Development of a software suite for the interpretation of glycomics
v high-throughput MS/MS and CRM-based data ¢
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lycomics

Ongoing technical advancements have made mass spectrometry (MS) the
dominant experimental technique used for the analysis and identification of
glycan structures, whether as purified glycans or as complex mixtures of glycans

http://glycomics.ccrc.uga.edu

Extendable Software Platform 2
GRITS toolbox is a platform independent software based on
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toolbox is a freely available software suite for the
processing of these datasets.
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curated mammalian glycan
structures, which have been
approved by experts using
our curation tool - Qrator.
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