K, Klose J, Meyer HE, Malik A 
(2008) Proteomics, (8):1162-1164  

121. A new fast method for nanoLC-MALDI-TOF/TOF-MS analysis using monolithic columns for 
peptide preconcentration and separation in proteomic studies, Marcus K, Schäfer H, Klaus S, 
Bunse C, Swart R, Meyer HE (2007) J Proteome Res., (2):636-642 

122. Multi-dimensional chromatography – A powerful tool for the analysis of membrane proteins 
in mouse brain, Lohaus C, Nolte A, Blüggel M, Scheer C, Klose J, Gobom J, Schüler A, Wie-
bringhaus T, Meyer HE, Marcus K (2007) J Proteome Res.1:105-113  

123. Study of posttranslational modifications in lenticular A-Crystallin of mice using proteomic 
analysis techniques, Schaefer H, Chamrad DC, Herrmann M, Stuwe J, Becker G, Klose J, Blü-
ggel M, Meyer HE, Marcus K (2006) BBA Proteine Proteome, 1764(12):1948-1962  

124. HUPO Brain Proteome Project: Summary of the Pilot Phase and Introduction of a Compre-
hensive Data Reprocessing Strategy, Hamacher M, Apweiler R, Arnold G, Becker A, Blüggel M, 
Carette O, Colvis C, Dunn MJ, Fröhlich T, Fountoulakis M, van Hall A, Herberg F, Ji J, Kretzsch-
mar H, Lewczuk P, Lubec G, Marcus K et al. (2006) Proteomics, (18):4890-4898  



 
125. Pilot study of the Human Proteome Organisation Brain Proteome Project: Applying different 

2-DE techniques to monitor proteomic changes during murine brain development, Stühler K, 
Pfeiffer K, Joppich C, Stephan C, Jung K, Schmidt O, van Hall A, Hamacher M, Meyer HE, 
Marcus K (2006) Proteomics, (18):4899-4913  

126. The Power of Cooperative Investigation: Summary and Comparison of the HUPO Brain Pro-
teome Project Pilot Studies Results, Reidegeld KA, Müller M, Stephan C, Blüggel M, Hamacher 
M, Martens L, Körting G, Chamrad DC, Parkinson D, Apweiler R, Meyer HE, Marcus K (2006) 
Proteomics, (18):4997-5014  

127. Automated reprocessing pipeline for searching heterogenic data of the HUPO Brain Prote-
ome Project pilot phase, Stephan C, Reidegeld KA, Hamacher M, van Hall A, Marcus K et al. 
(2006) Proteomics, (18):5015-5029  

128. Examination of two-dimensional gel electrophoresis in the HBPP pilot studies with the new 
RAIN image-based gel matching technique, Dowsey AW, Englisch J, Pennington K, Cotter D, 
Stuehler K, Marcus K, Meyer HE, Dunn MJ, Yang GZ (2006) Proteomics, (18):5030-5047  

129. Gaining knowledge from previously unexplained spectra – application of the PTM-Explorer 
software to detect PTM in HUPO BPP MS/MS data, Chamrad D, Körting G, Schäfer H, Stephan 
C, Thiele H, Apweiler R, Meyer HE, Marcus K, Blüggel M (2006) Proteomics, (18):5048-5058 

130. Functional annotation of proteins identified in human brain during the HUPO Brain Proteome 
Project pilot study, Mueller M., Martens L, Reidegeld KA, Hamacher M, Stephan C, Blüggel M, 
Korting G, Chamrad D, Scheer C, Marcus K, Meyer HE, Apweiler R (2006) Proteomics, 
(18):5059-5075  

131. Two dimensional differential membrane proteome analysis (2D-C/S-satDIGE) of scarce pro-
tein samples, Helling S, Schmitt E, Joppich C, Schulenborg T, Müllner S, Felske-Müller S, Wie-
bringhaus T, Becker G, Linsenmann G, Sitek B, Lutter P, Meyer HE, Marcus K (2006)  Prote-
omics, (16):4506-4513  

132. Subcellular proteomics reveals neuromelanin granules to be a lysosome-related organelle, 
Tribl F, Marcus K, Meyer HE, Bringmann G, Gerlach M, Riederer P (2006) J Neural Transm., 
113(6): 741-749  

133. Subcellular proteomics of neuromelanin granules isolated from the human brain, Tribl F, Ger-
lach M, Marcus K, Asan E, Tatschner T, Arzberger T, Meyer HE, Bringmann G, Riederer P 
(2005) Mol Cell Prot., (7):945-957  

134. Inactivation of the Mitochondrial Heat Shock Protein Zim17 Leads to Aggregation of Matrix 
Hsp70s Followed by Pleiotropic Effects on Morphology and Protein Biogenesis, Sanjua´n 
Szklarz LK, Guiard B, Rissler M, Wiedemann N, Kozjak V, van der Laan M, Lohaus C, Marcus 
K, Meyer HE, Chacinska A, Pfanner N, Meisinger C (2005) J Mol Biol, 351(1):206-218  

135. Application of DIGE saturation labelling for the analysis of microdissected precursor lesions 
of pancreatic adenocarcinoma, Sitek B, Lüttges J, Marcus K, Kloeppel G, Schmiegel W, Meyer 
HE, Hahn SA, Stuehler K (2005) Proteomics, (10):2665-2679  

136. Tryptic transpeptidation products observed in proteome analysis by LC-MS/MS, Schaefer H, 
Chamrad DC, Marcus K, Reidegeld KA, Blüggel M, Meyer HE (2005) Proteomics, (5):846-852  

137. Phosphorylation of mouse LASP-1 on threonine 156 by cAMP- and cGMP-dependent protein 
kinase, Keicher C, Gambaryan S, Schulze E, Marcus K, Meyer HE, Butt E (2004) Biochem 
Biophys Res Commun., (324):308-316  

138. A peptide pre-concentration approach for nano-HPLC to diminish memory effects, Schaefer 
H, Meyer HE, Bunse C, Joppich C, Chervet JP, Marcus K (2004) Proteomics, (9):2541-2544  

139. Interaction of keratin k1 with nucleic acids on the cell surface, Chelobanov BP, Laktionov PP, 
Kharkova MV, Rykova EY, Pyshnyi DV, Pyshnaya IA, Marcus K, Meyer HE, Vlassov VV (2003) 
Biochemistry (Mosc)., 68(11):1239-1246  

140. Cell surface oligonucleotide-binding proteins of human squamous carcinoma A431 cells, Lak-
tionov PP, Chelobanov BP, Kharkova MV, Rykova EY, Pyshnyi DV, Pyshnaya IA, Marcus K, 
Meyer HE, Vlassov VV (2003) Nucleosides Nucleotides Nucleic Acids., 22(5-8):1715-1719  

141. Ablation of Protein Kinase MK5/PRAK Activity by Targeted Homologous Recombination, Shi 
Y, Kotlyarov A, Laaß K, Gruber AD, Butt E, Marcus K, Meyer HE, Friedrich A, Volk HD, Gaestel 
M (2003) Mol. Cell. Biol., (23):7732-7741  



 
142. cGMP-dependent protein kinase type II regulates basal level of aldosterone release in zona 

glomerulosa cells without activating STaR gene expression, Gambaryan S, Smolenski A, Butt 
E, Marcus K, Glazowa M, Palmetshofer A, Guillon G, Lohmann S, Walter U (2003) J. Biol. 
Chem., (278):29640-29648  

143. The 97 kDa (LABD97) and 120 kDa (LAD-1) Fragments of Type XVII Collagen Have Different 
N-Termini, Hirako Y, Nishizawa Y, Sitaru C, Opitz A, Marcus K, Butt-Dörje E, Meyer HE, Owar-
ibe K, Zillikens D (2003) J. Invest. Dermatol., (121):1554-1556  

144. Identification of phosphorylation and acetylation sites in A-crystallin of eye lenses (mus 
musculus) after two-dimensional gel electrophoresis, Schaefer H, Marcus K, Sickmann A, 
Herrmann M, Klose J, Meyer HE (2003) Anal. Bioanal. Chem., (276):966-972  

145. Differential analysis of the phosphorylated proteins in resting and Thrombin-stimulated hu-
man platelets, Marcus K, Moebius J, Meyer HE (2003) Anal. Bioanal. Chem., (276):973-993 

146. Actin binding of human LIM and SH3 protein (LASP) is regulated by cGMP- and cAMP-de-
pendent protein kinase phosphorylation on Ser-146, Butt E, Gambaryan S, Göttfert N, Marcus 
K, Meyer HE (2003) J. Biol. Chem.,278(18):15601-15607  

147. Kidney Na+,K+-ATPase is associated with moesin, Kraemer DM, Strizek B, Meyer HE, Mar-
cus K, Drenckhahn D (2003) Eur. J. Cell. Biol., (82): 87-92  

148. Heterologous expression and characterization of recombinant purple acid phosphatase from 
red kidney bean, Vogel A, Borchers T, Marcus K, Meyer HE, Krebs B, Spener F (2002) Arch. 
Biochem. Biophys., 401(2):164-172  

149. Genetic analysis of the mouse brain proteome, Klose J, Nock C, Herrmann M, Stuhler K, 
Marcus K, Blüggel M, Krause E, Schalkwyk LC, Rastan S, Brown SD, Bussow K, Himmelbauer 
H, Lehrach H(2002) Nat. Genet., 30(4):385-393  

150. Identification of post-translationally modified proteins in proteome studies, Sickmann A, Mar-
cus K, Schafer H, Butt-Dorje E, Lehr S, Herkner A, Suer S, Bahr I, Meyer HE (2001) Electro-
phoresis, (22):1669-1676  

151. Identification of platelet proteins separated by two-dimensional gel electrophoresis and ana-
lyzed by matrix assisted laser desorption/ionization-time of flight-mass spectrometry and detec-
tion of tyrosine-phosphorylated proteins, Marcus K, Immler D, Sternberger J, Meyer HE (2000) 
Electrophoresis, (13):2622-2636  

Buchartikel 

1. May C, Serschnitzki B, Marcus K, Good old-fashioned protein concentration determination by 
amino acid analysis, Methods Mol Biol., im Druck 

2. Barkovits K, Pfeiffer K, Eggers B, Marcus K, Protein Quantification using the “Rapid Western 
Blot” Approach, Methods Mol Biol., im Druck 

3. May C, Brosseron F, Pfeiffer K, Fuchs K, Meyer HE, Sitek B, Marcus K, Proteome Analysis with 
classical 2D-PAGE, Methods Mol Biol., im Druck 

4. May C, Brosseron F, Chartowski P, Fuchs K, Meyer HE, Sitek B, Marcus K, Differential Prote-
ome Analysis using 2D-DIGE, Methods Mol Biol., im Druck 

5. Rozanova S, Nikolov M, Schmidt C, Urlaub H, Marcus K, Quantitative Mass Spectrometry-
Based Proteomics: An Overview, Methods Mol Biol., im Druck 

6. Eggers B, Eisenacher M, Marcus K, Uszkoreit J, Establishing a custom-fit data independent 
acquisition method for label free proteomics, Methods Mol Biol., im Druck 

7. Co-extraction for Metabolomics and Proteomics from a Single CSF Sample.Hörmann P, Bar-
kovits K, Marcus K, Hiller K (2019) Methods Mol Biol., 2044, 337-342 

8. Sample Fractionation Techniques for CSF Peptide Spectral Library Generation, Pacharra S, 
Marcus K, May C (2019), Methods Mol Biol., 2044, 69-77 

9. CSF Sample Preparation for Data-Independent Acquisition, Barkovits K, Tönges L, Marcus K 
(2019), Methods Mol Biol., 2044, 61-67 



 
10. Next-Generation Trapping of Protease Substrates by Label-Free Proteomics., Lindemann C, 

Thomanek N, Kuhlmann K, Meyer HE, Marcus K, Narberhaus F (2018) Methods Mol Biol., 
1841, 189-206  

11. Isolation of Distinct Types of Neurons from Fresh Brain Tissue Using Laser Microdissection in 
Combination with High-Performance Liquid Chromatography-Mass Spectrometry, Aring L, 
Steinbach S, Marcus K, May C (2018) Methods Mol Biol., 1723, 247-260 

12. Epitope Mapping Using Peptide Microarray in Autoantibody Profiling, Henkel S, Wellhausen R, 
Woitalla D, Marcus K, May C (2016) Methods Mol Biol., 1368, 209-224 

13. Isolating peripheral lymphocytes by density gradient centrifugation and magnetic cell sorting, 
Brosseron F, Marcus K, May C (2015) Methods Mol Biol., 1295, 33-42 

14. Proteome Analysis with classical 2D PAGE, May C, Brosseron F, Pfeiffer K, Meyer HE, Marcus 
K (2012) Methods Mol Biol., In: Quantitative Methods in Proteomics, Humana Press, Editor: 
Katrin Marcus, 893, 37-46 

15. Differential Proteome Analysis using 2D-DIGE, May C, Brosseron F, Chartowski P, Meyer HE, 
Marcus K (2012), Methods Mol Biol., In: Quantitative Methods in Proteomics, Humana Press, 
Editor: Katrin Marcus, 893, 75-82 

16. Discovering the phosphoproteome of the hydrophobic cytochrome c oxidase membrane protein 
complex, Helling S, Hüttemann M, Kadenbach B, Ramzan R, Vogt S, Marcus K (2012) Methods 
Mol Biol., In: Quantitative Methods in Proteomics, Humana Press, Editor: Katrin Marcus, 2012, 
893, 345-358 

17. Instruments and Methods in Proteomics, May C, Brosseron F, Chartowski P, Schumbrutzki C, 
Schoenebeck B, Marcus K (2011) Methods Mol Biol., In: Data Mining in Proteomics, Humana 
Press, Editors: Michael Hamacher, Christian Stephan, Martin Eisenacher, 696, 3-26  

18. Inter-lab proteomics: data mining in collaborative projects on the basis of the HUPO brain pro-
teome project's pilot studies, Hamacher M, Gröttrup B, Eisenacher M, Marcus K, Park YM, 
Meyer HE, Kwon KH, Stephan C (2011) Methods Mol Biol., In: Data Mining in Proteomics, Hu-
mana Press, Editors: Michael Hamacher, Christian Stephan, Martin Eisenacher, 696, 235-246  

19. High-resolution two-dimensional gel electrophoresis (2-DE) – different methods and applica-
tions, Marcus K, Joppich C, May C, Pfeiffer K, Sitek B, Meyer HE, Stuehler K (2009) Methods 
Mol Biol., Humana Press, Two Dimensional Electrophoresis Protocols, Editor: David Sheehan, 
Chapter 14, 519, 221-240 

20. Common Methods in Proteomics, Urlaub H., Grønborg M, Richter F, Veenstra TD, Müller T, 
Tribl F, Meyer HE, Marcus K (2008) Wiley-VCH, Weinheim, Proteomics of the nervous system, 
Editors: Nothwang, Pfeiffer, Chapter 2, 19-34 

21. Proteomics of Neurodegenerative Disorders, Müller T, Tribl F, Hamacher M, van Hall A, Meyer 
HE, Marcus K (2008), Wiley-VCH, Weinheim, Proteomics of the nervous system, Editors: 
Nothwang, Pfeiffer, Chapter 12, 207-225 

22. NanoLC-MS/MS in Proteomics, Schäfer H, Lohaus C, Meyer HE, Marcus K (2006) Wiley-VCH, 
Weinheim, HPLC - made to measure, Editor: Stavros Kromidas, english version, Chapter 5.1, 
627-642 

23. NanoLC-MS/MS in der Proteomforschung, Schäfer H, Lohaus C, Meyer HE, Marcus K (2006) 
HPLC – richtig optimiert, Wiley-VCH, Weinheim, Editor: Stavros Kromidas, Chapter 5.1, 653-
668 

24. Analytik posttranslationaler Modifikationen – Phosphorylierung und Acetylierung von Proteinen, 
Dormeyer W, Schulenborg T, Schnölzer M, Meyer HE, Marcus K (2006) Bioanalytik, Elsevier, 
Heidelberg, Editors: F. Lottspeich & J. W. Engels, Chapter 24, 617-634 

25. Differential Phosphoproteome Analysis in Medical Research, Butt E, Marcus K (2006) Prote-
omics in Drug Research, Methods and Principles in Medicinal Chemistry (Band 28), Wiley VCH, 
Weinheim, Editoren: M. Hamacher, K. Marcus et al., Section III, Chapter 11, 209-221 

26. Proteomics – Application to the Brain, International Review of Neurobiology, Marcus K, Schmidt 
O, Schaefer H, Hamacher M, van Hall A, Meyer HE (2004) Elsevier Inc., Volume 61, Human 
Brain Proteome, Editor: Lisa A. Neuhold, Section V, Chapter 11, Overview of the Neuroprote-
ome 



 
27. Two-dimensional polyacrylamide gel electrophoresis for platelet proteomics, Marcus K, Meyer 

HE (2004) Platelets and Megakarycytes: a volume of Methods in Molecular Biology Series, Hu-
mana Press Inc., Volume 2, Perspectives and Techniques, Editors: J.M. Gibbins & M.P. Mahaut-
Smith, Chapter 26, 421-433 

28. Phosphoproteomics of human platelets, Marcus K, Meyer HE (2005) Platelet Function: Assess-
ment, Diagnosis and Treatment: a volume of Contemporary Cardiology Series, Humana Press 
Inc., Editors: M. Quinn & D. Fitzgerald, Chapter 7, 175-198 

 

Reviews  

1. Strategies in relative and absolute quantitative mass spectrometry based proteomics, Linde-
mann C, Thomanek N, Hundt F, Lerari T, Meyer HE, Wolters D, Marcus K (2017) Biol Chem., 
398(5-6):687-699 

2. Boolean modeling techniques for protein co-expression networks in systems medicine, Mayer 
G, Marcus K, Eisenacher M, Kohl M (2016) Expert Rev Proteomics, 13(6): 555-569  

3. Proteomics in neurodegenerative diseases: Methods for obtaining a closer look at the neuronal 
proteome, Plum S, Steinbach S, Abel L, Marcus K, Helling S, May C (2015) Proteomics Clin 
Appl., 9(9-10):848-871 

4. Amyloid-β as a biomarker for Alzheimer's disease: quantification methods in body fluids, Galozzi 
S, Marcus K, Barkovits K (2015)  Expert Rev Proteomics,12(4):343-354  

5. Regulation of mitochondrial respiration and apoptosis through cell signaling: cytochrome c oxi-
dase and cytochrome c in ischemia/reperfusion injury and inflammation, Hüttemann M, Helling 
S, Sanderson TH,  Sinkler C, Samavati L, Mahapatra G, Varughese A, Lu G, Liu J, Grossman 
LI, Doan JW, Marcus K,  Lee I (2012)  BBA Bioenergetics, 1817(4):598-609  

6. Quantification of α-synuclein in cerebrospinal fluid as a biomarker candidate: review of the liter-
ature and considerations for future studies. Mollenhauer B, El-Agnaf OM, Marcus K, Trenkwal-
der C, Schlossmacher MG (2010) Biomark Med., 4(5):683-699  

7. Quantitative analysis of highly homologous proteins: The challenge of assaying the "cyp-ome" 
by mass spectrometry, Langenfeld E, Meyer HE, Marcus K (2008) Anal Bioanal Chem., 
392(6):1123-1134 

8. The amyloid precursor protein intracellular domain (AICD) as modulator of gene expression, 
apoptosis, and cytoskeletal dynamics-Relevance for Alzheimer's disease, Müller T, Meyer HE, 
Egensperger R, Marcus K (2008) Prog Neurobiol., (4):393-406 (Top-10 most cited articles: 
2008-2010)  

9. Multidimensional advancement of neuroproteomics, Veenstra TD, Marcus K (2008) Expert Rev 
Proteomics, 5(2):149-151  

10. Analysis of organelles within the nervous system: impact on brain and organelle functions, Tribl 
F, Meyer HE, Marcus K (2008) Expert Rev Proteomics, 5(2):333-351  

11. Maintaining standardization: an update of the HUPO Brain Proteome Project, Hamacher M, 
Stephan C, Eisenacher M, Hardt T, Marcus K, Meyer HE (2008) Expert Rev Proteomics, 
5(2):165-173  

12. New access to Alzheimer's and other neurodegenerative diseases, Hamacher M, Meyer HE, 
Marcus K (2007) Expert Rev Proteomics, 4(5):591-594  

13. Proteomics in neurodegeneration – Disease Driven Approaches/ Proteomics – the matured tool 
of brain research?!, Schulenborg T, Schmidt O, van Hall A, Meyer HE, Hamacher M, Marcus K 
(2006) J Neural Transm., 113(8):1055-1073  

14. The HUPO Brain Proteome Project – No need to hurry?, Hamacher M, Marcus K, van Hall A, 
Meyer HE, Stephan C (2006) J Neural Transm.,113(8):963-967) 

15. Proteomics of the human brain: sub-proteomes might hold the key to handle brain complexity, 
Tribl F, Marcus K, Bringmann G, Meyer HE, Gerlach M, Riederer R (2006) J Neural Transm., 
113(8):1041-1054  



 
16. How proteomics reveals potential biomarkers in brain diseases, Schmidt O, Schulenborg T, 

Meyer HE, Marcus K, Hamacher M (2005) Expert Rev. Proteomics, (2):901-913  

Non Peer-Reviewed Manuskripte 

1. Key players in neurodegenerative disorders in focus-New insights into the proteomic profile of 
Alzheimer's disease, schizophrenia, ALS, and multiple sclerosis-24th HUPO BPP Workshop: 
September 29, 2015, Vancouver, Canada, Schrötter A, Park YM, Marcus K, Martins-de-Souza 
D, Nilsson P, Magraoui FE, Meyer HE, Grinberg LT, Proteomics, 16(7):1047-50  

2. New Milestones in the Development of Characterization Tools for Neurodegenerative Diseases 
in Proteomics: 22nd HUPO BPP Workshop 7 October 2014, Madrid, Spain, Schrötter A, Magra-
oui FE, Marcus K, Park YM, Meyer HE, Grinberg LT (2015) Proteomics, 15(4):627-629  

3. Frontiers in neurodegeneration--new insights and prospects--20th HUPO BPP Workshop: 15 
September 2013, Yokohama, Japan., Schrötter A, El Magraoui F, Gröttrup B, Heinsen H, Mar-
cus K, Meyer HE, Park YM, Grinberg LT (2013) Proteomics, 14(11):1305- 

4. Early diagnosis of neurodegenerative diseases - the long awaited Holy Grail and bottleneck of 
modern brain research - 19th HUPO BPP workshop: May 22-24, 2013, Dortmund, Germany. 
Schrötter A, Magraoui FE, Gröttrup B, Wiltfang J, Heinsen H, Marcus K, Meyer HE, Grinberg 
LT, Park YM (2013) Proteomics, 13(20):2938-2941  

5. Challenges in Modern Biomarker Discovery - 17(th) HUPO BPP Workshop: May 24-25, 2012, 
Sao Paulo, Brazil. Gröttrup B, Esselmann H, May C, Schrötter A, Woitalla D, Heinsen H, Marcus 
K, Wiltfang J, Meyer HE, Grinberg LT, Park YM (2013) Proteomics, 13(2):210-216 

6. Mentoring an der Medizinischen Fakultät der Ruhr-Universität Bochum – mQuadrat[at]RUB, 
Marcus K, Lutz M, Rudack H (2012) Journal Netzwerk Frauen- und Geschlechterforschung 
NRW, 30:57- 59 

7. Translational proteomics in neurodegenerative diseases--16th HUPO BPP workshop Septem-
ber 5, 2011 Geneva, Switzerland, Gröttrup B, Böckmann M, Stephan C, Marcus K, Grinberg 
LT, Meyer HE, Park YM (2012) Proteomics, 12(3):356-358 

8. Clinical aspects of neurodegenerative diseases - 15th HUPO BPP Workshop April 8-9, 2011, 
Bochum, Germany, Gröttrup B, Böckmann M, Marcus K, Wiltfang J, Grinberg LT, Meyer HE, 
Park YM (2011) Proteomics, 11(22):4279-4283 

9. Creating a human brain proteome atlas--14th HUPO BPP workshop September 20-21, 2010, 
Sydney, Australia, Gröttrup B, Marcus K, Grinberg LT, Lee S.K., Meyer HE, Park YM (2011) 
Proteomics, 11(16):3269-3272  

10. Creating a Human Brain Proteome Atlas - 13th HUPO BPP Workshop March 30-31, 2010, 
Ochang, Korea, Gröttrup B, Stephan C, Marcus K, Grinberg LT, Wiltfang J, Lee SK, Kim YH, 
Meyer HE, Park YM (2011) Proteomics, 11(14):2759-2762  

11. Proteomic basics - Quantification and post-translational modifications of proteins: The 3rd Eu-
ropean summer school in Kloster Neustift., Marcus K, Schmidt C, Urlaub H (2010) J. Prote-
omics, 73(4):697-700 

12. Human Brain Proteome Project - 12th HUPO BPP Workshop. 26 September 2009, Toronto, 
Canada, Gröttrup B, Eisenacher M, Stephan C, Marcus K, Lee B, Meyer HE, Park YM (2010) 
Proteomics, 10(11):2071-2073 

13. Mass spectrometry-based assay for absolute quantification of cytochromes P450 in human liver, 
Schnabel A, Langenfeld E, Serschnitzki B, Vacun G, Reuss M, Zanger UM, Meyer HE, Marcus 
K (2009) Proceedings of the 16th International Conference on Cytochrome P450, 161-164 

14. AICD – Wegbereiter des Morbus Alzheimer?, Müller T, Schrötter A, Marcus K (2009) Bio-Spekt-
rum, 04.09:374-376 

15. ‘Proteomic Basics – Sample Preparation and Separation’: The first European Summer School 
in Kloster Neustift (near Bressanone/Brixen, South Tyrol) Italy 12–18 August 2007, Marcus K, 
Kühn-Hölsken E, Schmidt C, Schulenborg T, Urlaub H (2008)  Proteomics, 8(2):230-233 

16. HUPO Brain Proteome Project: toward a code of conduct, Hamacher M, Marcus K, Stephan C, 
Klose J, Park YM, Meyer HE (2008)  Mol Cell Proteomics, 7(2):457 



 

17. Quantitativer Nachweis von Leberenzymen des Arzneimittel-Abbaus, Schnabel A., Langenfeld 
E, Redlich G, Zanger UM, Marcus K (2008) Laborwelt, 4:31-33 

18. The HUPO Brain Proteome project wish list--summary of the 9(th) HUPO BPP Workshop 9-10 
January 2008, Barbados, Hamacher M, Eisenacher M, Tribl F, Stephan C, Marcus K, Hardt T, 
Wiltfang J, Martens L, Desiderio D, Gutstein H, Park YM, Meyer HE (2008) Proteomics, 
8(11):2160-2164 

19. Applications in brain proteomics: 8(th) HUPO Brain Proteome Project Workshop 7 October 2007 
Seoul, Korea, Hamacher M, Stephan C, Hardt T, Eisenacher M, Henkel A, Wiltfang J, Jimenez 
CR, Park YM, Marcus K, Meyer HE (2008) Proteomics, 8(9):1750-1753 

20. Brain Research: Will History Repeat Itself in Proteomics?, Hamacher M, Stephan C, Marcus K, 
Meyer HE(2007) J. Proteome Res., 6(12):4539 

21. Die komplexe Welt der Zuckerreste - Glykoproteomics im östlichen Ruhrgebiet Klare N., Hama-
cher M, Marcus K, Grünewald P, van Hall A, Meyer HE (2007) BioTec., (3):12-13  

22. Zucker nutzbar machen – moderne Proteomforschung im Fokus, Klare N., Grünewald P, Mar-
cus K, Meyer HE, van Hall A, Hamacher M (2007) Laborwelt, 2:28-29  

23. Proteomics for everyday use: activities of the HUPO Brain Proteome Project during the 5th 
HUPO World Congress Hamacher M, Stephan C, Eisenacher M, van Hall A, Marcus K, Martens 
L, Park YM, Gutstein HB, Herberg F, Meyer HE (2007) Proteomics, 7(7):1012-1015 

24. Proteomik, Marcus K (2006) Technologieführer – Grundlagen, Anwendungen, Trends, Sprin-
ger-Verlag, Hrsg. Hans-Joerg Bullinger, Chapter 4, 200-203 

25. Membranproteine und differenzielle Proteomanalyse: Fortwährende Herausforderungen, neue 
Technologien, Langenfeld E, Redlich G, Meyer HE, Marcus K (2006) Biospektrum, (5):508-509  

26. Preface - Special Issue: Proteomics in neurodegeneration - from samples to target proteins and 
biomarkers, Meyer HE, Marcus K (2006) J Neural Transm., 113(8):959-961  

27. Bridging Proteomics and Medical Science - the 5th HUPO Brain Proteome Workshop in Dublin, 
Ireland, Hamacher M, Stephan C, Palacios Bustamante N, van Hall A, Marcus K, Reidegeld 
KA,  Gantly A, Pennington SR, Dunn MJ, Meyer HE (2006) Proteomics, 6(9):2634-2637 

28. The HUPO Brain Proteome Project Jamboree: Centralised summary of the pilot studies, 
Hamacher M, Stephan C, Blüggel M, Chamrad D, Korting G, Martens L, Muller M, Hermjakob 
H, Parkinson D, Dowsey A, Reidegeld KA, Marcus K, Dunn MJ, Meyer HE, Apweiler R (2006) 
Proteomics, 6(6):1719-1721 

29. 4(th) HUPO Brain Proteome Project Workshop in Munich, Germany, Hamacher M, Stephan C, 
Palacios Bustamante N., van Hall A, Marcus K, Meyer HE (2006) Proteomics, 6(1):14-15  

30. 5th HUPO BPP Bioinformatics Meeting at the European Bioinformatics Institute in Hinxton, UK 
- Setting the Analysis Frame, Stephan C, Hamacher M, Blüggel M, Korting G, Chamrad D, 
Scheer C, Marcus K, Reidegeld KA, Lohaus C, Schafer H. Martens L, Jones P, Muller M., 
Auyeung K, Taylor C, Binz PA, Thiele H, Parkinson D, Meyer HE, Apweiler R (2005) Proteomics, 
5(14):3560-3562 

31. HUPO BPP Workshop on Mouse Models for Neurodegeneration - Choosing the right models, 
Hamacher M, Marcus K, Stephan C, van Hall A, Meyer HE (2005) Proteomics, 5(14):3558-3559  

32. Does understanding the brain need proteomics and does understanding proteomics need 
brains?--Second HUPO HBPP Workshop hosted in Paris, Hamacher M, Klose J, Rossier J, 
Marcus K, Meyer HE (2004) Proteomics, (7):1932-1934 

33. LC-ESI-MALDI: Integrierte Akquisition komplementärer MS-MS-Informationen für die Proteom-
analytik, Hahner S, Jabs W, Klinski M, Lubeck M, Marcus K, Meyer HE, Schulenborg T, Suckau 
D (2004)  Biospektrum, (3):323 

34. Das HUPO Brain Proteome Projekt – Der Kampf gegen neurodegenerative Erkrankungen, 
Meyer HE, Marcus K, van Hall A, Hamacher M (2004) Going Public “Biotechnologie 2004”, 88-
89 

35. Human Brain Proteome Project – Towards an inventory of the brain proteins, Klose J, Meyer 
HE, Hamacher M, van Hall A, Marcus K (2004) BioForum Europe, (1):8-29 



 
36. Die differentielle Proteomanalyse im Fokus, Stuehler K, Warscheid B, Meyer HE, Marcus K 

(2004) BioForum, (3):46-48 

37. Innovative Forschungsansätze im NGFN Verbund 'The Human Brain Proteome Project HBPP', 
Marcus K, Hultschig C, Frank R, Herberg FW, Schuchhardt J, Seitz H (2003) GenomExpress, 
(4): 5-9 

38. Fallstricke in der Durchführung von Proteomanalysen, Marcus K, Meyer HE (2003) Biospekt-
rum, Sonderausgabe  (9):492-494 

 

Buch Co-Edition 

• Eingeladene Gasteditorin, „Quantitative Methods in Proteomics“, Methods in Molecular Biology, 

Humana Press, 2nd edition, 2020 

• Eingeladene Gasteditorin, „Quantitative Methods in Proteomics“, Methods in Molecular Biology, 

Humana Press, published 2012 

• Eingeladene Editorin, „Proteomics in Drug Research“, Methods and Principles in Medicinal 

Chemistry, Wiley-VCH, published 2004 

Television 

„Project Future: Proteomics“, Deutsche Welle, April 11th 2004, Report about the   young scientist 
Dr. Katrin Marcus, Juniorprofessor for Proteomics, in the framework of the Human Brain Prote-
ome Project 

 

 



 
Laufende Projekte und Finanzierungen 

Seit 2004 mehrere Einzel- und Netzwerkstipendien von der EU, BMBF (Bundesministerium für Bil-
dung und Forschung), DFG (Deutsche Forschungsgemeinschaft), AFI (Alzheimer-Forschungsinitia-
tive), Volkswagen Stiftung 
 
MaIK Massenspektrometrie basierte Identifizierung von Körperflüssigkeiten für forensische 
Zwecke 
Projektleiterin, zusammen Landeskriminalamt, Nordrhein-Westfalen & Bayern 
EU – Internal Security Fund 2014-2020 
Förderung (eigener Anteil) 206.791 € 

OsteoSys: Osteoporose – eine Volkserkrankung im Kontext von kardiovaskulärer Komplika-
tionen und chronischer Inflammation: systemmedizinischer Ansatz zur personalisierten The-
rapie 
Projektleiterin 
Ministerium für Innovation, Wissenschaft und Forschung, Leitmarktagentur, Northrhein Westfalen 
Förderung (eigener Anteil) 260.379 € 

SepsisDataNet.NRW - Digitalisierte Mustererkennung für die personalisierte Behandlung von 
Sepsis-Patienten 
Co- Projektleiterin 
Ministerium für Innovation, Wissenschaft und Forschung, Leitmarktagentur, Northrhein Westfalen 
Förderung (eigener Anteil)  

NISCI – Antibodies against Nogo-­‑A to enhance regeneration and functional recovery after 
acute spinal cord injury a multicenter European clinical proof of concept trial 
Projektleiterin 
EU Horizon 2020 
Förderung (eigener Anteil) 295.000 € 

Role of Cavβ2 splice variants in the association of L-type voltage-gated calcium channels to 
specific calcium signaling pathways in different subcellular microdomains of cardiac myo-
cytes 
Co-Projektleiterin 
DFG 
Förderung (eigener Anteil) 82.100 € 

ValiBio – Validierung Marker-freier Imaging-Verfahren und neu identifizierter Biomarker unter 
Nutzung des PURE Konsortiums 
Projektleiterin 
Ministerium für Innovation, Wissenschaft und Forschung, Northrhein Westfalen 
Förderung (eigener Anteil) 1.135.000 € 

Isolierung von spezifischen Neuronenpopulationen und Gliazellen aus humaner Substantia 
nigra  
Projektleiterin 
Ministerium für Bildung und Forschung  
Förderung (eigener Anteil) 154.875 € 

German Network for Bioinformatics Infrastructure, deNBI  
Co- Projektleiterin 
Ministerium für Bildung und Forschung 
Förderung (eigener Anteil) 2.097.482 € 

Subcellular proteome analysis of neuromelanin-granules and Lewy-bodies of healthy con-
trols and Parkinson’s-diseased subjects 
Projektleiterin 
Verein zur Durchführung Neurowissenschaftlicher Tagungen e.V. 
Förderung 34.500 € 


