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Supplementary Table S1 Information of the Primers used in this study 
	Name
	Sequence (5′-3′)
	Location*
	Size (bp)
	Tm (°C)

	Polymorphism identification

	1F
	ACACCCTAAACAACTGGC
	5138-7066
	1929
	59.3

	1R
	TAGGTGATGTTGCGTCTT
	
	
	

	2F
	TACCACGACGATACTCTG
	6640-8076
	1437
	58.9

	2R
	GTTGGAGGGAGATGAGGC
	
	
	

	3F
	TCCATCCTTGCGAATCCT
	7254-8988
	1735
	59.3

	3R
	AGTGGGTGAATGCCTGTT
	
	
	

	4F
	CACCAAACCCACGCTTAT
	8624-9658
	1035
	58.9

	4R
	AGGAATGTGATGGCTACT
	
	
	

	DLF
	CCCTCCTCCATACATCAA
	15073-16329
	1257
	55.7

	DLR
	GCTGAGTCCAAGCATCCC
	
	
	

	Copy number determination

	COX1-F
	CAGACCGAAACCTAAAC
	5963-6246
	284
	55.7

	COX1-R
	GAAGTAAGCCCGTGTAT
	
	
	

	COX2-F
	CATCCTTGCGAATCCT
	7256-7420
	165
	63.3

	COX2-R
	GCAGTTCTCCTGGTTT
	
	
	

	COX3-F
	CATCATACTCCAGCCGTTCA
	8823-8965
	143
	63.3

	COX3-R
	GGTCAGCAGCCGCCTAA
	
	
	

	ATP8-F
	CCTACTAATAAATGGGTC
	7869-7970
	102
	54.7

	ATP8-R
	TGAGGTCAAATGGTGC
	
	
	

	ATP6-F
	CCCCACTCATTTACAC
	8202-8410
	209
	61.4

	ATP6-R
	ACGGCAAGGGCTACTG
	
	
	

	GCG-F
	GCTGCTGCTTTGTTTGC
	
	283
	63.3

	GCG-R
	GCTTCGGGTTCTGGATT
	
	
	


* The position was counted from the first nucleotide of KF938319.1.
