Posters A-Z

Alp, Keziban Merve
Identification of drug response markers by proteome and
phosphoproteome profiling of patient-derived colon cancer xenografts

33

Appelman, Monique
Calnexin depletion by ER-stress during cholestasis inhibits the
Na+-taurocholate Cotransporting Polypeptide (NTCP)

34

Arribas, Ignacio
Modification-specific proteomics: Molecularly Imprinted Polymers (MIPs)
for selective enrichment of phosphohistidine-peptides

35

Ashraf, Faryal
Studies on Virulence Factor EsxB Protein and type VII Secretion Protein
EsaB from Vancomycin-resistant Staphylococcus aureus

36

Bader, Jakob
Proteomic profiling of human glioma biopsies suggests
mitochondria-based classification of IDH-mutant tumors

37

Baggelaar, Marc
Development of a proteomics method to measure site specific
S-palmitoylation stoichiometry

38

Balico da Silva, André L.
Biochemical and pharmacological characterization of altered AT1
receptors bearing mutations associated to atrial fibrillation

39

Capelupe Simões, Sarah
Proteomic analysis of the AT1 receptor signaling profile triggered by
ligands with different pharmacological profiles

40

Ciuffa, Rodolfo
Kinase interaction network expands functional and disease roles of
human kinases

41

Conole, Daniel
Capitalising on chemistry innovation to expand the impact of SFX-01, a
novel therapeutic in multiple disease indications

42
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Damato, Marina
System biology approach to embrace cell plasticity

43

Das, Richa
New roles for the de-ubiquitylating enzyme OTUD4 in RNA-protein
network and RNA granules

44

De Cesare, Virginia
Investigating non-canonical deubiquitylation by MALDI-TOF mass
spectrometry

45

Eberl, H. Christian
Photoaffinity probes and quantitative proteomics enable assessment of
target engagement and compound potency in live cells

46

Efthymiopoulos, Theocharis
Genotoxic stress response of the proteome of p53 deficient cells shown
novel mechanisms of genomic instability

47

Fraternali, Franca
Mutations and variations in health and disease: Protein interaction
networks and their multiscale interpretation

48

Garcia Romeu, Hector
Proteomics of the organelles involved in the uptake and early-trafficking
of nano-sized drug carriers in cells

49

Gerner, Christopher
Mitochondrial functions and dysfunctions in inflammatory stimulated
CD4+ T cells and B cells from chronic lymphocytic leukemia patients
point to molecular mechanisms of chronic diseases

50

Griesser, Eva
Quantitative proteomics analyses of laser-capture microdissected FFPE
human tissue

51

Hansen, Fynn M.
A proteomics approach for large-scale site-specific stoichiometry
analysis of ubiquitination

52
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Posters A-Z

Heap, Rachel
The L929 secretome – a study to understand the subtleties in bone
marrow derived macrophage differentiation
Hickford Martínez, Ana
Identifying novel cytosolic factors interacting with viral capsids
Hoermann, Bernhard

53

54

Presenters: Helm, Dominic; Hoermann, Bernhard

An MS Approach based on Randomized Phosphopeptide Libraries to
Study the Sequence Preference of Protein Phosphatases 1 and 2A

Janker, Lukas
Deoxynivalenol and A431 epidermoid squamous carcinoma cells:
proteomic profiling reveals the pathways connecting ribosomal inhibition
with a loss of function of the cell membrane

55

56

Jevtic, Zivojin
Identification of the NUP98-NSD1 interactors and their implication in
leukemogenesis

57

Kallemeijn, Wouter
Validation and invalidation of chemical probes for the human
N-myristoyltransferases.

58

Kharde, Satyavathi
Presenter: Cherukumili, Madhuri
Leveraging AI and machine learning to accelerate proteomics research

59

Latzer, Pauline
Biomarker discovery and personalized treatment for glioblastoma

60

Lukauskas, Saulius
Decoding chromatin regulation through data mining and chromatin
proteomics
Machado, Susana
Characterization of TRIB2-mediated drug resistance
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Mari, Tommaso
Multi-omics characterization of neuroblastoma cell lines

63

Menke, Frank
Monitoring phosphorylation and ubiquitination in pattern recognition
receptor signaling

64

Monserrat-Martínez, Ana
Enteropathogenic E. coli interactome: the key to understand
host-pathogen interactions

65

Mueller, Johannes Bruno
A quantitative and comparative proteomic map of the tree of life

66

Muqaku, Besnik
Local inflammation mediated by activated neutrophils correlates with
favorable overall survival in ovarian cancer patients

67

Murphy, Sandra
Comparative proteomics of the dystrophin-deficient mdx-4cv
liver- identification of alterations in metabolic pathways

68

Neuditschko, Benjamin
Multi omics evaluation of cutaneous melanoma cells and their cerebral
metastasis reveal individually distinct molecular mechanisms

69

O'Reilly, Francis
In situ structural proteomics reveals NusA as a physical link between
transcription and translation in Mycoplasma pneumoniae

70

Ostermaier, Matthias
Proteomic investigation of ubiquitylation in the DNA damage response

Parrotta, Elvira
Unraveling differences in induced versus naive stem cells by integrated
transcriptome, miRNome, whole proteome and phosphoproteome
analysis
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72

Posters A-Z

Phulphagar, Kshiti
Dissecting Nlrp3 inflammasome activation with quantitative spatial
proteomics
Pike, Ian
Presenter: Dennis, Richard
A novel method for discovery of peripheral blood biomarkers in
idiopathic pulmonary fibrosis using extensive depletion and
TMTcalibratorTM tissue-enhanced plasma proteomics
Pimkova, Kristyna
Presenter: Hansson, Jenny
Mapping thiol oxidative modifications in primary haematopoietic stem
cells
Ravindran, Rishith
Regulation of mitophagy by a novel endosomal ubiquitin ligase
Reim, Alexander
Mapping protein-DNA interactions by a femtosecond UV-laser
crosslinking mass spectrometry pipeline
Rogulja-Ortmann, Ana
Post-translational modifications in Hox transcription factor specificity

Schessner, Julia
Organellar protein mapping in iPSC derived neurons to study defects in
neuronal protein transport
Slany, Astrid
An in-depth proteome profiling analysis of primary human myeloma cells
shows that adaptations to hypoxia are associated with multiple
myeloma disease progression
Soffientini, Paolo
insSTAGE-diging: a novel protocol for proteomic sample preparation
and its application to study the biological role of Alternative Splicing
Factors
Steidel, Michael
Aggregation-based sample preparation for high-throughput proteomics
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78

79

80

81

82
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Tanzer, Maria
Quantitative proteomic analyses reveal the release of lysosomal
components during necroptosis

83

ten Have, Sara
Proteo-genomic and phosphoproteomics analysis of human
oesophageal tumour tissue

84

Treit, Peter
Establishing an MS-based microbiome profiling platform
Tvardovskiy, Andrey
Quantitative proteomics-based screening for nuclear proteins anchored
to chromatin by RNA
van Bentum, Mirjam
Profiling the cellular signalling state by targeted phoshoproteomics

85

86

87

Van Royen, Tessa
Interactome analysis of the non-structural proteins 1 and 2 of human
respiratory syncytial virus

88

Vrbacky, Marek
Mitochondrial TMEM70 interacts with subunit c and facilitates its
incorporation into the mammalian ATP synthase

89

Wilson, John P.
Total solubilization of FFPE samples for reproducible high throughput
clinical proteomics

90

Xie, Xiao
Genetically encoded multifuncational protein photocrosslinkers
Yoshikawa, Harunori
Full spectrum complexome analyses: Towards the comprehensive
characterisation of cellular protein complexes by SEC-uHPLC
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