Supplementary Table S1. Statistical overview of RNASeq Map events

	Sample*
	Useful reads
	Map events count
	Mapped reads
	Mapped percent (%)
	Multiple mapped reads
	Multiple mapped percent (%)
	Uniquely mapped reads
	Uniquely mapped percent (%)
	Reads mapped to gene (%)
	Reads mapped to Inter-Gene
	Reads Mapped to interGene (%)
	Reads Mapped to exon
	[bookmark: _GoBack]Reads Mapped to exon (%)

	IN
	212732454
	110293232
	104935701
	49.33
	4536088
	4.32
	100399613
	95.68
	94.97
	5558503
	5.3
	103955284
	94.26

	GS
	210628782
	163843534
	153416412
	72.84
	7702091
	5.02
	145714321
	84.98
	92.99
	11481865
	7.54
	151697504
	92.59

	RS
	210963916
	171935398
	160991244
	76.29
	8339253
	5.18
	152651991
	94.82
	91.46
	14673545
	9.34
	156388671
	90.95



*, IN: cortical infection stage; GS: germinating resting spores stage; and RS: resting spores
