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Figure S9. DEGs belonging to green-yellow and yellow modules enrich the pathway
of nitrogen metabolism by PATHVIEW Wed (https://pathview.uncc.edu/). 1 and 2
represent panicle samples 7 days before heading. 3 and 4 represent panicle samples 3
days after heading. 5 and 6 represent panicle samples 15 days after heading. 7 and 8
represent sword leaf samples 7 days before heading. 9 and 10 represent sword leaf
samples 3 days after heading.


