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Heammap representing the difference betwdemrelaive abundance of bacterial species thatsagrificantly
increased or decreasedthe gut metagenomes ADS patients in comparison with at least ai¢he control
groups. Clsterngs was performed by the hierarchical method based on Eucldistancematrix. Only the
species with significatyt varying abundance valuep ” 05) and the difference between thgroup mean
values more than 1%re represented



