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	Sample
	Unfertilized caryopses
	Grains at 5 DAA
	Grains at 15 DAA
	Grains at 25 DAA
	Mean

	Total number of clean reads
	58,666,676
	76,489,616
	62,884,654
	79,064,836
	69,276,445

	Number of aligned reads
	35,198,773
	42,093,504
	29,059,603
	34,590,257
	35,235,534 

	Number of uniquely aligned reads
	28,749,267
	33,778,419
	23,637,978
	29,261,280
	28,856,736 


Note: The numbers of aligned reads and uniquely aligned reads were computed after comparing the clean reads to the draft genome sequence of Chinese Spring.
