Comparative Transcriptome Analysis Revealed Differential Gene Expression in Multiple Signaling Pathways at Flowering in polyploid Brassica rapa
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Supplementary Figures:
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Figure S1. Gene duplication and collinearity analysis among Flower time genes from including B.rapa and A.thaliana. Lines connecting genes depict ortholog pairs diverged from the same ancestor. A1-A10 indicated B.rapa chromosomes, and Ath01-Ath05 displayed A.thaliana chromosomes. 
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Figure S2. RNA-seq results of key genes in the flowering time pathway. 
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