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Figure S1.  Data processing work flow. 
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Figure S2. sPCA results for the microbial communities at SEEDLevel2. The x-axis and the
y-axis represent the first and the second principal components, respectively, obtained after
the sPCA application to the normalized data from the SEEDLevel2 subsystem of microbial
communities.



(a) (b)

Figure S3. Sparse CCA of SCFA receptor-related host genes and the microbial communities at
SEEDLevel2. In panel (a), the x-axis and the y-axis represent the first and the second component scores,
respectively, from the normalized microarray expression of the SCFA related host genes. Coloring of the
sample points represents the first component scores from the microbial communities from the SEEDLevel2
subsystem. In panel (b), the x-axis and the y-axis represent the first and the second component scores from
the normalized SEEDLevel2 subsystem of microbial communities, respectively. Coloring of the sample
points represents the first component scores from the normalized microarray expression of the SCFA
genes related host genes.


