Analysis of LC-MS/MS Glycomics Data
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2.14. Browse the generated LC-MS/MS (L-C-M-S-M-S) raw data using appropriate software [1]. Confirm high data quality by assessing narrow LC peak width, effective separation of N-glycan isomers, high MS accuracy, resolution, and signal-to-noise ratio, along with high CID-MS/MS (C-I-D-M-S-M-S) fragmentation efficiency [2].
2.14.1. SCREEN: To be uploaded by Authors: Browsing the generated LC-MS/MS raw data. 00:00 – 00:15
2.14.2. SCREEN: To be uploaded by Authors: Assessing the LC peak width, separation of N-glycan isomers, high MS accuracy, resolution, and signal-to-noise ratio, along with high CID-MS/MS fragmentation efficiency. 00:16 – 00:35
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2.15. Manually identify N-glycans in the sample based on monoisotopic precursor mass, CID-MS/MS fragmentation patterns, and relative and absolute PGC-LC retention times [1].
2.15.1. SCREEN: To be uploaded by Authors: Software interface showing manual annotation of N-glycan peaks using precursor mass, fragmentation patterns, and retention times. 00:00 – 00:33
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2.16. For relative N-glycan quantitation, generate a transition list containing the monoisotopic precursor m/z (mass-to-charge) ratio for all identified N-glycan isomers [1]. Using commercial software, determine the area-under-the-curve values from extracted ion chromatograms of all N-glycan precursor ions [2].
2.16.1. SCREEN: To be uploaded by Authors: Transition list of identified N-glycan isomers with corresponding monoisotopic precursor mass-to-charge ratios. 00:00 – 00:05
2.16.2. SCREEN: To be uploaded by Authors: Extracted ion chromatograms with area-under-the-curve calculations for each N-glycan ion. 00:06 – 00:12

Authors: Acquire screen capture videos for all shots labeled SCREEN and upload them to your project page: https://review.jove.com/account/file-uploader?src=20558573

