[bookmark: _Toc28432828]Sup. Table 4. Results from Fraser’s Photinia samples aligned to the reference genome
	Sample
	Reading pairs
	Concordant Alignments
	%
	Multiple Alignments
	%
	Discordant Alignments
	%
	Total %

	A1
	31763353
	22048931
	69.42
	2153494
	6.78
	62672
	0.197
	83.66

	A2
	35973760
	27581208
	76.67
	1450774
	4.03
	47194
	0.131
	86.88

	A3
	35662739
	27022745
	75.77
	693592
	1.94
	49328
	0.138
	84.66

	I1
	25998977
	19864228
	76.40
	606351
	2.33
	34313
	0.132
	86.14

	I2
	22261697
	16438120
	73.84
	1226104
	5.51
	33442
	0.150
	86.89

	I3
	44094457
	33305603
	75.53
	2044245
	4.64
	58217
	0.132
	86.03

	C1
	41858751
	33559584
	80.17
	935910
	2.24
	53637
	0.128
	88.50

	C2
	50160719
	39696696
	79.14
	1297412
	2.59
	66171
	0.132
	88.66
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