6th Central and Eastern European Proteomic Conference 2012,

14-17 October 2012 Budapest, Hungary
Summary

The Central and Eastern European Proteomic Conference (CEEPC) is organized annually with the aim of exchanging information and new results between people interested in proteomics in the region. It is a great opportunity for young people to present their results on an international level and to gain experience. Support from ESF Glycoscience Forum enabled 7 students from Europe to participate at the meeting and  covered the accomodation fee during the conference.
The conference was a great success, which is confirmed by the high number of participants (114) from over 10 countries including 35 students. The main goal was to widen each other’s knowledge about different aspects of proteomics: Glycomics, glycoproteomics biological, biochemical and clinical applications; post-translational modifications and analytical methodologies also to present and discuss recent results and to promote collaboration among various laboratories.

The program consisted of oral sessions, a poster sessions and a conference dinner. All together there were 13 oral sessions, for every session there was a prominent scientist from the particular area in order to summarize the state of the art in the field. During the three days we could hear several interesting lectures from the most emerging fields of proteomics. 

The first day was dedicated to clinical proteomics, the second day a workshop on glycoproteomics was organized. On the third day lectures were presented in topics such as novel technologies on proteomics, analysis of plant proteome and quantitative proteomics.

During the conference there were a poster sessions on Monday afternoon. People could walk around and inform themselves about the posters they found interesting. There was an award for the best poster chosen by a scientific committee.

The conference dinner which took place on a boat cruising on the river Danube seemed to be a very good choice according to the feedback of the participants.


All together it can be stated that the conference was very beneficial and prosperous. The invited speakers covered all important aspects of proteomics and we could get an overview of which directions proteomics is heading nowadays.
Description of the scientific content of and discussion at the event
The “Central and Eastern European Proteomic Conference” is organized annually with the aim of exchanging information and new results between people interested in proteomics in the region. It is a great opportunity for young people to present their results on an international level and to gain experience. This year the 6th “Central and Eastern European Proteomic Conference” was organized in Budapest (Hungary), 14th -17th October, 2012. The main organizer was the mass spectrometry and proteomics department of the Research Centre of Natural Sciences. We have had good experience in organizing medium size meetings, as shown by the successful “Informal Meeting on Mass Spectrometry” conference series (http://w3.chemres.hu/ms/28imms/, http://w3.chemres.hu/ms/25imms/ ) which alternates between Italy, Hungary and (every 3rd year) another European country. Conference administration was handled by the Hungarian Chemical Society. The meeting was held at Hotel Flamenco, which provided enough space and a secluded atmosphere at a reasonable price. Budapest is also an attractive location, especially for a pre-conference weekend.
The scientific committee of the conference was the following:
Scientific committee:

	G. Allmaier
	Institute of Chemical Technologies and Analytics, Vienna; University of Technology, Vienna

	L. Drahos
	Chemical Research Center, Hungarian Academy of Sciences, Budapest

	K. Vékey
	Chemical Research Center, Hungarian Academy of Sciences, Budapest

	H. Kovářová
	Institute of Animal Physiology and Genetics, v.v.i., Czech Academy of Sciences, Liběchov

	T. Janáky
	Univ. of Szeged, Szeged, Hungary

	A. Svatoš
	Max Planck Institute for Chemical Ecology, Jena


Proteomics, like other “omics”, depends heavily on advanced analytical technology. Instrumentation is very expensive and needs substantial resources from individual countries. This is one of the prime reasons why the proteomics technology in former Central and Eastern European countries lags behind the US or Western Europe. Communication among laboratories in this region is sporadic, which hinders development and coordination and which is also a stumbling block towards successful project applications. With these in mind, Austrian, Czech, German, Hungarian, Italian, Slovak, Swiss and Russian scientists came together and launched the “Central and Eastern European Proteomic Conference” series; the first meeting was held in Prague (2007), followed by Jena (2008), Budapest (2009), Vienna (2010) and Prague (2011). 

The aim of this regional conference is to disseminate information, help form stronger bonds and to promote collaboration among various laboratories. All important aspects of proteomics were covered – fundamentals; biological, biochemical and clinical applications; post-translational modifications and analytical methodologies. Medium-size conferences, like CEEPC, rotating among various countries may stimulate and deepen research and collaboration. 
Plenary lecturers (http://www.chemres.hu/ms/6thceepc), ensured a high level of scientific content. The low costs helped students in participating at the meeting and seeing the ‘state of the art’ at first hand. Also support from ESF enabled researchers and students from Eastern Europe to attend the meeting. 

List of invited speakers:
GuenterAllmaier (University of Technology, Vienna, Austria)

Bruno Domon (Luxembourg Clinical Proteomics Center, Luxembourg)
Suresh J. Gadher(Czech Acad. Sci., Liběchov, Czech Republic)
David R. Goodlett (University of Washington, Seattle,USA)
András Guttman (Northeastern University, Boston, USA)
GáborJuhász (Eotvos Lorand University, Hungary)
Hana Kovarova (Czech Acad. Sci., Liběchov, Czech Republic) 

Gyorgy Marko-Varga (Lund University, Sweden)
Helmut E. Meyer (Ruhr-University of Bochum, Germany) 

Harald Mischak (Mosaiques-Diagnostics GmbH, Hannover, Germany) 

Tadashi. Kondo (National Cancer Center Research Institute, Japan)
Stephen Pennington (University College Dublin, Ireland)
László Prokai (University of North Texas Health Science Center, USA)
Ales Svatos (Max Planck Institute for Chemical Ecology, Germany)
Andreas Rizzi (University of Vienna, Austria)
Yury Tsybin (Ecole Polytechnique Fédérale de Lausanne, Switzerland)
Roman Zubarev (University of Uppsala, Sweden)
The meeting program consisted of oral sessions, a poster session, workshop organized on glycosylation and a conference dinner. 
Program: 40 min plenary lectures 20 min lectures, 40 min coffee breaks

	Date/time
	9:00-10:20
	11:00-12:20
	12:20-14:00
	14:00-15:40
	16:20-18:00
	19:00

	Sun
	
	
	
	
	registration
	mixer

	Mon
	Oral Session
	Oral Session
	lunch
	posters
	Oral Session
	

	Tue
	Workshop
	Workshop
	lunch
	Workshop
	Oral Session
	dinner

	Wed
	Oral Session
	Oral Session
	lunch
	Oral Session
	Oral Session
	end


The workshop focusing on glycosylation was held on Tuesday involving three sessions followed by a general discussion. The research area was introduced and moderated by a well-known and acknowledged expert of the field András Guttman. Following his primer on glycosylation, a plenary lecture was presented by Guenter Allmaier dealing with the glycosylation of recombinant human erythropoietin. Further, nine oral presentations were given on various aspects and challenges of analyzing N- and O-glycosylation pattern of proteins. The workshop ended with a fruitful general discussion on glycosylation studies, which was a great opportunity for the scientists to exchange their ideas and experience. One of the major issues was related to hyphenating capillary electrophoresis and mass spectrometry. Moreover, seven young talented scientists working in the field were supported by the European Science Foundation and got the opportunity to participate at conference and to present their results in the form of a poster and oral presentation.

Examples of major topics of the conference:

1. Glycoproteomics

Simone Albrecht (National Institute of Bioprocessing Research and Training, Ireland)

GuenterAllmaier (University of Technology, Vienna, Austria) 

Zoltán Czentnar (Bruker Daltonik GmbH, Bremen, Germany)

András Guttman (Northeastern University, Boston, USA)
Franz-Georg Hanisch (University of Cologne, Germany)

Ron Haselberg (Utrecht University, The netherlands)

Pavel Rehulka (University of Defense, Czech Republic)

Stefan Tögel (Medical University of Vienna, Austria)

Károly Vékey (Hungarian Acaemy of Sciences, Hungary)

Gerhild Zauner (Leiden University, The Netherlands)

2. Clinical proteomics

Gyorgy Marko-Varga (Lund University, Sweden)

Helmut Meyer (Medical Proteome Center, Bochum, Germany) 

Harald Mischak (Mosaiques-Diagnostics GmbH, Hannover, Germany) 

Stephen Pennington (University College Dublin, Ireland)

Tadashi. Kondo (National Cancer Center Research Institute, Japan)

Andreas Rizzi (University of Vienna, Austria)

Suresh J. Gadher(Czech Acad. Sci., Liběchov, Czech Republic)

Hana Kovarova (Czech Acad. Sci., Liběchov, Czech Republic) 

David R. Goodlett (University of Washington, Seattle,USA)

3. New technology/Novel strategies for proteomics

Roman Zubarev (Uppsala University, Sweden) 
Gábor Juhász (Eotvos Lorand University, Hungary)

Yury Tsybin (Ecole Polytechnique Fédérale de Lausanne, Switzerland)

László Prokai (University of North Texas Health Science Center, USA)

Bruno Domon (Luxembourg Clinical Proteomics Center, Luxembourg)

All together there were 13 oral sessions and during the three days we could hear several interesting lectures from the most emerging fields of proteomics. 

The first day was dedicated to the health aspects of proteomics. The topic of the first plenary lecture (Gyorgy Marko-Varga, Sweden) focused on the impact of biobanking on future healthcare. In the four sessions of the day, several presentations dealt with biomarker discovery and its clinical implementation. Specifically, the second plenary lecture given by Tadashi Kondo (Japan) discussed the role of pfetin protein in gastrointestinal stromal tumor. The third plenary lecture of the day (Helmut E. Meyer, Germany) emphasized the importance of biological variance and pitfalls of designing successful analytical strategies. The afternoon continued with a poster session. Forty posters were presented and the two best were awarded by a scientific jury. A workshop (Thermo Scientific) involving two oral presentations was also held partly parallel with the afternoon poster session. The day was closed with a vendor seminar presented by Waters discussing metabolite and protein profiling especially focusing on software development in this field.

The second day was focused on various topics of glycosylation studies as mentioned above. 

The third day started with a plenary lecture (Harald Mischak, Germany) discussing the way from biomarker invention to its clinical application. The plenary lecture of Bruno Domon (Luxembourg) was dedicated to recent developments in quantitative proteomics. After lunch, Ales Svatos (Germany) introduced the audience with the interesting area of plant proteomics.  Next, László Prókai (USA) discussed the prost-translational modifications caused by reactive oxygen species (e.g. peroxynitrite-induced tyrosine nitration).  The conference was closed with Roman Zubarev’s impressive lecture on the possibility of identifying and quantifying 10,000 proteins in ten hours.
For more details of the 6th Central and Eastern European Proteomics Conference visit  the conference website at: http://www.chemres.hu/ms/6thceepc
Assessment of the results and impact of the event on the future direction of the field

The CEEPC conference series has a strategic impact on science in two respects. First, it covers an important, fast growing field (proteomics) and second, it act as a catalyst in Central and Eastern Europe, an emerging area of the European Community. 

Proteomics covers a wide, interdisciplinary and intersectorial field. Proteomics has direct interrelation with post translational modifications, such as glycosylation. The present conference shows that this is an emerging important field. The conference made it possible to meet glycoscientists with proteomics experts and discuss new directions of the field. Proteomics is closely connected to analytical chemistry; biochemistry, biology; and have direct relevance to the biomedical field. Proteomics is also intersectorial: At the 6th CEEPC meeting, similarly to the previous ones, participants came from different sectors, mostly from universities and research institutes, but a fair number also from the industry (both large multinationals and SME) and from hospitals. 

CEEPC, as the name suggests, also fills an important role establishing and furthering contacts and collaborations in Central and Eastern Europe. In this fast growing area (both with respect to geografic area and field of science) it is especially important to support international collaborations. This is an improtant key to successfull future European projects and networks. The student travel grant from ESF was especially useful to help training a new generation of young scientists. 
Undoubtedly, it was a great success and evidenced by the attendance and the quality of presentations. The next meeting is awaited eagerly with great anticipation and will be held at the Beutenberg Campus, Jena, Germany from the 13th August to the 16th October 2013.
Final program of the meeting
	Sunday, Oct 14, 2012

	
	
	

	
	16.00-19.00 
	Registration

	
	19.00-22.00
	Get Together Party

	
	
	


	Monday, Oct 15, 2012 — Focus on Health

	
	
	

	
	8.00-9.00
	Registration

	
	
	

	
	Chairman: K. Vékey

	
	
	

	
	9.00-9.20
	Opening

	MoPl01
	9.20-10.00
	Gy. Marko-Varga

	
	
	How biobanking will impact on future healthcare

	MoOr01
	10.00-10.20
	Y. Fan, B. Morrissey, L. Staunton, C. Rooney, R. Inzitari, J.M. Fitzpatrick, R. William, G. Watson, S.R. Pennington

	
	
	Proteomic and bio-informatic approaches to the development of biomarker signatures of clinical utility for prostate cancer: from discovery to targeted verification

	
	
	

	
	10.20-11.00
	Coffee break

	
	
	

	
	Chairman: R. Zubarev

	
	
	

	MoPl02
	11.00-11.40
	T. Kondo, D. Kubota, A. Kawai

	
	
	Cancer proteomics for biomarker development for personalized medicine; lessons from biomarker study in gastrointestinal stromal tumor

	MoOr02
	11.40-12.00
	G. Mitulović, R. Schmid
Proteomic analysis of epileptic human brain - "alcoholic" mobile phase detects more proteins

	MoOr03
	12.00-12.20
	M. Scigelova

	
	
	Towards direct glycan/glycopeptide sequencing and identification in glycoproteomic applications

	
	
	

	
	12.20-14.00
	Lunch

	
	
	

	
	Chairman: H. Kovarova

	
	
	

	MoPl03
	14.00-14.40
	H. E. Meyer

	
	
	Tissue-based proteomics as a tool in biomarker discovery

	MoOr04
	14.40-15.00
	A. Rizzi, B. Muqaku, A. Slany, C.Gerner

	
	
	Targeted proteomics approaches for monitoring cytokine secretion following inflammatory stimulation

	MoOr05
	15.00-15.20
	P.J. Rugg-Gunn, B.J. Cox, F. Lanner, P. Sharma, V. Ignatchenko, A.C.H. McDonald, J. Garner, A.O. Gramolini, J. Rossant, T. Kislinger

	
	
	Cell-surface proteomics identifies lineage-specific markers of embryo-derived stem cells

	
	
	

	
	15.20-17.00
	Coffee, wine + poster

	
	
	

	
	16.00-17.00
	Thermo Scientific Workshop:

	
	
	16.00 Welcome
16.10 Dr. Michaela Scigelova
Targeted quantitation of proteins with high res mass spectrometry

16.35 Hermann Katzlinger
Update on hardware for proteomics

17.00 Questions and answers

	
	

	
	Chairman: Gy. Marko-Varga

	
	
	

	MoPl04
	17.00-17.20
	K. Jarkovska, K. Rezabek, J. Moos, H. Kovarova, S.J. Gadher

	
	
	Human follicular fluid as a cache for possible biomarkers

	MoOr06
	17.20-17.40
	D.R. Goodlett

	
	
	A 24 hour data-independent proteome for clinical investigations

	MoOr07
	17.40-18.00
	J. Tyleckova, K. Mairychova, K. Jarkovska, R. Hrabakova, S. Marsala, M. Marsala, B. Wollscheid, S.J. Gadher, H. Kovarova

	
	
	Neural progenitor surfaceome and secretome for transplantation research into spinal cord injury and neurological disorders


	
	18.00-19.00
	Waters vendor seminar

Robert Tonge, Waters Corp. UK
Towards a common workflow for metabolite and protein profiling in unbiased discovery

	
	
	

	
	
	

	Tuesday, Oct 16, 2012 — Focus on Glycosylation

	
	
	

	
	Chairman: A. Guttman

	
	
	

	
	9.00-9.20
	A. Guttman

	
	
	A primer on glycosylation 

	TuPl01
	9.20-10.00
	W. Winkler, R. Vlasak,  G. Allmaier

	
	
	Glycomics of recombinant human erythropoietin coexpressed with different transferases by MALDI mass spectrometry

	TuOr01
	10.00-10.20
	Z. Czentnar

	
	
	Comprehensive glyco analysis using the amaZon speed ETD

	
	
	

	
	10.20-11.00
	Coffee break

	
	
	

	
	Chairman: G.Allmaier

	
	
	

	TuOr02
	11.00-11.20
	S. Toegel, D. Bieder, S.M. Walzer, F. Altmann, H.J. Gabius, R. Windhager

	
	
	The emerging role of glycobiology in osteoarthritis: glycan mapping and galectin function in cartilage

	TuOr03
	11.20-11.40
	G. Zauner, M. Hoffmann, E. Rapp, C. Koeleman, I.Dragan, A.M. Deelder, P. Hensbergen, M. Wuhrer

	
	
	Glycoproteomic analysis of human fibrinogen reveals novel regions of O-glycosylation

	TuOr04
	11.40-12.00
	F-G. Hanisch

	
	
	From glycomics to O-glycoproteomics: site-specific analysis of glycans in glycopeptides

	TuOr05
	12.00-12.20
	R. Tonge, M. Stapels, K. Fadgen, J.W. Thompso, M.A. Moseley, J. Langridge

	
	
	Increased throughput for 2D-LC in the analysis of human placental samples

	
	
	

	
	12.20-14.00
	Lunch

	
	
	

	
	Chairman: A. Guttman

	
	
	

	TuOr06
	14.00-14.20
	S. Albrecht, K. Marino, W. Struwe, J. Naughton, J. Lane, R. Hicke, S.E. Carrington, M. Clyne, B. Bourke, P.M. Rudd

	
	
	Structural determination of mucin O-glycans and milk glycoanalysis: identification of new structures with new bioactivities

	TuOr07
	14.20-14.40
	P. Řehulka, V. Franc, M. Šebela, R. Končitíková, R. Lenobel, D. Kopečný, C. Madzak, J. Novák

	
	
	Analysis of protein glycosylation using a simple microgradient separation device combined off-line with MALDI-TOF/TOF MS analysis

	TuOr08
	14.40-15.00
	R. Haselberg, G.J. de Jong, G.W. Somsen

	
	
	Fast and comprehensive glycoform profiling of biopharmaceuticals by sheathless CE-ESI-MS

	TuOr09
	15.00-15.20
	K. Vékey, O. Ozohanics, L. Turiák, A. Jekő, E. Tóth, B. Bobály, L. Drahos

	
	
	Glycopeptide analysis from human plasma

	
	15.20-15.40
	A. Guttman

	
	
	General discussion on glycosylation studies 

	
	
	

	
	15.40-16.20
	Coffee, wine

	
	
	

	
	Chairman: H. Mischak

	
	
	

	TuPl03
	16.20-17.00
	G. Juhász, P. Gulyássy, A. Simor, A. Czurkó, Z. Szabó, T. Janáky, K. Kékesi

	
	
	Proteomics: its role as an unbiased strategy in drug discovery

	TuOr10
	17.00-17.20
	P. Sharma, N. Bousette, A. Ignatchenko, S. Lazic, N. Dubois, M. Noronha, V. Ignatchenko, T. Miyake, J. Liu, R. Hamilton, P.H. Backx, G.M. Keller, I. Scott, T. Kislinger, A.O. Gramolini

	
	
	A plasma membrane proteomic analysis of mouse and human cardiovascular proteins

	TuOr11
	17.20-17.40
	A.A. Lobas,L.I. Levitsky, I.A. Tarasova, M.L. Pridatchenko, M.V.Ivanov, A.V. Gorshkov, G. Mitulovic, A.N. Verenchikov, M.V. Gorshkov

	
	
	Putting more orthogonality into proteomics workflow

	TuOr12
	17.40-18.00
	V. Kruft

	
	
	Creating a digital image of any sample in the MS2 space: discussing data-independent acquisition strategies

	
	
	

	
	19.00-
	Conference dinner

	
	
	

	
	
	

	Wednesday, Oct 17, 2012

	
	
	

	
	Chairman: H.E. Meyer 

	
	
	

	WePl01
	9.00-9.40
	H. Mischak

	
	
	Clinical proteomics: from discovery to implementation

	WeOr01
	9.40-10.00
	A. Nemes , B. Bruckner, P. Rehulka, S. Zeilinger, G. Allmaier, M. Marchetti-Deschmann


	
	
	Trichodermaatroviridae - identifying regulators of mycoparasitism in a biocontrol fungus

	WeOr02
	10.00-10.20
	Y.O. Tsybin, L. Fornelli, A.N. Kozhinov, K. Srzentic, Ü.A. Laskay

	
	
	Advances in middle-down and top-down proteomics

	
	
	

	
	10.20-11.00
	Coffee break

	
	
	

	
	Chairman: A. Svatos

	
	
	

	WePl02
	11.00-11.40
	B. Domon

	
	
	Recent developments in quantitative proteomics – next generation of targeted techniques

	WeOr03
	11.40-12.00
	J. Mateos, A. Landeira, P. Fernández-Puente, F.J. Blanco, M.C. Arufe

	
	
	Study of the effect of Lamin A de-regulation on the adipogenic capacity of 3T3L1 pre-adipocites using quantitative proteomics -iTRAQ

	WeOr04
	12.00-12.20
	L. Testa, S. Brocca, C. Santambrogio, F. Sobott, V.N. Uversky, R. Grandori

	
	
	Studying intrinsically disordered proteins by mass spectrometry

	
	
	

	
	12.20-14.00
	Lunch

	
	
	

	
	Chairman: B. Domon

	
	
	

	WePl03
	14.00-14.40
	A. Svatos, N. Wielsch, L. Ullmann-Zeunert, M. Heill



	
	
	Profiling and quantitative plant proteomics in data independent mode 

	WeOr05
	14.40-15.00
	T. Janaky, D. Virok, A.M. Toth, D. Simon, A. Gyebrovszki, Z. Bozso, L. Fulop, J. Verdier, R. Busa-Fekete, B. Penke

	
	
	Search for peptides against Alzheimer’s disease: a proteomic approach

	
	
	

	
	15.00-15.40
	Coffee break

	
	
	

	
	Chairman: L. Drahos

	
	
	

	WePl04
	15.40-16.20
	L. Prokai

	
	
	Proteomics of posttranslational modifications induced by oxidative stress: from identification of protein targets to finding biological impact

	WePl05
	16.20-17.00
	K. Chingin, J. Astorga-Wells, M.P. Najafabadi, H. Budamgunta, T. Lavold, R.A. Zubarev

	
	
	Identifying and quantifying 10,000 proteins in 10 hours – feasible, possible, done?



	
	17.00-18.00
	Closing + cocktail

	
	
	

	
	
	


	List of Posters

	
	
	

	Po01.
	R. Herzog, C. Aufricht, A. Lichtenauer, K. Kratochwill
	A glyco-proteomics approach to unravel the influence of O-GlcNAc modification on the cellular stress response in experimental peritoneal dialysis

	Po02.
	I. Fabrik, M. Link, P. Řehulka, A. Härtlová, A. Strašková, J. Stulík
	Amino acid metabolism complicates silac-based proteomic labeling of murine bone marrow-derived primary dendritic cells

	Po03.
	V. Franc, P. Řehulka, M. Šebela
	Analysis of N-glycosylation in pea seedlings diamine oxidase using microgradient chromatography coupled offline to MALDI-TOF/TOF mass spectrometry

	Po04.
	T. Panić, D. Pietrowski, R. Schmid, G. Mitulović
	Analysis of the secretome of human Granulosa cells after hormonal stimulation by various Gonadotrophins

	Po05.
	R. Seraglia, G. Sartore, R. Marin,S. Burlina, E. Manzato, E. Ragazzi, P. Traldi, A. Lapolla
	An effective and rapid determination by MALDI/TOF/TOF of methionine sulphoxide content of ApoA-1 in type 2 diabetic patients

	Po06.
	D. Flodrova, D. Benkovska, J. Bobalova
	An efficient separation procedure for searching of cereal glycosylated potential allergens

	Po07.
	S. Steinhammer, T. Panić, R. Schmid, G. Mitulović
	A practical integration of an open source data pipeline into the proteomics workflow

	Po08.
	G. Rylová, P. Džubák, A. Janošťáková, I. Frydrych, P. Konečný, D. Holub, T. Oždian, D. Doležal,M. Soural, J. Hlaváč, M. Hajdúch
	Biological activity and molecular targets of quinolinone derivatives with anticancer effect

	Po09.
	M. Quevedo Diaz, G. Flores-Ramirez, E. Spitalska, M. Slovak, M. Danchenko,S. Bekesova, L. Skultety
	Screening for proteins related to rickettsial infection in Dermacentor reticulatus midguts


	Po10.
	C. Mosoarca, I. Malaescu, T. Visnapuu, T. Alamäe, A.D. Zamfir
	Chip-based nanoelectrospray mass spectrometry analysis of fructooligosaccharides produced by levansucrases from Pseudomonas syringae and aurantiaca

	Po11.
	D. Holub, J. Houda, D. Pospíšilová, P. Džubák
	Clinical significance and development of the method for quantitative determination of hepcidin in human serum

	Po12.
	H. Hinneburg, D. Varón Silva, K. Alagesan, P.H. Seeberger, D. Kolarich
	Electron transfer dissociation analysis of N-glycopeptides: challenges, limitations and future perspectives

	Po13.
	A. Fichtenbaum, R. Schmid, G. Mitulovic
	HPLC peptide separation by using a normal phase column

	Po14.
	H. Dürgő, A. Farkas, É. Klement, É. Kondorosi, K.F. Medzihradszky
	Identification of potential targets of two antimicrobial nodule-specific cysteine-rich plant peptides in Sinorhizobium meliloti

	Po15.
	C. Flangea, D.G. Seidler, E. Sisu, A.D. Zamfir
	Identification of unusually sulfated tetra- and hexasaccharides in mouse brain proteoglycans by chip-nanoelectrospray collision-induced dissociation ms2-ms4

	Po16.
	T. Oždian, D. Holub, P. Džubák, G. Rylová, M. Kollaredy, J. Řehulka, D. Cahová, V. Havlíček, M. Hajdúch
	In vitro proteomic profiling of platinum drugs used in cancer therapy

	Po17.
	G. Ricci, P. Traldi,L. Molin, R. Seraglia, L. Nollino, A. Lapolla
	MALDI mass spectrometry in the study of saliva protein profile: the case of diabetic subjects

	Po18.
	O. Vit, L. Lorkova, J. Pospisilova, P. Man, A. Kadek, V. Melenovsky, J. Petrak
	Membrane proteomics: identification of transmembrane proteins based one their transmembrane peptides

	Po19.
	A.A. Lobas, A.N. Verenchikov, A.A. Goloborodko, L.I. Levitsky, M.V. Gorshkov
	Multidimensional approaches for peptide identification in shotgun proteomics

	Po20.
	S. Bekesova, O. Kosti, K.B. Chandler, J. Wu, H.L. Madej, K.C. Brown, V. Simonyan, R. Goldman
	N-glycans in liver-secreted and immunglobulin-derived protein fractions

	Po21.
	A. Kovács, O. Hegyi, E. Forró, I. Mándity, L. Kalmár, J. Kerékgyártó, G. Tóth
	Possibilities in O-glycopeptide synthesis

	Po22.
	K. Mukaihara, D. Kubota, T. Tajima, Y. Suehara, Y. Sugihara, A. Kawai, K. Kaneko, T. Kondo
	Proteomic analysis revealed novel biomarker candidates for personalized medicine in epithelioid sarcoma

	Po23.
	T. Takáč, Ľ. Uváčková, N. Boehm, J. Šamaj
	Proteomic and biochemical analysis of maize anthers after cold pretreatment and induction of androgenesis

	Po24.
	T. Takáč, T. Pechan, O. Šamajová, M. Ovečka, J. Šamaj
	Proteomic and cell biology studies on Arabidopsis after wortmannin treatment

	Po25.
	Y. Sugihara, K. Mukaiha, T. Kondo
	Proteomic approach toward biomarker development for differential diagnosis in malignant pleural mesothelioma

	Po26.
	K. Mairychova, R. Hrabakova, P. Vodicka, P. Halada, J. Motlik, H. Kovarova
	Proteomic signature of porcine induced pluripotent stem cells

	Po27.
	D. Benkovska, D. Flodrova, J. Bobalova
	Purification and analysis of glycosylated barley grain proteins using bottom-up proteomic approach

	Po28.
	C. Michael, S. Sić, A. Slany, C. Gerner, A. Rizzi
	Quantitative gylcomics for monitoring cytokine induced cell stress

	Po29.
	J. Pospisilova, L. Lorkova, O. Vit, M. Klanova, B.C. Maswabi, P. Klener, J. Petrak
	Resistance to nucleoside antimetabolites in Mantle cell lymphoma due to decreased expression of deoxycytidine kinase. Can proteomics initiate changes in the current therapy?

	Po30.
	G. Schlosser, E. Orban, D. A. A. Raj, I. Fiume, F. Hudecz, G. Pocsfalvi
	Quantitative proteomics to identify differentially expressed protein cells treated with daunomycin

	Po31.
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