Table S1: Discrimination success from 42 plant barcoding studies using plastid markers or nrITS.
	Study group
	Sample strategy
	Highest discrimination success (plastid markers)
	Discrimination success (nrITS)
	Notes
	Ref.

	Floristic: Canadian flora
	251 individuals, 92 species, 32 genera
	65-70% (various combinations of plastid loci)
	
	
	[1]

	Floristic: Canadian local flora
	513 individuals, 436 species, 269 genera (ca 70% of local flora)
	97% (rbcL+matK+trnH-psbA+rpoC1+atpF-atpH) 
	
	rbcL+matK = 93%,  rbcL+matK+trnH-psbA = 95%
	[2]

	Floristic: diet analyses
	Environmental DNAs from faecal samples queried against local reference databases and GenBank
	ca 50% (trnL P6 loop)
	
	
	[3]

	Floristic: Italian trees
	156 individuals, 50 species, 24 genera
	73% (trnH-psbA)
	
	
	[4]

	Floristic: medicinal plants
	nrITS2 6685 individuals, 4800 species, 753 genera; trnH-psbA 2018 individuals, 1433 species, 551 genera (GenBank sequences)
	73% (trnH-psbA)
	93% (nrITS2)
	
	[5]

	Floristic: Neotropical trees
	up to 368 individuals, 223 species, 125 genera 
	< 70% (trnH-psbA)
	Up to 80% (nrITS) but based on 41% sequencing success.
	Adding other plastid markers made no difference to discriminatory power
	[6]

	Floristic: Neotropical trees
	1035 individuals, 296 species, 181 genera
	>98% (rbcL+matK+trnH-psbA)
	
	
	[7]

	Floristic: Neotropical trees
	288 individuals, 143 species, 108 genera
	93% (rbcL+matK+trnH-psbA)
	
	rbcL+matK = 89%, trnH-psbA+matK = 93%
	[8]

	Floristic: South Africa and Costa Rica
	172 individuals, 86 species, 57 genera
	91% (matK)
	
	Adding other plastid markers made no difference to discriminatory power
	[9,10]

	Floristic: species pairs
	96 individuals, 96 species, 48 genera
	88% (trnH-psbA + either rbcL, rpoC1 or rpoB)
	82% for nrITS1 (but based on 60% sequencing success)
	
	[11]

	Floristic: various
	259 individuals, 95 species, 34 genera
	70-75% (various combinations of plastid loci)
	
	A larger data set (907 samples from 445 angiosperm, 38 gymnosperm and 67 cryptogam species) also showed broadly equivalent performance of multiple plastid markers combinations
	[12]

	Floristic: various
	Genbank sequences of 50,790 plant nrITS2 sequences
	
	nrITS2: ca 74-76% for angiosperms, 67% for gymnosperms, 88% for ferns, 77% for mosses
	
	[13]

	Taxon (clade) based: bryophytes from NE China
	80 individuals, 36 species, 34 genera
	90% (rbcL)
	66% (nrITS2)
	Adding other plastid markers made no difference to discriminatory power
	[14]

	Taxon (clade) based: pteridophytes of Japan
	597 individuals, 597 species, 60 genera
	80% ( trnH-psbA + rbcL)
	
	
	[15]

	Taxon (clade) based: pteridophytes of NW Europe
	77 individuals, 52 taxa, 50 species (rbcL), 74 individuals, 47 taxa, 45 species (trnL-F)
	100% (rbcL+trnL-F)
	
	Polyploid species are fused with maternal diploid progenitors in the estimation of discrimination success (e.g. lower value would be obtained if recent polyploids were treated as separate species). The rbcL fragment was 1300 bp, rather than the usual barcoding region.
	[16]

	Taxon based: Acacia 
	56 individuals, 4 species
	100% (matK)
	
	
	[17]

	Taxon based: African Podostemaceae
	23 individuals, 11 species, 6 genera
	100% (matK) 
	
	
	[18]

	Taxon based: Agalinis
	(92 samples, 29 species [26 species in some analyses as some species are treated as synonyms]
	ca 67% (trnL-trnF) 
	
	Values are % samples correctly assigned rather than species discriminated. Several plastid marker combinations gave similar discriminatory power; using an alternative taxonomy, discrimination success was higher (>90%) 
	[19]

	Taxon based: Alnus
	131 individuals, 26 species
	64% (trnH-psbA)
	77% (nrITS)
	
	[20]

	Taxon based: Asteraceae
	3940 individuals, 2315 species, 494 genera from Genbank
	
	76% (nrITS2)
	An additional data set 110 individuals, 63 species, 48 genera gave >90% discrimination for matK and also  trnH-psbA
	[21]

	Taxon based: Araucaria 
	42 individuals, 17 species
	32% (various marker combinations produced similar results)
	
	Adding other plastid markers made no difference to discriminatory power
	[22]

	Taxon based: Asterella s.l.
	98 individuals, 39 species
	90% (rbcL)
	
	Adding other plastid markers made no difference to discriminatory power
	[22]

	Taxon based: Berberis
	58 individuals, 13 species
	23% (matK+rbcL or matK+trnH-psbA ) 
	23% (nrITS)
	Combining nrITS and plastid markers increases  success to 31%
	[23]

	Taxon based: Carex
	93 individuals, 34 species
	57% (matK)
	25% (nrITS)
	Adding other plastid markers made no difference to discriminatory power
	[24]

	Taxon based: Carex and Kobresia from Canadian Arctic
	109 individuals, 26 species, 2 genera
	95% (matK)
	
	Adding one of several other plastid markers increases resolution to 100%
	[25]

	Taxon based: Caryoteae (Palms)
	39 individuals, 27 species, 4 genera
	81% (rbcL+matK+trnH-psbA)
	92% (nrITS2)
	
	[26]

	Taxon based: Crocus
	131 individuals, 86 species
	92% (matK, trnH-psbA, ndhF, rps8-rpl36)
	
	
	[27]

	Taxon based: cycads
	96 individuals, 74 taxa, 11 genera
	
	90% (nrITS)
	
	[28]

	Taxon based: cycads
	69 individuals, 69 species, 11 genera (three target genera + outgroups)
	e.g. 79% (Dioon -  atpF-atpH+psbK-psbI); 52% (Ceratozamia - atpF-atpH, psbK-psbI, rpoc1, matK); 67% (Zamia   atpF-atpH, psbK-psbI, rpoc1)
	
	In Ceratozamia, the combination of atpF-atpH, psbK-psbI, rpoc1, matK, nrITS2 led to 78% success; in Zamia  atpF-atpH, psbK-psbI, rpoc1, adding nrITS2 led to 75% success 
	[29]

	Taxon based: Euphorbiaceae
	Taxon-based 1183 samples, 871 species, 66 genera from genbank
	
	97% (nrITS); 91% (nrITS2)
	50 individuals from 42 species were also used to test rbcL and matK; discrimination success is ca 90% 
	[30]

	Taxon based: Fabaceae
	1355 individuals, 1079 species, 409 genera
	80% (matK)
	
	
	[31]

	Taxon based: Ficus
	33 individuals, 11 species
	64% (trnH-psbA) 
	100% (nrITS)
	
	[23]

	Taxon based: Gossypium
	51 individuals, 4 species
	25% (trnH-psbA) 
	100% (nrITS)
	
	[23]

	Taxon based: Grimmiaceae
	73 individuals, 31 species, 4 genera
	71% (trnH-psbA+rps4)
	
	
	[32]

	Taxon based: Inga
	44 individuals 26 species
	<69% (various 3-4 marker barcodes)
	
	
	[22]

	Taxon based: Lemnaceae
	97 individuals, 31 species, 6 genera
	93% (atpF-atpH) 
	
	Values are % samples correctly assigned rather than species discriminated. 14/19 species with N>1  individuals resolved as monophyletic (74%). Adding other plastid markers made no improvement
	[33]

	Taxon based: Meliaceae
	34 individuals, 17-19 species, 2 genera
	13% (psbB-psbT-psbN)
	67% (nrITS)
	
	[34]

	Taxon based: Myristicaceae (Compsoneura)
	40 individuals, 8 species
	95% (matK+trnH-psbA) 
	
	Values are % samples correctly assigned rather than species discriminated
	[35]

	Taxon based: Picea 
	132 individuals, 33 species
	25% (rbcL+matK or matK+psbK-psbI)
	
	Various other combinations of 3 marker barcodes gave equivalent results; using 6 markers gives 29% successful discrimination 
	[36]

	Taxon based: Quercus
	30 individuals, 12 species 
	0% (various markers)
	
	
	[4]

	Taxon based: Solanum
	104 individuals of 73 species
	12% (trnH-psbA)
	41% (nrITS)
	
	[37]

	Taxon based: Taxus 
	47 individuals, 11 lineages from 8 named taxa
	100% (trnL-F)
	100% (nrITS2 = 45%)
	
	[38]


The intention of the table is to summarize the resolving power of plastid and nrITS barcodes (rather than to compare among different plastid markers). Thus the table lists the best performing plastid markers for a given study, rather than listing the performance of every marker tested (different studies have trialed different sets of markers and primers). No attempt has been made to standardize among the different methods used for species discrimination success. The reference numbers in the table refer to those in the self contained bibliography appended below.
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