Table 2. Primers designed to amplify six chloroplast regions and two nuclear genes. Information of nucleotide diversity and expected lengths, and number of variable sites of the eight markers together with three conventional DNA barcodes and the chloroplast genome superbarcode.
	
	Locus
	Primer name
	Primer sequence (5'-3')
	Nucleotide diversity
	Fragment length
	Variable site

	1
	ndhC-trnV
	ndhC-f
	ATCTGTTTTACCGAGAAGGTC
	0.02012
	1174-1232
	325

	
	
	trnV-r
	TATTCAGTTAAGACCATTCC
	
	
	

	2
	psaJ-rpl33
	psaJ-f
	AATAGGTAGGGATGACAGG
	0.01253
	1115-1179
	88

	
	
	rpl33-r
	ATCGAACACAAGATGCTCC
	
	
	

	3
	rps16-trnQ
	rps16-f
	TCGTGTCCTTCAAGTCGCACG
	0.01212
	1062-1214
	105

	
	
	trnQ-r
	ATAATACTGTTTATTAGTGTCGC
	
	
	

	4
	rps19-rpl22
	rps19-f
	TGTAGCTCATCATTTATTGG
	0.00835
	1257-1363
	83

	
	
	rpl22-r
	TTGTTTGGAGGGGAAGTC
	
	
	

	5
	trnC-rpoB
	trnC-f
	AAGCCTTGATTAATGAACC
	0.01369
	1242-1349
	104

	
	
	rpoB-r
	TAAGTATTTTATTGATCAGG
	
	
	

	6
	trnK-matK
	trnK-f
	CTTGATCATTTATCAATCATTTC
	0.01226
	1523-1594
	118

	
	
	matK-r
	CACCCTGTTCTGACCATATTG
	
	
	

	7
	NP78
	NP78-1f
	CGTCTGAAAAGCTTTTCTGGGAC
	0.06379
	1013-1066
	358

	
	
	NP78-1r
	TTATTATTGAAAACCAACTGAGC
	
	
	

	
	
	NP78-2f
	GCTCAGTTGGTTTTCAATAATAA
	
	
	

	
	
	NP78-2r
	AAAAAAAGTTAATTAAATGAG
	
	
	

	8
	R22
	R22-1f
	ATAATAATTCAATAAATAG
	0.11972
	1106-1152
	459

	
	
	R22-1r
	GTTTGGTATCATTTGTGATATT
	
	
	

	
	
	R22-2f
	TCACACCTGGACAGAATATCAC
	
	
	

	
	
	R22-2r
	GTGTTGTTTTCATAAACAA
	
	
	

	9
	matK
	
	
	0.01243
	1459
	108

	10
	rbcL
	
	
	0.00596
	1428
	43

	11
	ITS
	
	
	0.04443
	713
	204

	12
	cpGenome
	
	
	0.00573
	141850-145469
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