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Figure S1. Gene ontology (GO) enrichment analysis of the genes jointly up-regulated in Zhongzhouyou8 and
Zhongzhouyoul at 10 days after heading compared with 20 days after heading.
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Figure S2. Gene ontology (GO) enrichment analysis of the genes jointly down-regulated in Zhongzhouyou8 and
Zhongzhouyoul at 10 days after heading compared with 20 days after heading.



