	Family
	Barcode region (sample size)
	Best Match (%)
	Best Close Match (%)

	
	
	Correct
	Ambiguous
	Correct
	Ambiguous

	Fabaceae
	ITS2 (18)
	17 (100)
	0.00 (0)
	16 (94.11)
	0.00 (0)

	
	matK (15)
	15 (100)
	0.00 (0)
	13 (86.66)
	0.00 (0)

	
	rbcLa (21)
	15 (71.42)
	6 (28.57)
	14 (66.66)
	6 (28.57)

	
	ITS2+matK (15)
	15 (100)
	0.00 (0)
	12 (80)
	0.00 (0)

	
	ITS2+rbcLa (18)
	18 (100)
	0.00 (0)
	15 (83.33)
	0.00 (0)

	
	matK+rbcLa (15)
	15 (100)
	0.00 (0)
	11 (73.33)
	0.00 (0)

	
	ITS2+matK+rbcLa (15)
	15 (100)
	0.00 (0)
	11 (73.33)
	0.00 (0)

	Poaceae
	ITS2 (9)
	9 (100)
	0.00 (0)
	9 (100)
	0.00 (0)

	
	matK (9)
	9 (100)
	0.00 (0)
	8 (88.88)
	0.00 (0)

	
	rbcLa (9)
	9 (100)
	0.00 (0)
	8 (88.88)
	0.00 (0)

	
	ITS2+matK (9)
	9 (100)
	0.00 (0)
	8 (88.88)
	0.00 (0)

	
	ITS2+rbcLa (9)
	9 (100)
	0.00 (0)
	8 (88.88)
	0.00 (0)

	
	matK+rbcLa (9)
	9 (100)
	0.00 (0)
	7 (77.77)
	0.00 (0)

	
	ITS2+matK+rbcLa (9)
	9 (100)
	0.00 (0)
	7 (77.77)
	0.00 (0)

	Fabaceae + Poaceae
	ITS2 (27)
	26 (100)
	0.00 (0)
	25 (96.15)
	0.00 (0)

	
	matK (24)
	23 (95.83)
	0.00 (0)
	21 (87.5)
	0.00 (0)

	
	rbcLa (30)
	24 (80)
	6 (20)
	22 (73.33)
	6 (20)

	
	ITS2+matK (24)
	24 (100)
	0.00 (0)
	20 (83.33)
	0.00 (0)

	
	ITS2+rbcLa (27)
	27(100)
	0.00 (0)
	23 (85.18)
	0.00 (0)

	
	matK+rbcLa (24)
	24 (100)
	0.00 (0)
	18 (75.0)
	0.00 (0)

	
	ITS2+matK+rbcLa (24)
	24 (100)
	0.00 (0)
	18 (75.0)
	0.00 (0)


[bookmark: _GoBack]           Table S4: Species level discrimination ability of candidate barcodes by BM and BCM analysis
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