RNA seq based transcriptomics study to investigate the genes governing nitrogen use
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Supplementary Figure 1. Heatmap showing the expression patters of genes involved as trancription factors
response in between tissues and also in both genotypes.

* Colours indicate the differential gene expression in nitrogen stressed tissue; upregulated, green,
downregulated, red, white: not differentially expressed.
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Supplementary Figure 2. Heatmap showing the expression patters of genes involved as
transporter in between tissues and also in both genotypes.

* Colours indicate the differential gene expression in nitrogen stressed tissue; upregulated, green,
downregulated, red, white: not differentially expressed.
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Supplementary Figure 3. Heatmap showing the expression patters of genes involved
as protein kinases in between tissues and also in both genotypes.

* Colours indicate the differential gene expression in nitrogen stressed tissue;
upregulated, green, downregulated, red, white: not differentially expressed.
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Supplementary Figure 4. Heatmap showing the expression patters of other genes in between tissues and also
in both genotypes

* Colours indicate the differential gene expression in nitrogen stressed tissue; upregulated, green,
downregulated, red, white: not differentially expressed.






