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Emory Glycomics and Molecular Interactions Core (EGMIC) is equipped with top-of-the-line LC-MS instruments. Our core provides extensive support to
researchers through a broad range of mass spectrometry tools and techniques. This includes the options to learn to conduct LC-MS analysis for trainees or to
have our dedicated staff run the samples. We are unique in the world by offering ion mobility mass spectrometry with electron capture dissociation. These
techniques allow characterization of the shape and quaternary structure of proteins, and resolve glycan, and lipid isomers. In addition, we conduct validation of
reagents especially recombinant proteins and synthetic peptides. This allows the user to confirm they received what they ordered or made the correct protein.
We find 10% or more of synthetic peptides from reputable suppliers are incorrect and recombinant proteins contain surprising additions or truncations ~25% of
the time. LC-MS offers precise molecular mass measurements and comprehensive analyses of proteins, peptides, glycans, and oligonucleotides. For antibodies,
proteins and peptides, LC-MS provides insights into purity, folding stages, dimer configurations, protein interactions, post-translational modifications, and top-
down sequencing. In glycan analysis, LC-MS enables the study of various glycoforms and glycosylation in monoclonal antibodies, utilizing workflows such as
Agilent InstantPC tagging for rapid and high-throughput N-glycan composition analysis. Validation of synthetic oligonucleotides, LC-MS delivers critical data on
sequence confirmation, purity, and structural modifications. Our team is dedicated to helping you leverage LC-MS to gain deeper insights into your samples,
ensuring high-quality data and impactful scientific outcomes.
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Application 1: Protein. Replace your Westerns, ELISA, study protein folding. Application 2: Peptide. Post-translational modifications (PTMs).

» Example-3: Sensitive peptide detection L e e )

y = 0.4305x + 8.8064 y = 0.5121x + 10.1848
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» Example -1: Rapid and reproducible native protein analysis

y = 0.6326x + 11.7893
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» Example -2: Native mass spectrometry to characterize intact protein and protein complex
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» Example-5: Top-down amino acid sequences
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Figure 6. Native LC/MS analysis of various intact protein complexes. A) Pyruvate kinase (PK, tetramer, 232 kDa), B) glutamate dehydrogenase (GDH, hexamer, _ ‘5 L e ! i

335 kDa) and C) B-galactosidase (tetramer, 466 kDa). The deconveluted spectra are shown in D) to F), respectively. The raw MS spectrum in Figure 6B was
smoothed using the mMass open-source M3 software tool.

Figure 4. Screenshot of Agilent MassHunter BioConfirm B.08 software with representative peptide mapping results and protein sequence coverage

Source: Agilent Application Note#5991-7815EN

ypsin/Lys-C digested NIST mAb standard RM 8671, separated using an Agilent AdvanceBio Peptide Mapping column.

Source: Agilent Application Note#5994-1739EN

Four levels of LC/MS workflows > Example-6: Characterization glycoforms of intact NISTmAB
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» Example-10: Rapid mRNA capping analysis

* Sensitive and efficient method for process optimization and quality control of nucleic acid therapies

Source: Agilent Application Note#5991-8796EN

» Example-7: N-glycan profiling from glycoprotein using InstantPC tag labeling workflow
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