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SUPPLEMENTARY MATERIALS
Table S1 List of mini-barcodes designed based on 2000 Nematoda and Platyhelminthes DNA sequences
	Barcode
	Forward
	Reverse
	Product Size
	Tm.Fw
	Tm.Rv

	MiniB18S_1
	AACCTGGTTGATCCTGCCAG
	GGTCAGGGCTTTGTTGCATG
	181
	60
	60

	MiniB18S_2
	AACCTGGTTGATCCTGCCAG
	AGGTCAGGGCTTTGTTGCAT
	182
	60
	60.2

	MiniB18S_3
	ACAACCTGGTTGATCCTGCC
	CAAGGTCAGGGCTTTGTTGC
	186
	60.3
	60

	MiniB18S_4
	CAACCTGGTTGATCCTGCCA
	CAAGGTCAGGGCTTTGTTGC
	185
	60.3
	60

	MiniB18S_5
	AACCTGGTTGATCCTGCCAG
	CAAGGTCAGGGCTTTGTTGC
	184
	60
	60

	MiniB18S_6
	CATGCAACAAAGCCCTGACC
	CAAGCCCGGTTGGTTTTGTT
	62
	60
	59.8

	MiniB18S_7
	GCAACAAAGCCCTGACCTTG
	CAAGCCCGGTTGGTTTTGTT
	59
	60
	59.8

	MiniB18S_8
	CATGCAACAAAGCCCTGACC
	GTCACCAAAAACGGGCCAAG
	78
	60
	60.2

	MiniB18S_9
	GCAACAAAGCCCTGACCTTG
	GTCACCAAAAACGGGCCAAG
	75
	60
	60.2

	MiniB18S_10
	AACAAAACCAACCGGGCTTG
	CCCTGATTCTCCGTTACCCG
	160
	59.8
	59.9

	MiniB18S_11
	GCAACAAAGCCCTGACCTTG
	CCCTGATTCTCCGTTACCCG
	199
	60
	59.9

	MiniB18S_12
	AACAAAACCAACCGGGCTTG
	CTCTCCGGAATCGAACCCTG
	175
	59.8
	59.9

	MiniB18S_13
	CGGGTAACGGAGAATCAGGG
	CTCTCCGGAATCGAACCCTG
	35
	59.9
	59.9

	MiniB18S_14
	CGGGTAACGGAGAATCAGGG
	CGTTTCTCAGGCTCCCTCTC
	50
	59.9
	59.8

	MiniB18S_15
	CAGGGTTCGATTCCGGAGAG
	CGTTTCTCAGGCTCCCTCTC
	35
	59.9
	59.8

	MiniB18S_16
	CTTGGCCCGTTTTTGGTGAC
	CCTTGGATGTGGTAGCCGTT
	190
	60.2
	60

	MiniB18S_17
	GAGAGGGAGCCTGAGAAACG
	CCTTGGATGTGGTAGCCGTT
	36
	59.8
	60

	MiniB18S_18
	CGGGTAACGGAGAATCAGGG
	CCTTGGATGTGGTAGCCGTT
	66
	59.9
	60

	MiniB18S_19
	CAGGGTTCGATTCCGGAGAG
	CCTTGGATGTGGTAGCCGTT
	51
	59.9
	60

	MiniB18S_20
	GAGAGGGAGCCTGAGAAACG
	CTGCCTTCCTTGGATGTGGT
	43
	59.8
	60

	MiniB18S_21
	CGGGTAACGGAGAATCAGGG
	CTGCCTTCCTTGGATGTGGT
	73
	59.9
	60

	MiniB18S_22
	CAGGGTTCGATTCCGGAGAG
	CTGCCTTCCTTGGATGTGGT
	58
	59.9
	60

	MiniB18S_23
	AACGGCTACCACATCCAAGG
	CTGCCTTCCTTGGATGTGGT
	27
	60
	60

	MiniB18S_24
	GAGAGGGAGCCTGAGAAACG
	CGTGCTGGGAGTGGGTAATT
	73
	59.8
	60

	MiniB18S_25
	CGGGTAACGGAGAATCAGGG
	CGTGCTGGGAGTGGGTAATT
	103
	59.9
	60

	MiniB18S_26
	CAGGGTTCGATTCCGGAGAG
	CGTGCTGGGAGTGGGTAATT
	88
	59.9
	60

	MiniB18S_27
	ACCACATCCAAGGAAGGCAG
	CGTGCTGGGAGTGGGTAATT
	50
	60
	60

	MiniB18S_28
	AACGGCTACCACATCCAAGG
	CGTGCTGGGAGTGGGTAATT
	57
	60
	60

	MiniB18S_29
	CGGGTAACGGAGAATCAGGG
	GCCCTCCAATTGATCCTCGT
	200
	59.9
	59.8

	MiniB18S_30
	CAGGGTTCGATTCCGGAGAG
	GCCCTCCAATTGATCCTCGT
	185
	59.9
	59.8

	MiniB18S_31
	ACCACATCCAAGGAAGGCAG
	GCCCTCCAATTGATCCTCGT
	147
	60
	59.8

	MiniB18S_32
	AACGGCTACCACATCCAAGG
	GCCCTCCAATTGATCCTCGT
	154
	60
	59.8

	MiniB18S_33
	AATTACCCACTCCCAGCACG
	GCCCTCCAATTGATCCTCGT
	117
	60
	59.8

	MiniB18S_34
	CAGGGTTCGATTCCGGAGAG
	TGCCCTCCAATTGATCCTCG
	186
	59.9
	59.8

	MiniB18S_35
	ACCACATCCAAGGAAGGCAG
	TGCCCTCCAATTGATCCTCG
	148
	60
	59.8

	MiniB18S_36
	AACGGCTACCACATCCAAGG
	TGCCCTCCAATTGATCCTCG
	155
	60
	59.8

	MiniB18S_37
	AATTACCCACTCCCAGCACG
	TGCCCTCCAATTGATCCTCG
	118
	60
	59.8

	MiniB18S_38
	ACGAGGATCAATTGGAGGGC
	CACCAGACTTGCCCTCCAAT
	30
	59.8
	60

	MiniB18S_39
	CGAGGATCAATTGGAGGGCA
	CACCAGACTTGCCCTCCAAT
	29
	59.8
	60

	MiniB18S_40
	GAGAGGGAGCCTGAGAAACG
	CACCAGACTTGCCCTCCAAT
	180
	59.8
	60

	MiniB18S_41
	CAGGGTTCGATTCCGGAGAG
	CACCAGACTTGCCCTCCAAT
	195
	59.9
	60

	MiniB18S_42
	ACCACATCCAAGGAAGGCAG
	CACCAGACTTGCCCTCCAAT
	157
	60
	60

	MiniB18S_43
	AACGGCTACCACATCCAAGG
	CACCAGACTTGCCCTCCAAT
	164
	60
	60

	MiniB18S_44
	AATTACCCACTCCCAGCACG
	CACCAGACTTGCCCTCCAAT
	127
	60
	60

	MiniB18S_45
	ATTGGAGGGCAAGTCTGGTG
	CGAGCTTTTTAACCGCAGCA
	84
	60
	59.8

	MiniB18S_46
	AATTACCCACTCCCAGCACG
	CGAGCTTTTTAACCGCAGCA
	191
	60
	59.8

	MiniB18S_47
	ATTGGAGGGCAAGTCTGGTG
	ACGAGCTTTTTAACCGCAGC
	85
	60
	59.8

	MiniB18S_48
	AATTACCCACTCCCAGCACG
	ACGAGCTTTTTAACCGCAGC
	192
	60
	59.8

	MiniB18S_49
	ACGAGGATCAATTGGAGGGC
	CGGACCCAGATCCAACTACG
	112
	59.8
	59.9

	MiniB18S_50
	CGAGGATCAATTGGAGGGCA
	CGGACCCAGATCCAACTACG
	111
	59.8
	59.9

	MiniB18S_51
	ATTGGAGGGCAAGTCTGGTG
	CGGACCCAGATCCAACTACG
	102
	60
	59.9

	MiniB18S_52
	GCTGCGGTTAAAAAGCTCGT
	AGCGAAGAGGCAGTACAACC
	64
	59.8
	60

	MiniB18S_53
	TGCTGCGGTTAAAAAGCTCG
	AGCGAAGAGGCAGTACAACC
	65
	59.8
	60

	MiniB18S_54
	ACGAGGATCAATTGGAGGGC
	AGCGAAGAGGCAGTACAACC
	139
	59.8
	60

	MiniB18S_55
	CGAGGATCAATTGGAGGGCA
	AGCGAAGAGGCAGTACAACC
	138
	59.8
	60

	MiniB18S_56
	CGTAGTTGGATCTGGGTCCG
	AGCGAAGAGGCAGTACAACC
	47
	59.9
	60

	MiniB18S_57
	ATTGGAGGGCAAGTCTGGTG
	AGCGAAGAGGCAGTACAACC
	129
	60
	60

	MiniB18S_58
	ATTGGAGGGCAAGTCTGGTG
	GACAGCGAAGAGGCAGTACA
	132
	60
	59.8

	MiniB18S_59
	TGTACTGCCTCTTCGCTGTC
	AGGAAACCGACAGCGAAGAG
	28
	59.8
	60

	MiniB18S_60
	GCTGCGGTTAAAAAGCTCGT
	AGGAAACCGACAGCGAAGAG
	75
	59.8
	60

	MiniB18S_61
	TGCTGCGGTTAAAAAGCTCG
	AGGAAACCGACAGCGAAGAG
	76
	59.8
	60

	MiniB18S_62
	ACGAGGATCAATTGGAGGGC
	AGGAAACCGACAGCGAAGAG
	150
	59.8
	60

	MiniB18S_63
	CGAGGATCAATTGGAGGGCA
	AGGAAACCGACAGCGAAGAG
	149
	59.8
	60

	MiniB18S_64
	CGTAGTTGGATCTGGGTCCG
	AGGAAACCGACAGCGAAGAG
	58
	59.9
	60

	MiniB18S_65
	ATTGGAGGGCAAGTCTGGTG
	AGGAAACCGACAGCGAAGAG
	140
	60
	60

	MiniB18S_66
	GGTTGTACTGCCTCTTCGCT
	AGGAAACCGACAGCGAAGAG
	31
	60
	60

	MiniB18S_67
	TTCGTATGGCGGCGTTAGAG
	CGCCTTCGAACCTCTGACTT
	116
	60.2
	60

	MiniB18S_68
	AAGTCAGAGGTTCGAAGGCG
	ACTTTGGTTTCCCGGGACTG
	115
	60
	60.2

	MiniB18S_69
	GCGATCAGATACCGCCCTAG
	GACTTTGGTTTCCCGGGACT
	99
	60
	59.9

	MiniB18S_70
	AAGTCAGAGGTTCGAAGGCG
	GACTTTGGTTTCCCGGGACT
	116
	60
	59.9

	MiniB18S_71
	GCGATCAGATACCGCCCTAG
	AGACTTTGGTTTCCCGGGAC
	100
	59.8
	59.9

	MiniB18S_72
	AAGTCAGAGGTTCGAAGGCG
	AGACTTTGGTTTCCCGGGAC
	117
	60
	59.9

	MiniB18S_73
	AAGTCAGAGGTTCGAAGGCG
	CCCCCGGAACCAAAGACTTT
	130
	60
	60.2

	MiniB18S_74
	TTGATTCGGTGGTTGGTGGT
	TCCACCAACTAAGAACGGCC
	44
	59.8
	60

	MiniB18S_75
	GGCCGTTCTTAGTTGGTGGA
	GCAGGCTAGAGTCTCGTTCG
	66
	60
	60.2

	MiniB18S_76
	GGCCGTTCTTAGTTGGTGGA
	GCCGCTTGTCCCTCTAAGAA
	112
	60
	59.8

	MiniB18S_77
	TGGCCGTTCTTAGTTGGTGG
	CCCGGACATCTAAGGGCATC
	169
	60.3
	60

	MiniB18S_78
	TTCTTAGAGGGACAAGCGGC
	CCCGGACATCTAAGGGCATC
	76
	59.8
	60

	MiniB18S_79
	CGAACGAGACTCTAGCCTGC
	CCCGGACATCTAAGGGCATC
	122
	60.2
	60

	MiniB18S_80
	TTGATTCGGTGGTTGGTGGT
	CCCGGACATCTAAGGGCATC
	192
	59.8
	60

	MiniB18S_81
	GGCCGTTCTTAGTTGGTGGA
	CCCGGACATCTAAGGGCATC
	168
	60
	60

	MiniB18S_82
	GATGCCCTTAGATGTCCGGG
	CAATCCCCGATCCCAGTCAC
	118
	60
	60.2

	MiniB18S_83
	GATGCCCTTAGATGTCCGGG
	ATTGCAATCCCCGATCCCAG
	122
	60
	60.2

	MiniB18S_84
	GATGCCCTTAGATGTCCGGG
	TGTGTACAAAGGGCAGGGAC
	200
	60
	59.9

	MiniB18S_85
	GTGACTGGGATCGGGGATTG
	TTCAATCGGAGTAGCGACGG
	126
	60.2
	59.9

	MiniB18S_86
	CTGGGATCGGGGATTGCAAT
	TTCAATCGGAGTAGCGACGG
	122
	60.2
	59.9

	MiniB18S_87
	GTCCCTGCCCTTTGTACACA
	TTCAATCGGAGTAGCGACGG
	44
	59.9
	59.9

	MiniB18S_88
	TCCCTGCCCTTTGTACACAC
	TTCAATCGGAGTAGCGACGG
	43
	59.9
	59.9

	MiniB18S_89
	GTGACTGGGATCGGGGATTG
	GAGCCACCACTACAACACCA
	166
	60.2
	59.9

	MiniB18S_90
	CTGGGATCGGGGATTGCAAT
	GAGCCACCACTACAACACCA
	162
	60.2
	59.9

	MiniB18S_91
	GTCCCTGCCCTTTGTACACA
	GAGCCACCACTACAACACCA
	84
	59.9
	59.9

	MiniB18S_92
	TCCCTGCCCTTTGTACACAC
	GAGCCACCACTACAACACCA
	83
	59.9
	59.9

	MiniB18S_93
	CCGTCGCTACTCCGATTGAA
	GAGCCACCACTACAACACCA
	60
	59.9
	59.9

	MiniB18S_94
	GTCCCTGCCCTTTGTACACA
	TTCTCACCAAGAGCCACCAC
	94
	59.9
	59.9

	MiniB18S_95
	TCCCTGCCCTTTGTACACAC
	TTCTCACCAAGAGCCACCAC
	93
	59.9
	59.9

	MiniB18S_96
	TGGTGTTGTAGTGGTGGCTC
	TTCTCACCAAGAGCCACCAC
	30
	59.9
	59.9

	MiniB18S_97
	CCGTCGCTACTCCGATTGAA
	TTCTCACCAAGAGCCACCAC
	70
	59.9
	59.9

	MiniB18S_98
	TGGTGTTGTAGTGGTGGCTC
	TTTGGCGCTTCTCACCAAGA
	38
	59.9
	60.2

	MiniB18S_99
	CCGTCGCTACTCCGATTGAA
	TTTGGCGCTTCTCACCAAGA
	78
	59.9
	60.2

	MiniB18S_100
	GAGCAGGATGAAGCCAGAGG
	CGGACCTCCACCAGAGTTTC
	39
	60.2
	60


Table S2 List of mini-barcodes designed based on the full dataset of 5000 DNA sequences: 1000 sequences per phylum (Phragmoplastophyta, Apicomplexa, Arthropoda, Nematoda and Platyhelminthes). Shown in bold are the primers selected for this study.
	ID
	Forward
	Reverse
	In Parasite DB
	Product Size

	MiniB18S_101
	TTGCCCGTTTTGGTGACTCT
	CCTTGGATGTGGTAGCCGTT
	No
	188

	MiniB18S_102
	CTTAGCTGATCGCACGGTCT
	CCTTGGATGTGGTAGCCGTT
	No
	162

	MiniB18S_103
	CTTAGCTGATCGCACGGTCT
	CTGCCTTCCTTGGATGTGGT
	No
	169

	MiniB18S_104
	CGGGTAACGGAGAATCAGGG
	ACAGACCTCAGAGCCCGTAT
	No
	147

	MiniB18S_105
	CAGGGTTCGATTCCGGAGAG
	ACAGACCTCAGAGCCCGTAT
	No
	132

	MiniB18S_106
	AACGGCTACCACATCCAAGG
	ACAGACCTCAGAGCCCGTAT
	No
	101

	MiniB18S_41
	CAGGGTTCGATTCCGGAGAG
	CACCAGACTTGCCCTCCAAT
	Yes
	192

	MiniB18S_42
	ACCACATCCAAGGAAGGCAG
	CACCAGACTTGCCCTCCAAT
	Yes
	154

	MiniB18S_43
	AACGGCTACCACATCCAAGG
	CACCAGACTTGCCCTCCAAT
	Yes
	161

	MiniB18S_107
	TCTTGATTCGGTGGGTGGTG
	CCCGGACATCTAAGGGCATC
	No
	192

	MiniB18S_81
	GGCCGTTCTTAGTTGGTGGA
	CCCGGACATCTAAGGGCATC
	Yes
	166

	MiniB18S_108
	GATGCCCTTAGATGTCCGGG
	ACCCCTATCCCCATCACGAA
	No
	114

	MiniB18S_109
	GATGCCCTTAGATGTCCGGG
	AACCCCTATCCCCATCACGA
	No
	115

	MiniB18S_110
	GATGCCCTTAGATGTCCGGG
	CAACCCCTATCCCCATCACG
	No 
	116

	MiniB18S_84
	GATGCCCTTAGATGTCCGGG
	TGTGTACAAAGGGCAGGGAC
	Yes
	197

	MiniB18S_111
	TTCGTGATGGGGATAGGGGT
	TGTGTACAAAGGGCAGGGAC
	No
	103

	MiniB18S_112
	TCGTGATGGGGATAGGGGTT
	TGTGTACAAAGGGCAGGGAC
	No
	102

	MiniB18S_113
	GATGCCCTTAGATGTCCGGG
	GTGTGTACAAAGGGCAGGGA
	No
	198

	MiniB18S_114
	TTCGTGATGGGGATAGGGGT
	GTGTGTACAAAGGGCAGGGA
	No
	104

	MiniB18S_115
	TCGTGATGGGGATAGGGGTT
	GTGTGTACAAAGGGCAGGGA
	No
	103


Table S3 Taxonomic coverage and resolution at different taxonomic levels (in percentage) of each primer pair across the 10 target phyla and their respective kingdoms. The values presented are the percentage of unambiguously amplified/identified phyla, classes, orders, families, genera and species within each kingdom/phylum. Taxonomical classification according to SILVA's reference database. N seq. indicates the number of sequences (species) of these taxa present in the reference dataset. 
	MiniB18S_41
	Taxonomic coverage
	Taxonomic resolution

	Kingdom
	Phylum
	N seq.
	Phylum
	Class
	Order
	Family
	Genus
	Species
	Phylum
	Class
	Order
	Family
	Genus
	Species

	Alveolata
	 
	11651
	100.0
	100.0
	100.0
	97.6
	94.6
	87.4
	28.6
	46.7
	60.0
	46.3
	60.2
	36.7

	
	Apicomplexa
	1499
	
	100.0
	100.0
	100.0
	96.9
	95.5
	
	100.0
	100.0
	100.0
	76.2
	34.0

	Chloroplastida
	 
	12166
	100.0
	93.3
	98.1
	
	98.8
	89.3
	75.0
	28.6
	12.8
	
	20.6
	26.9

	
	Phragmoplastophyta
	8895
	
	100.0
	98.3
	
	99.1
	86.7
	
	33.3
	8.5
	
	18.6
	29.4

	Fungi
	 
	15748
	100.0
	100.0
	88.5
	88.1
	85.4
	81.5
	33.3
	43.9
	34.9
	31.3
	33.1
	17.3

	
	Ascomycota
	7992
	
	100.0
	76.3
	76.3
	77.0
	73.0
	
	27.3
	23.9
	27.0
	30.8
	16.1

	
	Basidiomycota
	5824
	
	100.0
	100.0
	100.0
	97.7
	95.1
	
	47.4
	36.4
	25.7
	26.4
	12.4

	Metazoa
	 
	25557
	100.0
	96.7
	97.4
	97.5
	
	91.6
	62.9
	57.5
	52.0
	77.9
	
	29.4

	
	Annelida
	1669
	
	100.0
	100.0
	100.0
	
	97.4
	
	50.0
	26.1
	80.0
	
	27.4

	
	Arthropoda
	13319
	
	100.0
	98.7
	
	
	93.4
	
	71.4
	52.6
	
	
	21.1

	
	Mollusca
	1586
	
	100
	100
	
	
	97.5
	
	86
	62
	
	
	17.80

	
	Nematoda
	2173
	
	100.0
	100.0
	
	
	90.2
	
	100.0
	26.7
	
	
	47.5

	
	Platyhelminthes
	1969
	
	100.0
	100.0
	97.3
	
	87.5
	
	100.0
	79.5
	86.1
	
	52.2

	
	Vertebrata
	1137
	
	84.6
	91.7
	
	
	79.2
	
	9.1
	18.2
	
	
	41.8


	MiniB18S_43
	Taxonomic coverage
	Taxonomic resolution

	Kingdom
	Phylum
	N seq.
	Phylum
	Class
	Order
	Family
	Genus
	Species
	Phylum
	Class
	Order
	Family
	Genus
	Species

	Alveolata
	 
	11651
	100.0
	100.0
	100.0
	100.0
	91.8
	89.2
	28.6
	46.7
	60.0
	45.2
	57.6
	33.6

	
	Apicomplexa
	1499
	
	100.0
	100.0
	100.0
	93.8
	95.7
	
	100.0
	100.0
	100.0
	73.8
	31.6

	Chloroplastida
	 
	12166
	100.0
	100.0
	98.7
	
	99.1
	91.6
	75.0
	33.3
	13.4
	
	19.1
	25.5

	
	Phragmoplastophyta
	8895
	
	100.0
	98.3
	
	99.3
	89.7
	
	33.3
	8.5
	
	17.0
	28.3

	Fungi
	 
	15748
	100.0
	86.0
	88.5
	90.1
	90.7
	90.0
	33.3
	36.7
	31.9
	28.2
	27.2
	15.6

	
	Ascomycota
	7992
	
	100.0
	98.9
	98.6
	97.6
	94.5
	
	27.3
	26.1
	24.4
	25.2
	14.4

	
	Basidiomycota
	5824
	
	57.9
	68.2
	78.6
	79.4
	84.2
	
	27.3
	33.3
	24.2
	20.7
	9.9

	Metazoa
	 
	25557
	91.4
	96.7
	96.4
	97.5
	
	90.4
	59.4
	51.7
	46.8
	75.3
	
	27.0

	
	Annelida
	1669
	
	100.0
	100.0
	100.0
	
	96.6
	
	50.0
	26.1
	80.0
	
	24.4

	
	Arthropoda
	13319
	
	92.9
	98.7
	
	
	93.8
	
	69.2
	50.0
	
	
	19.5

	
	Mollusca
	1586
	
	100.0
	100.0
	
	
	97.5
	
	85.7
	61.5
	
	
	16.4

	
	Nematoda
	2173
	
	100.0
	100.0
	
	
	71.8
	
	100.0
	20.0
	
	
	46.6

	
	Platyhelminthes
	1969
	
	100.0
	97.4
	100.0
	
	86.3
	
	100.0
	71.0
	83.8
	
	49.3

	
	Vertebrata
	1137
	
	92.3
	91.7
	
	
	80.5
	
	16.7
	18.2
	
	
	39.3


	MiniB18S_81
	Taxonomic coverage
	Taxonomic resolution

	Kingdom
	Phylum
	N seq.
	Phylum
	Class
	Order
	Family
	Genus
	Species
	Phylum
	Class
	Order
	Family
	Genus
	Species

	Alveolata
	 
	11651
	100.0
	100.0
	100.0
	100.0
	95.2
	93.9
	28.6
	40.0
	40.0
	42.9
	61.6
	38.3

	
	Apicomplexa
	1499
	
	100.0
	100.0
	100.0
	95.4
	85.0
	
	100.0
	100.0
	100.0
	71.0
	41.3

	Chloroplastida
	 
	12166
	100.0
	100.0
	99.4
	
	98.3
	89.4
	75.0
	53.3
	31.6
	
	40.2
	32.8

	
	Phragmoplastophyta
	8895
	
	100.0
	100.0
	
	98.4
	87.2
	
	100.0
	31.1
	
	39.4
	34.5

	Fungi
	 
	15748
	93.3
	100.0
	100.0
	96.6
	94.2
	92.4
	50.0
	45.6
	43.5
	40.2
	38.1
	20.0

	
	Ascomycota
	7992
	
	100.0
	100.0
	98.3
	95.3
	90.8
	
	27.3
	35.5
	33.9
	32.6
	18.0

	
	Basidiomycota
	5824
	
	100.0
	100.0
	99.1
	96.7
	96.3
	
	57.9
	45.4
	40.4
	38.8
	14.5

	Metazoa
	 
	25557
	97.1
	98.9
	98.7
	97.5
	
	93.7
	58.8
	61.8
	69.2
	89.6
	
	58.6

	
	Annelida
	1669
	
	100.0
	100.0
	100.0
	
	97.5
	
	100.0
	87.0
	100.0
	
	56.9

	
	Arthropoda
	13319
	
	92.9
	96.1
	
	
	94.5
	
	76.9
	73.0
	
	
	59.2

	
	Mollusca
	1586
	
	100.0
	100.0
	
	
	96.5
	
	100.0
	84.6
	
	
	42.5

	
	Nematoda
	2173
	
	100.0
	100.0
	
	
	94.9
	
	100.0
	53.3
	
	
	61.6

	
	Platyhelminthes
	1969
	
	100.0
	100.0
	100.0
	
	94.9
	
	100.0
	89.7
	100.0
	
	81.5

	
	Vertebrata
	1137
	
	92.3
	91.7
	
	
	71.7
	
	50.0
	63.6
	
	
	40.5


	566F/1200R
	Taxonomic coverage
	Taxonomic resolution

	Kingdom
	Phylum
	N seq.
	Phylum
	Class
	Order
	Family
	Genus
	Species
	Phylum
	Class
	Order
	Family
	Genus
	Species

	Alveolata
	
	11651
	100.0
	100.0
	100.0
	100.0
	99.7
	94.1
	57.1
	80.0
	65.0
	61.9
	87.9
	79.8

	
	Apicomplexa
	1499
	
	100.0
	100.0
	100.0
	100.0
	98.5
	
	100.0
	100.0
	100.0
	96.9
	76.0

	Chloroplastida
	
	12166
	100.0
	100.0
	100.0
	
	98.8
	89.8
	75.0
	60.0
	72.3
	
	84.1
	64.1

	
	Phragmoplastophyta
	8895
	
	100.0
	98.3
	
	96.3
	85.5
	
	100.0
	80.3
	
	87.3
	65.8

	Fungi
	
	15748
	93.3
	98.3
	99.5
	99.0
	97.7
	95.6
	100.0
	96.4
	86.3
	81.4
	81.4
	60.5

	
	Ascomycota
	7992
	
	100.0
	100.0
	97.9
	97.1
	94.1
	
	90.9
	84.9
	74.7
	75.1
	49.8

	
	Basidiomycota
	5824
	
	100.0
	100.0
	100.0
	98.7
	97.2
	
	100.0
	84.8
	85.7
	88.3
	67.3

	Metazoa
	
	25557
	100.0
	97.8
	98.0
	97.5
	
	93.9
	85.7
	86.4
	90.7
	98.7
	
	79.1

	
	Annelida
	1669
	
	100.0
	100.0
	100.0
	
	97.0
	
	100.0
	91.3
	100.0
	
	78.0

	
	Arthropoda
	13319
	
	100.0
	98.7
	
	
	95.4
	
	85.7
	89.5
	
	
	76.8

	
	Mollusca
	1586
	
	100.0
	100.0
	
	
	97.4
	
	71.4
	92.3
	
	
	66.0

	
	Nematoda
	2173
	
	100.0
	100.0
	
	
	96.4
	
	0.0
	80.0
	
	
	86.4

	
	Platyhelminthes
	1969
	
	100.0
	100.0
	100.0
	
	85.7
	
	100.0
	94.9
	100.0
	
	92.9

	
	Vertebrata
	1137
	
	92.3
	91.7
	
	
	76.5
	
	75.0
	100.0
	
	
	71.8


	nucLSUDf1/nucLSUDr1
	Taxonomic coverage
	Taxonomic resolution

	Kingdom
	Phylum
	N seq.
	Phylum
	Class
	Order
	Family
	Genus
	Species
	Phylum
	Class
	Order
	Family
	Genus
	Species

	Alveolata
	
	510
	100.0
	100.0
	90.9
	92.9
	91.9
	68.0
	100.0
	100.0
	100.0
	100.0
	91.2
	38.3

	
	Apicomplexa
	252
	
	100.0
	80.0
	
	91.7
	49.2
	
	100.0
	100.0
	
	81.8
	34.7

	Chloroplastida
	
	10340
	
	100.0
	
	
	
	78.0
	
	100.0
	
	
	
	29.7

	
	Phragmoplastophyta
	10332
	
	
	
	
	
	78.0
	
	
	
	
	
	29.7

	Fungi
	
	5129
	90.9
	100.0
	100.0
	
	
	89.0
	70.0
	69.0
	73.3
	
	
	20.0

	
	Ascomycota
	3527
	
	100.0
	100.0
	
	
	88.8
	
	66.7
	68.0
	
	
	16.6

	
	Basidiomycota
	1104
	
	100.0
	100.0
	
	
	88.8
	
	87.5
	77.8
	
	
	24.8

	Metazoa
	
	11007
	100.0
	100.0
	100.0
	
	
	80.9
	100.0
	94.7
	92.0
	
	
	57.2

	
	Annelida
	369
	
	100.0
	
	
	
	96.7
	
	100.0
	
	
	
	71.7

	
	Arthropoda
	5625
	
	100.0
	100.0
	
	
	80.7
	
	100.0
	100.0
	
	
	62.4

	
	Mollusca
	874
	
	100.0
	100.0
	
	
	91.8
	
	83.3
	100.0
	
	
	46.8

	
	Nematoda
	665
	
	100.0
	100.0
	
	
	58.6
	
	100.0
	60.0
	
	
	58.7

	
	Platyhelminthes
	661
	
	100.0
	100.0
	
	
	79.6
	
	100.0
	100.0
	
	
	33.1

	
	Vertebrata
	508
	
	50.0
	
	
	
	59.1
	
	
	
	
	
	35.3


	Short28SF/Short28SR
	Taxonomic coverage
	Taxonomic resolution

	Kingdom
	Phylum
	N seq.
	Phylum
	Class
	Order
	Family
	Genus
	Species
	Phylum
	Class
	Order
	Family
	Genus
	Species

	Alveolata
	
	510
	100.0
	100.0
	100.0
	100.0
	100.0
	95.3
	80.0
	85.7
	90.9
	100.0
	83.8
	36.2

	
	Apicomplexa
	252
	
	100.0
	100.0
	
	100.0
	93.6
	
	100.0
	100.0
	
	83.3
	36.0

	Chloroplastida
	
	10340
	
	100.0
	
	
	
	86.0
	
	100.0
	
	
	
	31.7

	
	Phragmoplastophyta
	10332
	
	
	
	
	
	86.0
	
	
	
	
	
	31.7

	Fungi
	
	5129
	90.9
	100.0
	100.0
	
	
	92.6
	80.0
	62.1
	66.7
	
	
	16.2

	
	Ascomycota
	3527
	
	100.0
	100.0
	
	
	91.5
	
	41.7
	60.0
	
	
	14.0

	
	Basidiomycota
	1104
	
	100.0
	100.0
	
	
	94.6
	
	75.0
	55.6
	
	
	17.3

	Metazoa
	
	11007
	100.0
	100.0
	100.0
	
	
	91.2
	77.8
	82.5
	92.0
	
	
	46.0

	
	Annelida
	369
	
	100.0
	
	
	
	98.1
	
	100.0
	
	
	
	53.3

	
	Arthropoda
	5625
	
	100.0
	100.0
	
	
	88.2
	
	90.9
	100.0
	
	
	52.9

	
	Mollusca
	874
	
	100.0
	100.0
	
	
	97.9
	
	83.3
	100.0
	
	
	37.0

	
	Nematoda
	665
	
	100.0
	100.0
	
	
	88.9
	
	100.0
	60.0
	
	
	33.3

	
	Platyhelminthes
	661
	
	100.0
	100.0
	
	
	89.7
	
	100.0
	100.0
	
	
	30.7

	
	Vertebrata
	508
	
	50.0
	
	
	
	81.9
	
	
	
	
	
	35.1


[image: image1.jpg]in-tailed Sandgrouse
faecal samples
of the flock #1

A DNA extraction for each faecal sample
(~20 DNA samples)

/ \ DNA samples of each flock were poolled in 3 pools

of 5-7 samples according to their DNA quantity (ug/ml)
and quality (A260/280 and A260/230 ratios). A Pool of high,
one of medium and one of low DNA quantity and quality.
The criteria for pooling the samples depended on the DNA

quantity and quality of the samples of each flock.
Pool 1 Pool 2 Pool 3
(5-7 DNA Samples)  (5-7 DNA Samples) (5-7 DNA Samples)

/ \..
PCR1 PCR 2 PCR3 PCR 1 PCR 2 PCR3 PCR 1 PCR 2 PCR3

of Pool 1 with lllumina adaptor 1 of Pool 2 with lllumina adaptor 1 of Pool 3 with lllumina adaptor 1
Three PCR reactions were run per sample

pool. The same lllumina adaptor was used
for all amplified outputs of the PCR reactios
\{ M 12 (of the nine PCR; three per pool). A different

Illumina adaptor was used per each bird flock.

A single DNA sample of Pin-tailed Sandgrouse flock #1

*12 samples were sequenced in an lllumina MiSeq NGS, a single sample per flock.




Figure S1 Diagram of the sample processing, from faecal samples to sequencing in an Illumina MiSeq NGS platform.
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Figure S2 Amplicon lengths in each barcode. 

