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SUPPLEMENTARY FIGURE S1. Module-trait relationships based on WGCNA analysis. ME (module) names were listed on the left, and 

the correlation coefficienct to nitrogen starvation was showed on the first column for each module, with the p-value appearing at the bottom 

with a (). For instance, MEgreen (-0.76 (0.004)) represents as the module green, with r = -0.76, p-value = 0.004. 
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