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SUPPLEMENTARY FIGURE AND TABLE LEGENDS

Figure S1: Clustering scores for enterotypes at the genus levelusing four different
methods: Prediction strength scores, Calinski-Harabasz, average silhouette scores and
WB score. Each one has three different metrics. The x-axis shows the cluster
number,and the y-axis shows the score.

Figure S2: Clustering results based on the Spearman correlation co efficiency of
all samples. A: At the species level. B: At the genus level.

Table S1: Patients characteristics.
Table S2: Phenotype information of 31 healthy controls.
Table S3: Data Production of 93 samples from 26 H7N9 virus infected patients.

Table S4: Reference genomes downloaded from the NCBI and HMP database
(version 20120810)

Table S5: Shannon index of the samples from the selected patients.

Table S6: MGS annotation.



