Table S1. Statistics of RNA-seq read mappingz
	Overall alignment (percentage)
	
	
	No. of reads
	Percentage

	Mapped reads (92%)
	Exon (69%)
	Uniquely mapped reads
	576,614,872
	77

	
	
	Non-specifically mapped reads
	174,974,915
	23

	
	
	
	
	

	
	Intron (0%)
	Uniquely mapped reads
	875
	92

	
	
	Non-specifically mapped reads
	78
	8

	
	
	
	
	

	
	Intergenic (31%)
	Uniquely mapped reads
	261,938,151
	79

	
	
	Non-specifically mapped reads
	74,232,400
	21

	
	
	
	
	

	Un-mapped reads (8%)
	
	
	94,587,938
	8

	Total reads
	
	
	1,182,349,229
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zApple reference genome Malus_x_domestica.v1.0.contigs.gff” was obtained from rosaceae.org.



