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Supplementary Figure 1. Experimental data for qualifying the RNA samples from the groups treated with
SB+BMP7 (A) and TGF-B1 (B). Size distribution analysis of each sample was obtained using an Agilent 2100

Bioanalyzer instrument. All proper size of RNA sample were prepared.
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Density plot of transformed data
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Supplementary Figure 2. Bioinformatical observation for expression data and sample correlation. (A) The
boxplot showed the gene expression of each sample subsequent to data normalization. The ordinate
represented gene expression value, and the abscissa represented the groups of SB+BMP7- and TGF-1-treated
cells according to the emerald and red color. Distribution of FPKM values for total expressed genes in samples
of each group is also shown. (B) The Euclidean distances based on all raw expression data, were calculated
between each sample and the colors indicating the distances. (C) Scatter plot graphs of comparative expression
profiling between six samples. The scatter plot indicated the difference in mRNAs expression in the groups of
SB+BMP7 and TGF-B1 treatment. (D) The MDS plot showed how similar and close the transcriptome changes

of each sample are based on the global gene expression level.
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Supplementary Figure 3. Global expression for total expressed genes. Hierarchical clustering analysis of
total expressed genes was shown. A histogram in the bottom color key indicated number of expression values

within color bar.



Supplementary Figure 4. Original blots for the results in Figure 7.

(A) Blots for Figure 7A (the representative genes upregulated by TGF-f1 treatment)







Supplementary Figure 4. Original blots for the results in Figure 7.

(B) Blots for Figure 7B (the representative genes upregulated by SB/BMP7 treatment)
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