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Table S1. Characterization of nucleotide sequences derived from Pa/Du-RDA assay.

	
	Typea
	GenBank accession number 
	Length

 (in bp)
	GC content (%) b
	BlastN c
	TBlastX d
	BlastX d
	Gypsy DataBase

BlastX e
	Conserved Domain Database f

	GROUP A
	1.1 (16)
	HN280454
	226
	57.96
	NS
	NS
	NS
	NS
	NF

	
	1.2 (4)
	HN280455
	200
	59
	NS
	NS
	NS
	NS
	NF

	
	1.3 (6)
	HN280456
	235
	59.15
	NS
	NS
	NS
	NS
	NF

	
	1.4 (5)
	HN280457
	190
	48.42
	NS
	NS
	NS
	NS
	NF

	
	1.5 (3)
	HN280458
	215
	48.11
	NS
	NS
	NF
	NS
	NF

	
	1.6 (2)
	HN280459
	199
	54.27
	NS
	NS
	NS
	NS
	NF

	
	1.8 (3)
	HN280461
	172
	48.84
	NS
	NS
	NS
	NS
	NF

	
	1.7 (4)
	HN280460
	233
	48.93
	NS
	5e-11; Vitis vinifera predicted mRNA XM002268519.1; 44; 66; 46
	4e-11; V. vinifera hypothetical protein XP002268555.1; 42; 67; 99
	NS
	NF

	
	1.9 (3)
	HN280462
	236
	45.34
	NS
	2e-13; V. vinifera predicted mRNA XR077777.1; 52; 69; 75
	1e-10; V. vinifera hypothetical protein XP002264251.1; 52; 69; 75
	AP Del; 9e-10; Lilium henryi X13886; 46; 72
	

	
	1.10 (5)
	HN280463
	209
	46.89
	NS
	8e-16; Malus x domestica genomic DNA AB270792.1; 47; 63; 99
	4e-10; Arabidopsis thaliana putative Ty3-Gypsy integrase AAD15474.1; 45; 64; 98
	INT Tat4-1; 6e-10; A. thaliana AB005247; 37; 55;
	NF

	GROUP B
	1.11 (4)
	HN280464
	253
	50.59
	NS
	2e-17; Daucus carota genomic DNA FJ148886.1; 49; 64; 91
	2e-11; V. vinifera hypothetical protein CAN72377.1; 41; 64; 87
	GAG Calypso5-1; 6e-06, Glycine max AF186186; 28; 49
	NF

	
	1.12 (6)
	HN280465
	291
	48.11
	1e-63; Ilex paraguariensis Ty3/gypsy retrotransposon GU129908.1; 78; 94
	2e-34; I. paraguariensis  Ty3/gypsy retrotransposon GU129908.1; 71; 76; 98
	1e-19; V. vinifera hypothetical protein CAN68184.1; 54; 71; 94
	INT Del; 5e-07; L. henryi X13886; 68; 79
	NF

	
	1.13 (7)
	HN280466
	164
	46.95
	1e-16; Cucumis melo genomic DNA AF499727.1; 74; 89
	3e-21; V. vinifera genomic DNA AM431122.2; 79; 83; 99
	6e-16; V. vinifera hypothetical protein CAN68605.1; 72; 81; 99
	RnaseH Retrosat-2; 2e-17; Oryza sativa AF111709; 66; 75
	RNaseH superfamily [cl14782]; 2.66e-21; [cd09274]; active site and RNA/DNA hybrid binding site detected.

	
	1.14 (4)
	HN280467
	201
	50.25
	1e-15; Lotus japonicus genomic DNA AP009802.1, 82; 44
	2e-17; V. vinifera genomic DNA AM477779.2; 66; 75; 85
	4e-13; V. vinifera hypothetical protein XP002263273.1; 64; 75; 85
	RnaseH Peabody; 8e-12; Pisum sativum AF083074.1; 75; 93
	RNaseH superfamily [cl14782]; 9.74e-15; [cd09274]

	
	1.15 (6)
	HN280468
	204
	58.33
	2e-59; I. paraguariensis Ty3/gypsy retrotransposon GU129908.1; 82; 100
	3e-29; I. paraguariensis Ty3/gypsy retrotransposon GU129908.1; 80; 83; 99
	8e-14; V. vinifera hypothetical protein CAN68184.1; 55; 68; 99
	CHR Del; 5e-09; L. henryi X13886; 56; 71
	Chromatin Organization Modifier [cl17459]; 7.48e-08; pfam00385

	
	1.16 (5)
	HN280469
	216
	53.70
	4e-04; Zea mays genomic DNA AC203284.4; 80; 26
	3e-18; Chenopodium quinoa genomic DNA EU024570.1; 61; 80; 90
	1e-13; A. thaliana genomic DNA AC027665-19; 60; 80; 85
	RT Tat4-1; 2e-12; A. thaliana AB005247; 60; 82
	NF

	GROUP C
	1.17 (3)
	HN280470
	192
	61.46
	9e-80; Hua gabonii NADH mitocondrial FJ670449.1; 98; 99
	4e-37; Nuytsia floribunda NADH mitocondrial DQ110282.1; 98; 100; 98
	5e-15; Amborella trichopoda hypothetical protein XP_006857106.1; 78; 84; 71

	NT
	NT

	
	1.18 (7)
	HN280471
	233
	57.08
	4e-112; Nandina domestica trnA-UGC DQ923117.1; 99; 100
	1e-47; Megaleranthis saniculifolia chloroplast DNA FJ597983.1; 98; 98; 99
	1e-31; A. trichopoda hypothetical protein

ERM97427.1; 96; 96; 99
	NT
	NT

	
	1.19 (6)
	HN280472
	255
	58.82
	2e-122; Olea europaea chloroplast DNA GU228899; 98; 100
	4e-51; O. europaea chloroplast DNA GU228899, 97; 98; 100
	3e-17; Eucalyptus guilfoylei hypothetical protein YP_008577454.1 97; 100;43
	NT
	NT


a, the number of clones, between parenthesis. b, in italics, GC contents < 50%. c, E-value; name and accession number of the best scored hit; percentage of identity with the best scored hit; percentage of query coverage. d, E-value; name and accession number of the best scored hit; percentage of identity with the best scored hit; percentage of positive shared residues; percentage of query coverage. e, in bold, the name of retrieved Ty3/Gypsy retrotransposon domain (AP= aspartic peptidase or protease; CHR= chromodomain; GAG= polyprotein precursor; INT= integrase; RT= retrotranscriptase, RNAseH= ribonuclease H); E-value; host name and accession number of retrieved sequence; percentage of identity with the best scored hit; percentage of positive shared residues. f, Domain superfamily; E-value; specific hit; description of motif, when detected. NS, non-significant similarity. NS, non-significant plant matches. NF, no matches were found. NT, not tested.

Table S2. Characterization of nucleotide sequences derived from Du/Pa-RDA assay.
	
	Typea
	GenBank accession number
	Length

 (in bp)
	 GC content (%) b
	BlastN c
	TBlastX d
	BlastX d
	Gypsy DataBase

BlastX e
	Conserved Domain Database f

	GROUP A
	2.1 (5)
	HN280473
	228
	43.42
	NS
	NS
	NF
	NF
	NS

	
	2.2 (5)
	HN280474
	198
	41.41
	NS
	NS
	NF
	NS
	NF

	
	2.3 (3)
	HN280475
	221
	42.99
	NS
	NS
	NF
	NS
	NF

	
	2.4 (6)
	HN280476
	198
	42.42
	NS
	NS
	NS
	NS
	NF

	
	2.5 (3)
	HN280477
	257
	37.74
	NS
	NS
	NS
	NS
	NF

	
	2.6 (3)
	HN280478
	189
	50.26
	NS
	NS
	NS
	NS
	NF

	
	2.7 (8)
	HN280479
	232
	50.00
	NS
	NS
	NS
	NS
	NF

	
	2.8 (4)
	HN280480
	255
	61.18
	NS
	NS
	NS
	NS
	NS

	
	2.9 (1)


	HN280481
	250
	43.20
	NS
	NS
	NS
	NS
	RNaseH I family [cd09279]; 2.82e-18; active site and RNA/DNA hybrid binding site detected.

	
	2.10 (2)
	HN280482
	155
	48.39
	NS
	NS
	NS
	NS
	NS

	
	2.13 (4)
	HN280485
	178
	51.69
	NS
	NS
	NS
	NS
	NF

	
	2.14 (5)
	HN280486
	230
	44.35
	NS
	NS
	NS
	NS
	NF

	
	2.18 (3)
	HN280490
	231
	44.59
	NS
	NS
	NS
	NS
	Catalytic domain of Protein Tyrosine Kinases superfamily [cl09925]; 1.85e-21; [cd00192]; active site, ATP and substrate binding site detected

	
	2.11 (6)
	HN280483
	193
	49.22
	NS
	4e-12; Cymbidium lancifolium genomic DNA EU547543.1; 46; 68; 93 
	NS
	RT B1147A04.5; 2e-10; O. sativa AP003735; 54; 66 
	NF

	
	2.12 (3)
	HN280484
	210
	45.24
	NS
	6e-17; V. vinifera genomic DNA AM438403.1; 60; 73; 90 
	5e-14; V. vinifera hypothetical protein CAN63002.1; 56; 75; 89 
	NS
	EF-hand, calcium binding motif [cd00051]; 4.44e-07;  Ca2+ binding site detected.

	
	2.15 (3)
	HN280487
	218
	48.62
	1e-22; V. vinifera genomic DNA AM426403.2; 76; 71 
	NS
	NF
	NS
	NF

	GROUP B
	2.16 (5)
	HN280488
	263
	46.39
	8e-84; I. paraguariensis Ty3/gypsy retrotransposon GU129908.1;86; 99 
	4e-43; I. paraguariensis Ty3/gypsy retrotransposon GU129908.1; 81; 89; 99 
	5e-30; V. vinifera hypothetical protein CAN69016.1; 68; 77; 98 
	INT Retrosat-2; 4e-26; O. sativa AF111709; 53; 75 
	NF

	
	2.17 (2)
	HN280489
	211
	38.86
	2e-20; Medicago truncatula genomic DNA AC138453.8; 73; 87 
	4e-25; G. max retrotransposon gmw2-129e12-re-3, FJ198015.1; 65; 79; 98 
	2e-20; V. vinifera hypothetical protein CAN71759.1; 63; 81; 98 
	RNaseH Vitico1-2; 1e-17; V. vinifera AM462010; 50; 75 
	RNaseH I RT Ty1/Copia family [cd09272]; 6.28e-26

	
	2.19 (3)
	HN280491
	221
	46.15
	1e-22; V. vinifera hypothetical protein XM002282295.1; 83; 47 
	3e-16; M. truncatula genomic DNA CU633473.4; 86; 94; 52 
	2e-12; V. vinifera hypothetical protein CBI19568.1;91; 97; 48 
	NS
	Peptidase S10 superfamily [cl08270], 2.03 e-16; Serine Carboxypeptidase; pfam00450

	
	2.20 (1)
	HN280492
	174
	65.52
	1e-22; Solanum lycopersicum genomic DNA AC238508.3; 75; 95 
	9e-23; S. lycopersicum genomic DNA AC238508.3; 74; 90; 95 
	1e-13; V. vinifera hypothetical protein CAN68983.1; 64; 84; 98 
	NS
	Rossmann-fold NAD(P)-binding proteins superfamily [cl09931], Flavonoid reductase extended SDRs  [cd08958]; 3.35e-20; NAD(P) binding site and active site detected

	
	2.21 (3)
	HN280493
	252
	47.62
	2e-122; Coffea liberica nuclear ribosomal DNA EU650388.1; 99; 100 
	2e-51; Artemisia annua ribosomal DNA EZ226955.1; 97; 97; 99 
	3e-53 hypothetical protein M. truncatula AES97357.1; 98; 95; 98
	NT
	NT

	
	2.22 (2)
	HN280495
	163
	46.01
	2e-44; Carica papaya mitochondrial NADH EU431224.1; 82; 100 
	2e-12; C. papaya mitochondrial NADH EU431224.1; 77; 81; 50 
	NS
	NT
	NT

	C
	2.23 (4)
	HN280494
	221
	46.61
	4e-105; Ilex cornuta chloroplast RNA polymerase GQ997360.1; 98; 100 
	2e-42; I. cornuta chloroplast RNA polymerase Q997360.1; 97; 97; 99 
	6e-39;  I. cornuta RNA polymerase beta subunit protein  ADD31153.1; 96; 97; 99 
	NT
	NT

	GROUP
	2.24 (8)
	HN280496
	240
	51.67
	7e-116; Rhodoleia championii chloroplast trnI-GAU EF207455.1, 99; 99 
	1e-46 ; A. annua chloroplast EZ211954.1; 97; 97; 99 
	2e-21; Genlisea aurea hypothetical protein, partial EPS74534.1; 93; 95;73
	NT
	NT

	
	2.25 (9)
	HN280497
	216
	55.56
	6e-103; Nandina domestica chloroplast DQ923117.1; 99; 100 
	3e-41; O. sativa AC112514.1; 100; 100; 99 
	5e-27 Amborella trichopoda hypothetical protein ERM97427.1; 94; 95; 99  
	NT
	NT

	
	2.26 (3)
	HN280498
	249
	44.18
	3e-96; Ilex yunnanensis chloroplast rbcL FJ394653.1; 99; 81 
	3e-40; Berberidopsis corallina chloroplast rbcL AJ235773; 100; 100; 81
	9e-41 Lobelia aguana ribulose-1,5-bisphosphate carboxylase/oxygenase large subunit; ABD78456.1; 99; 98;80
	NT
	NT

	
	2.27 (5)
	HN280499
	226
	55.75
	4e-106; A. annua chloroplast EZ328888.1; 100; 96 
	3e-42; Vigna radiata chloroplast rDNA 16S GQ893027.1; 100; 100; 96 
	4e-41 Phillyrea latifolia hypothetical protein precursor CAK18872.1; 100; 100; 95 
	NT
	NT


a, number of clones, between parenthesis. b, in italics GC contents < 50%. c, E-value; name and accession number of the best scored hit; percentage of identity with the best scored hit; percentage of query coverage. d, E-value; name and accession number of the best scored hit; percentage of identity with the best scored hit; percentage of positive shared residues; percentage of query coverage. e, in bold, the name of retrieved Ty3/Gypsy retrotransposon domain (INT= integrase; RT= retrotranscriptase, RNAseH= ribonuclease H); E-value; host name and accession number of retrieved sequence; percentage of identity with the best scored hit; percentage of positive shared residues. f, Domain super family; E-value; specific hit; description of motif, when detected. NS, non-significant similarity. NS, non-significant plant matches. NF, no matches were found. NT, not tested.

