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The Proteomics Shared Resource (Laboratory for Macromolecular Analysis and Proteomics: LMAP) provides advanced mass spectrometry technologies focused exclusively on proteomics to support the translational research mission of the Albert Einstein College of Medicine. The laboratory collaborates with investigators who use proteomics in their research programs and assists those seeking to incorporate proteomics approaches into their work.

Comprehensive Proteomics Services
The Proteomics Shared Resource provides expertise in mass spectrometry-based proteomics, including experimental planning, execution, and data interpretation. Services include:
· Analysis of total proteomes
· Large-scale analysis of protein post-translational modifications (e.g., phosphorylation, acetylation, ubiquitination)
· Analysis of protein-protein interactions
· Analysis of protein localization
· Analysis of protein synthesis and degradation rates using metabolic labeling approaches
· Analysis of single-cell proteomes (NEW SERVICE)
· Deep coverage analysis of histone post-translational modifications

Experimental Design, Sample Preparation, Training
The Proteomics Shared Resource provides sample preparation and handling guidance to minimize contamination, improve reproducibility, and enhance analytical depth. Established protocols and workflows are available for a variety of biological samples. The core offers consultation and training in:
· Experimental design for proteomics studies
· Selection of global or targeted proteomics strategies
· Mass spectrometry-compatible sample preparation
· Optimization of published methods for specific research applications
· Enzymatic digestion workflows (in-solution and in-gel)
· Sample cleanup and fractionation approaches
· Preparation of complex biological samples, including tissues and cultured cells
· Enrichment strategies for modified peptides (e.g., phosphopeptides)

Data Analysis & Reporting
The Proteomics Shared Resource provides comprehensive support for data processing, analysis, and interpretation. Services include:
· Data processing and quality assessment
· Quantitative and comparative data analysis
· Data visualization and representation
· Biological interpretation of proteomics results
· Collaborative analysis with investigators, including training when appropriate

Grant & Manuscript Support
The staff scientists of the proteomics core provide consultative assistance in the preparation of figures and tables to meet publication standards. Support includes analysis of proteomics data in the context of pathways and gene ontology, statistical evaluation, and preparation of materials for manuscripts and grant applications. Customized letters of support and example data are available. Staff also provide review of manuscripts and thesis chapters prior to submission.

Key Instruments
The Proteomics Shared Resource is equipped with state-of-the-art mass spectrometers coupled online with nano liquid chromatography for high sensitivity. Specific instruments include:
· Thermo Scientific Orbitrap Fusion Lumos (with ETD)
· Thermo Scientific Orbitrap Exploris 480 with FAIMS (dedicated to single cell work)
· Bruker timsTOF HT


