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B Pathway Analysis
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The proportion of genes associated with the term:
Corresponding gene-term association positively reported 0%

20%

. Corresponding gene-term association not reported yet 40%
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Supporting Figure 6. GO and pathway analysis of Genes Significant (GS). Clustering analysis of the

biological functions of 22 genes in previous studies for GO (A) and Pathway (B) generated by the GenClip software.
In the heatmap, the black color represents that the biological function of the corresponding gene-term association
has not been reported yet. While light green color means that the corresponding gene-term association positively
has been reported. The color scale bar for proportion of genes associated were labelled.



