	FDR
	time point*
	          treatment
	genotype
	interaction

	5%
	D1
	10,549
	6,514 
	1,541 

	
	D4
	556
	7,694 
	323 

	1%
	D1
	8,165
	4,842
	837

	
	D4
	336
	5,794
	155

	0.1%
	D1
	6,037
	3,630
	415

	
	D4
	199
	4,371
	66







Table S4. Number of genes significantly affected by factors at different false discovery rates (FDRs).










*D1 refers to RNA-Seq data from samples grown in cold and their controls. D4 refers to RNA-Seq data from samples 24h after the cold treatment and their controls. After filtering out low expressed genes from the 39,469 identified genes, the transcript abundances of 22,942 and 22,867 genes were modelled in D1 and D4, respectively. 
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