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Development of a machine learning model and glycan profile database for
understanding glycan function
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In order to develop a machine learning model for understanding glycan
function, it was necessary to first determine the topology of the pattern to learn from glycan data.
Thus, it became necessary to develop a multiple glycan alignment algorithm, which we called MCAW.

From this we realized that it was possible to use MCAW directly to analyze glycan function from
technologies such as gIKcan arrays. Therefore, we proceeded to analyze such experimental data using
MCAW. We used the high-affinity glycans of glycan-binding proteins as input to MCAW. As a result,
we found that MCAW was able to produce glycan recognition patterns that have been confirmed in the

literature, in addition to other patterns that were not necessarily found readily. Thus we show
that MCAW was able to produce results based on the experimental data. We are working on developing
a glycan profile database based on these analytical results.
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