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	Sample ID
	Status
	Mapped reads
	Mapped rate (%)

	SRR3106384
	control_04h_rep1
	33,129,109
	76.04

	SRR3106385
	control_04h_rep2
	29,605,964
	76.92

	SRR3106386
	control_04h_rep3
	32,107,174
	77.44

	SRR3106387
	Symbiodinium_infected_04h_rep1
	39,835,204
	77.05

	SRR3106388
	Symbiodinium_infected_04h_rep2
	33,513,306
	76.81

	SRR3106389
	Symbiodinium_infected_04h_rep3
	30,905,317
	77.08

	SRR3106390
	control_12h_rep2
	36,658,052
	77.48

	SRR3106391
	control_12h_rep3
	38,071,545
	76.56

	SRR3106392
	Symbiodinium_infected_12h_rep2
	34,825,751
	77.74

	SRR3106393
	Symbiodinium_infected_12h_rep3
	35,997,598
	77.17

	SRR3106394
	control_48h_rep1
	32,343,589
	76.84

	SRR3106395
	control_48h_rep2
	23,332,539
	76.99

	SRR3106396
	control_48h_rep3
	37,568,538
	77.13

	SRR3106397
	Symbiodinium_infected_48h_rep1
	28,273,492
	75.69

	SRR3106398
	Symbiodinium_infected_48h_rep2
	29,879,853
	77.13

	SRR3106399
	Symbiodinium_infected_48h_rep3
	37,851,083
	78.05



