Additional file 1: Number of chromosomes and estimates of genetic map length, physical genome size, genome-wide rate of recombination and mean expected heterozygosity at SSR’s (He) for 81 higher plant species classified according to their type of life-form. The rates of recombination were corrected following Hall & Willis (2005).
	Life-form /

Species
	Familly
	No. Chrom.
	Map length (cM)
	Genome size (Mb)
	Recomb. rate (cM/Mb)
	Corrected recomb. rate (cM/Mb)
	He
	Referencesa

	Herbs
	
	
	
	
	
	
	
	

	Spinacia oleracea
	Amaranthaceae
	12
	  585.0
	  1007.3
	0.581
	0.593
	0.680
	69, 70

	Daucus carota
	Apiaceae
	18
	  534.4
	    978.0
	0.546
	0.567
	0.236
	16, 140 

	Catharanthus roseus
	Apocynaceae
	16
	1131.9
	  2376.5
	0.476
	0.488
	0.560
	55, 122

	Asparagus officinalis
	Asparagaceae
	22
	  721.4
	  1320.3
	0.546
	0.553
	0.530
	1, 125

	Helianthus agnus
	Asteraceae
	34
	  828.0
	  2376.5
	0.348
	0.351
	0.670
	21, 54

	Helianthus petiolaris
	Asteraceae
	34
	1592.0
	  3325.2
	0.479
	0.487
	0.660
	21, 54

	Cynara cardunculus
	Asteraceae
	34
	1330.5
	  1075.8
	1.237
	1.232
	0.499
	3, 78

	Cichorium intybus var. foliosum
	Asteraceae
	18
	  609.6
	    978.0
	0.623
	0.638
	0.237
	50, 135

	Brassica oleracea
	Brassicaceae
	18
	1606.0
	    762.8
	2.105
	2.11
	0.775
	20, 33

	Arabidopsis lyrata
	Brassicaceae
	16
	  515.0
	    230.0
	2.239
	2.241
	0.310
	34, 75

	Arabidopsis thaliana
	Brassicaceae
	10
	  520.0
	    123.5
	4.211
	4.211
	0.060
	58, 136

	Ananas comosus
	Bromeliaceae
	50
	4146.0
	    537.9
	7.708
	7.624
	0.509
	23, 71

	Humulus lupulus
	Cannabaceae
	20
	  661.9
	2836.2
	0.233
	0.245
	0.672
	26, 65

	Cucumis melo
	Cucurbitaceae
	24
	1654.0
	    929.1
	1.780
	1.781
	0.532
	102, 123

	Cucurbita pepo
	Cucurbitaceae
	40
	1936.0
	    537.9
	3.599
	3.601
	0.620
	51, 52

	Vicia faba
	Fabaceae
	24
	1559.0
	13036.7
	0.119
	0.12
	0.480
	66, 111

	Trifolium pratense
	Fabaceae
	14
	  444.2
	    635.7
	0.699
	0.702
	0.880
	60, 72

	Vigna angulares
	Fabaceae
	22
	  832.1
	    518.3
	1.605
	1.597
	0.170
	57, 141

	Vigna radiata
	Fabaceae
	22
	  737.9
	  1271.4
	0.580
	0.584
	0.313
	62, 124

	Antirrhinum molle
	Plantaginaceae
	16
	  613.0
	  1564.8
	0.392
	0.401
	0.610
	119, 147

	Antirrhinum majus
	Plantaginaceae
	16
	  613.0
	  1564.8
	0.392
	0.401
	0.450
	119, 147

	Zizania palustres
	Poaceae
	30
	1805.0
	  2132.1
	0.847
	0.846
	0.558
	68, 108

	Oryza sativa
	Poaceae
	24
	1575.0
	   489.0
	3.221
	3.221
	0.700
	49, 77

	Lolium perenne
	Poaceae
	14
	  811.0
	  2034.2
	0.398
	0.396
	0.560
	46, 126

	Zea mays
	Poaceae
	20
	1784.7
	  2669.9
	0.668
	0.67
	0.890
	35, 126

	Zea luxurians
	Poaceae
	20
	1397.0
	  4479.2
	0.312
	0.308
	0.730
	48, 84

	Zea diploperennis
	Poaceae
	20
	1247.0
	  2591.7
	0.481
	0.479
	0.650
	48, 143

	Festuca pratensis
	Poaceae
	14
	  658.8
	  8704.2
	0.076
	0.074
	0.370
	4, 48

	Triticum monococcum
	Poaceae
	14
	1067.0
	  5868.0
	0.182
	0.183
	0.423
	44, 88

	Hordeum vulgare
	Poaceae
	14
	  925.6
	  5418.1
	0.171
	0.171
	0.450
	83, 131

	Hordeum spontaneum
	Poaceae
	14
	  445.0
	  5379.0
	0.083
	0.083
	0.520
	61, 137

	Fagopyrum esculentum
	Polygonaceae
	16
	  508.3
	  1359.4
	0.374
	0.377
	0.819
	64, 144

	Fagopyrum homotropicum
	Polygonaceae
	16
	  548.9
	  1095.4
	0.501
	0.512
	0.714
	73, 145

	Lycopersicum peruvianum
	Solanaceae
	24
	1073.0
	  1124.7
	0.954
	0.96
	0.568
	5, 138

	Lycopersicum esculetum
	Solanaceae
	24
	1469.0
	   950.0
	1.546
	1.549
	0.034
	5, 129

	Mean
	---
	21.26
	1099.61
	 2350.9
	1.152
	1.153
	0.527
	

	Standard error
	---
	 0.25
	   20.14
	    75.68
	0.044
	0.043
	0.006
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	Life-form /

Species
	Familly
	No. Chrom.
	Map length (cM)
	Genome size (Mb)
	Recomb. rate (cM/Mb)
	Corrected recomb. rate (cM/Mb)
	He
	Referencesa

	Shrubs
	
	
	
	
	
	
	
	

	Manihot esculenta
	Euphorbiaceae
	36
	1236.7
	  1633.3
	0.757
	0.761
	0.460
	94, 96

	Gossypium raimondii
	Malvaceae
	26
	1493.3
	  1323.0
	1.129
	1.135
	0.655
	31, 112

	Rosa wichuraiana
	Rosaceae
	14
	  438.0
	    567.2
	0.772
	0.78
	0.276
	97, 113

	Rubus idaeus idaeus
	Rosaceae
	14
	  505.0
	    332.5
	1.519
	1.525
	0.620
	115, 116

	Camellia sinensis
	Theaceae
	30
	1349.7
	  3814.2
	0.354
	0.354
	0.499
	56, 67

	Passiflora edulis f. flaviocarpa
	Passifloraceae
	18
	  790.2
	  1418.1
	0.557
	2.085
	0.440
	81, 95

	Vitis rupestris
	Vitaceae
	38
	  756.0
	    537.9
	1.405
	0.267
	0.720
	8, 43

	Vitis vinifera
	Vitaceae
	38
	1245.0
	    475.0
	2.621
	0.822
	0.580
	8, 133

	Mean
	---
	26.75
	976.74
	1262.65
	1.139
	1.144
	0.531
	

	Standard error
	---
	  1.29
	  50.48
	  143.07
	0.090
	0.090
	0.017
	

	
	
	
	
	
	
	
	
	

	
	
	
	
	
	
	
	
	

	Trees (Angiosperms)
	
	
	
	
	
	
	
	

	Anacardium occidentale
	Anacardiaceae
	42
	1050.7
	    492.0
	2.136
	1.769
	0.420
	25, 37

	Asimina triloba
	Annonaceae
	18
	  206.0
	    782.4
	0.264
	1.74
	0.358
	104, 142

	Cocos nucifera
	Arecaceae
	32
	2226.0
	  2744.0
	0.811
	1.138
	0.547
	59, 110

	Elaeis guineensis
	Arecaceae
	32
	1743.0
	    978.0
	1.782
	8.539
	0.680
	13, 14

	Corylus avellana
	Betulaceae
	22
	  812.0
	    469.4
	1.729
	0.129
	0.780
	15, 89

	Betula pendula
	Betulaceae
	28
	1561.0
	  1369.2
	1.140
	1.008
	0.670
	76, 100

	Carica papaya
	Caricaceae
	18
	3294.2
	    372.0
	8.855
	1.526
	0.570
	82, 93

	Hevea spp.
	Euphorbiaceae
	36
	2144.0
	  2102.7
	1.019
	1.77
	0.741
	80, 114

	Acacia mangium
	Fabaceae
	26
	  966.0
	    635.7
	1.519
	1.021
	0.510
	22, 91

	Castanea sativa
	Fagaceae
	24
	  865.0
	    792.2
	1.092
	2.086
	0.724
	24, 86

	Fagus sylvatica
	Fagaceae
	24
	  971.0
	    547.7
	1.773
	1.618
	0.691
	117, 98

	Quercus robur
	Fagaceae
	24
	  921.7
	    909.5
	1.013
	2.431
	0.898
	11, 39

	Carya illinoinensis
	Juglandaceae
	16
	1698.0
	    811.7
	2.092
	3.099
	0.654
	12, 53

	Morus spp.
	Moraceae
	28
	1351.7
	    831.3
	1.626
	2.001
	0.430
	139, 146

	Eucalyptus globulus
	Myrtaceae
	22
	1375.0
	    567.2
	2.424
	1.289
	0.850
	17, 130

	Eucalyptus grandis
	Myrtaceae
	22
	1814.5
	    567.2
	3.199
	0.108
	0.890
	17, 18

	Eucalyptus urophylla
	Myrtaceae
	22
	1133.4
	    567.2
	1.998
	0.095
	0.830
	17, 19

	Olea europea
	Oleaceae
	46
	2445.0
	  1907.1
	1.282
	0.061
	0.550
	40, 107

	Macadamia integrifolia
	Proteaceae
	28
	1100.0
	    811.7
	1.355
	2.367
	0.526
	99, 118

	Prunus davidiana
	Rosaceae
	16
	  536.0
	    273.8
	1.957
	1.31
	0.450
	41, 47

	Prunus armeniaca
	Rosaceae
	16
	  562.0
	    293.4
	1.916
	1.123
	0.650
	42, 132

	Coffea liberica
	Rubiaceae
	32
	1502.5
	    635.7
	2.364
	2.114
	0.350
	38, 90

	Coffea canephora
	Rubiaceae
	22
	1041.0
	    800.0
	1.301
	5.047
	0.290
	38, 79

	Poncirus trifoliata
	Rutaceae
	18
	  425.7
	    381.4
	1.116
	7.741
	0.625
	10, 32

	Citrus sinensis
	Rutaceae
	18
	  775.8
	    367.0
	2.114
	5.236
	0.519
	32, 92

	Populus deltoides
	Salicaceae
	38
	2520.0
	    500.0
	5.040
	4.579
	0.281
	29, 105
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	Life-form /

Species
	Familly
	No. Chrom.
	Map length (cM)
	Genome size (Mb)
	Recomb. rate (cM/Mb)
	Corrected recomb. rate (cM/Mb)
	He
	Referencesa

	Populus nigra
	Salicaceae
	38
	3869.0
	    500.0
	7.738
	3.761
	0.440
	28, 105

	Populus trichocarpa
	Salicaceae
	38
	2616.0
	    500.0
	5.232
	2.107
	0.302
	27, 105

	Salix viminalis
	Salicaceae
	38
	1844.0
	    400.9
	4.598
	0.567
	0.615
	9, 134

	Populus tremula
	Salicaceae
	38
	1875.0
	    500.0
	3.750
	1.408
	0.448
	36, 87

	Theobroma cacao
	Sterculiaceae
	20
	  885.4
	    420.5
	2.105
	2.623
	0.372
	109, 120

	Mean (angiosperm trees)
	---
	27.16
	1488.08
	768.75
	2.463
	2.449
	0.569
	

	Standard error (angiosperm trees)
	---
	 0.28
	   27.28
	  17.93
	0.063
	0.062
	0.006
	

	
	
	
	
	
	
	
	
	

	Trees (conifers)
	
	
	
	
	
	
	
	

	Cryptomeria japonica
	Cupressaceae
	22
	1372.2
	10758.0
	0.128
	1.087
	0.770
	127, 128

	Picea abies
	Pinaceae
	24
	1856.0
	18190.8
	0.102
	0.065
	0.790
	2, 103

	Picea glauca
	Pinaceae
	24
	1837.5
	19755.6
	0.093
	0.091
	0.660
	101, 106

	Pinus pinaster
	Pinaceae
	24
	1441.0
	23814.3
	0.061
	0.323
	0.752
	30, 85

	Pinus taeda
	Pinaceae
	24
	1339.5
	21516.0
	0.062
	1.357
	0.513
	45, 121

	Pseudotsuga menziesii
	Pinaceae
	26
	1664.0
	18630.9
	0.089
	1.961
	0.673
	6, 74

	Larix kaempferi
	Pinaceae
	24
	2997.0
	  9291.0
	0.323
	1.92
	0.756
	7, 63

	Mean (conifers)
	---
	24
	1786.74
	17422.37
	0.123
	0.125
	0.702
	

	Standard error (conifers)
	---
	  0.16
	    82.04
	    772.93
	0.013
	0.012
	0.014
	

	
	
	
	
	
	
	
	
	

	Total Mean (Trees)
	---
	26.58
	1543.10
	  3836.52
	2.032
	2.021
	0.594
	

	Standard error (Trees)
	---
	  0.21
	    21.17
	    181.95
	0.053
	0.052
	0.005
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