Supplemental Table 1. Operational taxonomic units (OTUs) based on ITS2 are indicated for each sampled season and sampling method for needles of seedling and adult P. taeda. 
	
	Host age
	Sampling method
	Season
	ITS2 OTUs

	
	
	
	99%
	97%
	95%
	90%

	Seedling
	Culture
	Summer
	35
	33
	29
	27

	
	
	Winter
	37
	34
	32
	29

	
	Clone
	Summer
	34
	29
	28
	27

	Adult
	Culture
	Summer
	18
	17
	17
	15

	
	
	Winter
	25
	24
	23
	20

	
	Clone
	Summer
	6
	6
	6
	6



Supplemental Table 2. Reference sequences used in phylogenetic analyses. An asterisk indicates species used in the backbone constraint tree (Suppl. Fig. 1).

	 
	Species
	GenBank accession
	Class

	1
	Acantholichen pannarioides
	EU825952
	Agaricomycetes

	2
	Alternaria alternata*
	DQ678082
	Dothideomycetes

	3
	Alternaria limoniasperae
	KC584284
	Dothideomycetes

	4
	Annulohypoxylon nitens
	AB376819
	Sordariomycetes

	5
	Anteaglonium globosum
	GQ221876
	Dothideomycetes

	6
	Anthostomella eucalyptorum
	DQ890026
	Sordariomycetes

	7
	Antrodia albida
	AY515349
	Agaricomycetes

	8
	Aspergillus fumigatus*
	AY660917
	Eurotiomycetes

	9
	Asterodon ferruginosa
	HE650987
	Agaricomycetes

	10
	Athelopsis subinoconspicua
	JN649326
	Agaricomycetes

	11
	Aureobasidium pullulans*
	DQ470956
	Dothideomycetes

	12
	Biscogniauxia mediterranea
	GQ377490
	Sordariomycetes

	13
	Botryosphaeria ribis*
	DQ678053
	Dothideomycetes

	14
	Caliciopsis orientalis*
	DQ470987
	Eurotiomycetes

	15
	Candida albicans*
	X70659
	Saccharomycetes

	16
	Capnodium citri
	AY004337
	Dothideomycetes

	17
	Capronia pilosella*
	DQ823099
	Eurotiomycetes

	18
	Cercospora zebrina
	KF251804
	Dothideomycetes

	19
	Chaenotheca brachypoda*
	JX000086
	Coniocybomycetes

	20
	Cladosporium sphaerospermum
	JN938884
	Dothideomycetes

	21
	Colletotrichum gloeosporioides
	KC408375
	Sordariomycetes

	22
	Collophora africana
	GQ154609
	Leotiomycetes

	23
	Collophora paarla
	GQ154611
	Leotiomycetes

	24
	Coniochaeta prunicola
	GQ154602
	Sordariomycetes

	25
	Coniolariella hispanica
	GU553353
	Sordariomycetes

	26
	Cryptococcus arabidensis
	AF181535
	Tremellomycetes

	27
	Cryptococcus sp.
	EU002810
	Tremellomycetes

	28
	Cudoniella clavus*
	DQ470944
	Leotiomycetes

	29
	Curvularia brachyspora
	AF279380
	Dothideomycetes

	30
	Cytospora diatrypelloidea
	DQ923537
	Sordariomycetes

	31
	Daldinia eschscholzii
	GU048583
	Sordariomycetes

	32
	Dendrographa decolorans*
	AY548815
	Arthoniomycetess

	33
	Dendrographa leucophaea f. minor
	AF279382
	Arthoniomycetess

	34
	Dentocorticium sulphurellum
	AF261539
	Agaricomycetes

	35
	Diabaeis baeomyces*
	AF279385
	Lecanoromycetes

	36
	Dothidea ribesia
	AY016360
	Dothideomycetes

	37
	Epicoccum nigrum
	GU183122
	Dothideomycetes

	38
	Exophiala dermatitidis*
	DQ823100
	Eurotiomycetes

	39
	Fabrella tsugae
	AF356694
	Leotiomycetes

	40
	Flagellospora curvula
	KC834023
	Leotiomycetes

	41
	Fusarium lichenicola
	AY097325
	Sordariomycetes

	42
	Fusicladium cordae
	FN377748
	Dothideomycetes

	43
	Geoglossum barlae*
	JQ256433
	Geoglossomycetes

	44
	Glomerella cingulata*
	AF543786
	Sordariomycetes

	45
	Guignardia mangiferae
	JQ743604
	Dothideomycetes

	46
	Helicobasidium purpureum
	AY292423
	Pucciniomycetes

	47
	Hortaea werneckii
	AB079590
	Dothideomycetes

	48
	Hymenoscyphus ericae
	AF284122
	Leotiomycetes

	49
	Hypocrea schweinitzii
	AY281095
	Sordariomycetes

	50
	Hypoxylon crocopeplum
	JN673047
	Sordariomycetes

	51
	Hypoxylon haematostroma
	AB376728
	Sordariomycetes

	52
	Lasiosphaeria sorbina
	AY436415
	Sordariomycetes

	53
	Lasiosphaeris hirsuta
	AY436417
	Sordariomycetes

	54
	Lecanographa dimleaenoides
	HQ454551
	Arthoniomycetess

	55
	Lecythophora mutabilis
	AF353604
	Sordariomycetes

	56
	Lempholemma polyanthes
	AF356691
	Lichinomycetes

	57
	Leotia lubrica*
	AY544644
	Leotiomycetes

	58
	Leptosporomyces raunkiageri
	GU187588
	Agaricomycetes

	59
	Letendraea helminthicola
	GU048602
	Dothideomycetes

	60
	Lophodermium conigenum
	KC283138
	Leotiomycetes

	61
	Lophodermium pinastri*
	AY004334
	Leotiomycetes

	62
	Malassezia dermatis
	AB070365
	Exobasidiomycetes

	63
	Malassezia restricta
	AY743607
	Exobasidiomycetes

	64
	Melampsora lini*
	L20283
	Pucciniomycetes

	65
	Microbotryum reticulatum
	AY213003
	Microbotryomycetes

	66
	Monilinia laxa*
	AY544670
	Leotiomycetes

	67
	Morchella esculenta*
	AF279398
	Pezizomycetes

	68
	Muscodor albus
	HM034865
	Sordariomycetes

	69
	Muscodor fengyangensis
	HM034862
	Sordariomycetes

	70
	Mycosphaerella marksii*
	GQ852612
	Dothideomycetes

	71
	Mycosphaerella molleriana
	AF309584
	Dothideomycetes

	72
	Myriangium duriaei
	NG_027579
	Dothideomycetes

	73
	Myxarium mesonucleatum
	AF291350
	Agaricomycetes

	74
	Myxarium sp.
	AF291353
	Agaricomycetes

	75
	Naohidea sebacea
	AF131061
	Cystobasidiomycetes

	76
	Nemania bipallata
	JQ862605
	Sordariomycetes

	77
	Nemania diffusa
	AB376826
	Sordariomycetes

	78
	Neolecta vitellina*
	AF279401
	Neolectomycetes

	79
	Neosetophoma samarorum
	JQ746554
	Dothideomycetes

	80
	Neurospora crassa*
	AF286411
	Sordariomycetes

	81
	Nigrospora oryzae
	GQ221861
	Sordariomycetes

	82
	Nigrospora sphaerica
	GQ377482
	Sordariomycetes

	83
	Ochroconis anellii
	KF282651
	Dothideomycetes

	84
	Ochroconis sp. 1*
	KF282662
	Dothideomycetes

	85
	Ochroconis sp. 2
	KF282666
	Dothideomycetes

	86
	Orbilia auricolor
	DQ470953
	Orbiliomycetes

	87
	Orbilia vinosa*
	DQ470952
	Orbiliomycetes

	88
	Paramicrothyrium chinensis
	KF636760
	Sordariomycetes

	89
	Peltigera canina
	AF286822
	Lecanoromycetes

	90
	Peltigera degenii*
	AY584657
	Lecanoromycetes

	91
	Peltigera monticola
	AY257882
	Lecanoromycetes

	92
	Peltula obscurans
	AF356693
	Lichinomycetes

	93
	Peltula umbilicata*
	DQ832334
	Lichinomycetes

	94
	Penicillium chrysogenum
	AF034451
	Eurotiomycetes

	95
	Penicillium freii*
	AY640958
	Eurotiomycetes

	96
	Penicillium variabile
	HM469398
	Eurotiomycetes

	97
	Peniophora incarnata
	AF506425
	Agaricomycetes

	98
	Peniophora nuda
	AF287880
	Agaricomycetes

	99
	Perenniporia japonica
	JX141469
	Agaricomycetes

	100
	Phaeoacremonium chlamydosporum
	AF353609
	Eurotiomycetes

	101
	Phaeococcomyces nigricans
	AJ276065
	Arthoniomycetess

	102
	Phaeomoniella capensis
	FJ372408
	Eurotiomycetes

	103
	Phaeomoniella effusa
	GQ154618
	Eurotiomycetes

	104
	Phellinus gilvus
	AF450255
	Agaricomycetes

	105
	Phellinus wahlbergii
	AF311045
	Agaricomycetes

	106
	Phlebia acerina
	JX463653
	Agaricomycetes

	107
	Phleogena faginea
	NG_027586
	Atractiellomycetes

	108
	Phoma bellidis
	GU238046
	Dothideomycetes

	109
	Platygloea vestita
	AY512872
	Atractiellomycetes

	110
	Pleopsidium gobiense*
	DQ883698
	Lecanoromycetes

	111
	Podospora appendiculata
	AY999103
	Sordariomycetes

	112
	Pseudophloeospora eucalypti
	HQ599593
	Sordariomycetes

	113
	Pseumassariella vexata
	JF440977
	Sordariomycetes

	114
	Pyrenula pseudobufonia*
	AY640962
	Eurotiomycetes

	115
	Rhodotorula hordea
	AF189933
	Microbotryomycetes

	116
	Rhodotorula pallida
	AF189962
	Cystobasidiomycetes

	117
	Rhynchostoma proteae
	EU552154
	Eurotiomycetes

	118
	Saccharomyces cerevisiae*
	AF005702
	Saccharomycetes

	119
	Saccoblastia farinacea
	AJ406401
	Atractiellomycetes

	120
	Schizosaccharomyces pombe*
	Z19136
	Schizosaccharomycetes

	121
	Sclerophora coniophaea
	JX000094
	Coniocybomycetess

	122
	Sclerotium cepivorum
	FJ212339
	Leotiomycetes

	123
	Septobasidium sp.
	AY254182
	Pucciniomycetes

	124
	Septorioides pini-thunbergii
	KF251746
	Dothideomycetes

	125
	Sordaria macrospora
	AY346301
	Sordariomycetes

	126
	Sporobolomyces foliicola
	AF189984
	Cystobasidiomycetes

	127
	Stereum hirsutum
	AM269874
	Agaricomycetes

	128
	Stereum rugosum
	JQ746548
	Agaricomycetes

	129
	Taeniolella alta
	DQ377938
	Sordariomycetes

	130
	Teloschistes exilis*
	AY584647
	Lecanoromycetes

	131
	Thelephora vialis
	AJ406478
	Agaricomycetes

	132
	Trematosphaeria heterospora
	AY016369
	Dothideomycetes

	133
	Trichoglossum hirsutum*
	AY544653
	Geoglossomycetes

	134
	Tubakia dryina
	JF704187
	Sordariomycetes

	135
	Urnula hiemalis
	Z48319
	Pezizomycetes

	136
	Usnea antarctica*
	DQ883692
	Lecanoromycetes

	137
	Ustilago cynodontis
	AF009881
	Ustilaginomycetes

	138
	Ustilago nuda*
	AJ236139
	Ustilaginomycetes

	139
	Ustilago sparsa
	JN367335
	Ustilaginomycetes

	140
	Ustilentyloma fluitans
	AF009882
	Microbotryomycetes

	141
	Venturia populina*
	GU296206
	Dothideomycetes

	142
	Virgaria nigra
	AB740963
	Sordariomycetes

	143
	Vuilleminia cystidiata
	HM046925
	Agaricomycetes

	144
	Xylaria badia
	JQ862643
	Sordariomycetes

	145
	Xylaria coccophora
	AB376688
	Sordariomycetes

	146
	Xylaria hypoxylon*
	AY544648
	Sordariomycetes

	147
	Xylomelasma sordida
	AY761087
	Sordariomycetes

	148
	Xylona heveae*
	JQ838240
	Xylonomycetes

	149
	Zymoxenogloea eriophori
	AF189905
	Microbotryomycetes
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Supplemental Table 3. Reference sequences from Arnold et al. (2007) used in our phylogenetic analysis. 

	
	Isolate
	GenBank Accession
	Class

	1
	1734
	KP215487
	Leotiomycetes

	2
	1757
	KP215490
	Leotiomycetes

	3
	1814
	KP215493
	Sordariomycetes

	4
	1815
	KP215494
	Leotiomycetes

	5
	1817
	KP215495
	Sordariomycetes

	6
	1855
	KP215505
	Dothideomycetes

	7
	1894
	KP215511
	Dothideomycetes

	8
	1951
	KP215520
	Dothideomycetes

	9
	1981A
	KP215622
	Sordariomycetes

	10
	1990
	KP215527
	Leotiomycetes

	11
	2027A
	KP215624
	Atractiellomycetes

	12
	2072
	KP215534
	Eurotiomycetes

	13
	2092
	KP215539
	Dothideomycetes

	14
	2100
	KP215540
	Sordariomycetes

	15
	2151
	KP215553
	Sordariomycetes

	16
	2185
	KP215558
	Leotiomycetes

	17
	2204
	KP215562
	Sordariomycetes

	18
	2207
	KP215563
	Sordariomycetes

	19
	2231
	KP215569
	Dothideomycetes

	20
	2235
	KP215571
	Sordariomycetes

	21
	2247
	KP215573
	Leotiomycetes

	22
	2281
	KP215578
	Sordariomycetes

	23
	2294
	KP215580
	Dothideomycetes

	24
	2324
	KP215587
	Dothideomycetes

	25
	2350
	KP215592
	Sordariomycetes

	26
	2425
	KP215600
	Sordariomycetes

	27
	2448
	KP215601
	Dothideomycetes

	28
	2450
	KP215603
	Sordariomycetes

	29
	2617
	KP215607
	Atractiellomycetes

	
	Clone
	
	

	1
	c0245
	KP215449
	Dothideomycetes

	2
	c0246
	KP215450
	Dothideomycetes

	3
	c0248
	KP215452
	Microbotryomycetes

	4
	c0249
	KP215453
	Dothideomycetes

	5
	c0250
	KP215454
	Dothideomycetes

	6
	c0251
	KP215455
	Dothideomycetes

	7
	c0256
	KP215460
	Agaricomycetes

	8
	c0258
	KP215462
	Leotiomycetes

	9
	c0260
	KP215464
	Dothideomycetes

	10
	c0261
	KP215465
	Dothideomycetes

	11
	c0263
	KP215467
	Exobasidiomycetes

	12
	c0264
	KP215468
	Ustilaginomycetes

	13
	c0265
	KP215469
	Dothideomycetes

	14
	c0268
	KP215472
	Leotiomycetes

	15
	c0272
	KP215476
	Dothideomycetes

	16
	c0280
	KP215479
	Dothideomycetes

	17
	c0285
	KP215480
	Arthoniomycetes




Supplemental Figure 1. Backbone constraint tree used for one of the three phylogenetic analyses of the nrLSU (Fig. 2). Relationships among fungal classes are conservative and based on several previously published multi-locus phylogenetic studies (see Materials and Methods). 
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Supplemental Table 4. See Excel File. 
List of 118 99% ITS2 OTUs used to represent the 491 isolates and clones used in this study. Their most similar known or unknown GenBank species accessions are listed with their percent coverage and similarity. Eighty-three genotypes had greater than 95% similarity to identified species. Twenty-seven genotypes had highly similar sequences deposited in GenBank but were not identified to species. Eight genotypes had no similarities in GenBank.
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Supplemental Figure 2. Rarefaction curves compared across 99%, 95%, and 90% ITS2 sequence similarity for samples from culturing and cloning. Seedling samples are in blue, adult tree samples are in green. Curves include black line representing observed OTUs, shaded area around curve representing the 95% confidence intervals, and dotted line representing bootstrap species richness.



Supplemental Table 5. Isolates for which bidirectional sequences were obtained. Genotype naming code is as follows: “c” or “e” for culture or clone; “a” or “s” for adult or seedling; “s” or “w” for summer or winter; and “50” or “52” indicate annealing temperatures for clones. Example: csw057 is a cultured isolate from a seedling in the winter, e50ss015 is a clone using annealing temperature of 50º C from seedling needles from the summer.

	 
	Genotype
	Genotype in phylogeny
	GenBank Accession

	1
	cas001
	caw010
	KM519195

	2
	cas002
	caw010
	KM519196

	3
	cas003
	caw010
	KM519197

	4
	cas004
	caw010
	KM519198

	5
	cas005
	caw010
	KM519199

	6
	cas006
	caw010
	KM519200

	7
	cas007
	caw010
	KM519201

	8
	cas012
	caw010
	KM519202

	9
	cas015
	caw010
	KM519203

	10
	cas018
	caw010
	KM519204

	11
	cas025
	caw010
	KM519205

	12
	cas038
	cas038
	KM519206

	13
	cas039
	cas039
	KM519207

	14
	cas040
	cas039
	KM519208

	15
	cas041
	cas039
	KM519209

	16
	cas042
	cas039
	KM519210

	17
	cas043
	cas039
	KM519211

	18
	cas056
	cas039
	KM519212

	19
	cas073
	cas073
	KM519213

	20
	cas074
	cas074
	KM519214

	21
	cas075
	css044
	KM519215

	22
	cas076
	css044
	KM519216

	23
	cas077
	css044
	KM519217

	24
	cas080
	cas080
	KM519218

	25
	cas083
	csw025
	KM519219

	26
	cas086
	cas086
	KM519220

	27
	cas088
	cas088
	KM519221

	28
	cas089
	cas089
	KM519222

	29
	cas090
	cas090
	KM519223

	30
	cas091
	cas091
	KM519224

	31
	cas096
	cas096
	KM519225

	32
	cas097
	cas097
	KM519226

	33
	caw002
	caw010
	KM519227

	34
	caw003
	caw010
	KM519228

	35
	caw004
	caw010
	KM519229

	36
	caw008
	caw010
	KM519230

	37
	caw010
	caw010
	KM519231

	38
	caw010
	caw010
	KM519232

	39
	caw011
	caw010
	KM519233

	40
	caw025
	cas039
	KM519234

	41
	caw028
	cas039
	KM519235

	42
	caw040
	caw040
	KM519236

	43
	caw042
	caw042
	KM519237

	44
	caw044
	cas080
	KM519238

	45
	caw048
	caw049
	KM519239

	46
	caw049
	caw049
	KM519240

	47
	caw051
	caw051
	KM519241

	48
	caw052
	caw052
	KM519242

	49
	caw054
	caw054
	KM519243

	50
	caw055
	caw055
	KM519244

	51
	caw056
	caw055
	KM519245

	52
	caw059
	caw059
	KM519246

	53
	caw060
	caw060
	KM519247

	54
	caw061
	e52ss016
	KM519248

	55
	caw069
	caw069
	KM519249

	56
	caw090
	caw090
	KM519250

	57
	caw091
	caw091
	KM519251

	58
	caw093
	caw093
	KM519252

	59
	caw095
	css027
	KM519253

	60
	css003
	css003
	KM519254

	61
	css005
	css003
	KM519255

	62
	css006
	css006
	KM519256

	63
	css008
	csw043
	KM519257

	64
	css013
	caw052
	KM519258

	65
	css014
	caw052
	KM519259

	66
	css017
	csw046
	KM519260

	67
	css019
	css019
	KM519261

	68
	css020
	css020
	KM519262

	69
	css022
	css022
	KM519263

	70
	css023
	css023
	KM519264

	71
	css024
	css024
	KM519265

	72
	css025
	css025
	KM519266

	73
	css026
	css026
	KM519267

	74
	css027
	css027
	KM519268

	75
	css028
	css028
	KM519269

	76
	css029
	css029
	KM519270

	77
	css030
	css030
	KM519271

	78
	css031
	css031
	KM519272

	79
	css032
	css032
	KM519273

	80
	css033
	css033
	KM519274

	81
	css034
	css034
	KM519275

	82
	css035
	css035
	KM519276

	83
	css037
	css037
	KM519277

	84
	css038
	css038
	KM519278

	85
	css039
	css039
	KM519279

	86
	css041
	css041
	KM519280

	87
	css042
	cas080
	KM519281

	88
	css043
	css043
	KM519282

	89
	css044
	css044
	KM519283

	90
	css045
	css045
	KM519284

	91
	css046
	css046
	KM519285

	92
	css047
	css047
	KM519286

	93
	css048
	css048
	KM519287

	94
	css049
	css049
	KM519288

	95
	css050
	css050
	KM519289

	96
	csw001
	caw010
	KM519290

	97
	csw002
	csw002
	KM519291

	98
	csw003
	cas039
	KM519292

	99
	csw004
	csw004
	KM519293

	100
	csw005
	csw005
	KM519294

	101
	csw006
	csw006
	KM519295

	102
	csw007
	csw007
	KM519296

	103
	csw008
	csw007
	KM519297

	104
	csw009
	csw009
	KM519298

	105
	csw010
	csw009
	KM519299

	106
	csw011
	csw009
	KM519300

	107
	csw012
	css045
	KM519301

	108
	csw013
	csw013
	KM519302

	109
	csw014
	csw014
	KM519303

	110
	csw015
	csw015
	KM519304

	111
	csw016
	csw016
	KM519305

	112
	csw017
	csw017
	KM519306

	113
	csw018
	csw018
	KM519307

	114
	csw019
	csw019
	KM519308

	115
	csw020
	csw020
	KM519309

	116
	csw021
	csw021
	KM519310

	117
	csw022
	csw021
	KM519311

	118
	csw023
	csw021
	KM519312

	119
	csw024
	csw024
	KM519313

	120
	csw025
	csw025
	KM519314

	121
	csw026
	csw026
	KM519315

	122
	csw027
	csw026
	KM519316

	123
	csw028
	csw026
	KM519317

	124
	csw029
	csw026
	KM519318

	125
	csw030
	csw026
	KM519319

	126
	csw031
	csw031
	KM519320

	127
	csw032
	csw032
	KM519321

	128
	csw033
	csw033
	KM519322

	129
	csw034
	caw052
	KM519323

	130
	csw035
	csw035
	KM519324

	131
	csw036
	csw036
	KM519325

	132
	csw037
	csw036
	KM519326

	133
	csw038
	csw036
	KM519327

	134
	csw039
	csw039
	KM519328

	135
	csw040
	csw039
	KM519329

	136
	csw041
	csw042
	KM519330

	137
	csw042
	csw042
	KM519331

	138
	csw043
	csw043
	KM519332

	139
	csw044
	csw043
	KM519333

	140
	csw045
	csw046
	KM519334

	141
	csw046
	csw046
	KM519335

	142
	csw047
	csw046
	KM519336

	143
	csw048
	csw046
	KM519337

	144
	csw049
	csw046
	KM519338

	145
	csw050
	csw046
	KM519339

	146
	csw051
	csw051
	KM519340

	147
	csw052
	csw052
	KM519341

	148
	csw053
	csw053
	KM519342

	149
	csw054
	csw054
	KM519343

	150
	csw055
	csw055
	KM519344

	151
	csw056
	csw055
	KM519345

	152
	csw057
	csw057
	KM519346

	153
	e50as008
	e50as008
	KM519347

	154
	e50as039
	e50as039
	KM519348

	155
	e50ss002
	e50ss002
	KM519349

	156
	e50ss004
	e50ss004
	KM519350

	157
	e50ss005
	e50ss005
	KM519351

	158
	e50ss008
	e50ss008
	KM519352

	159
	e50ss009
	e50ss009
	KM519353
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Supplemental Figure 3. Restricted fragment length polymorphism of a sample of adult clones digested with AluI and MspI. Digests were run on 2.5% agarose gel. Unique clones were sequenced to identify genotypes. Identified genotypes are labeled at the bottom.
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Supplemental Figure 4. Venn diagram of endophytic fungi (OTUs = 99% ITS2 similarity groups) recovered from needles of P. taeda seedlings and adult trees using culturing and cloning methods in summer and winter seasons. The number and percentage of overlapping, non-overlapping non-singleton, and non-overlapping singleton OTUs are represented in the circles. Outer circles represent singletons, OTUs that are found only once in the comparison. Inner circles represent non-singletons in the comparison. 
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Supplemental Figure 5. Distribution of diversity indices from partitions of 48 random cultured isolates repeated 1000 times. Dotted lines indicate average diversity index of the 1000 random samplings. Arrows indicate diversity indices from cloning samples. Blue arrow and bars indicate seedling samples. Green arrow and bars indicate adult samples. a) Frequency distributions of Simpson’s index values; 0.96 ± 0.01 for seedling cultures; 0.81 ± 0.03 for adult cultures. b) Frequency distributions of Fisher’s alpha values; 66.41 ± 20.45 for seedling cultures; 8.20 ± 2.16 for adult cultures. Observed diversity from adult cloning samples was significantly lower than expected under the distribution of the 48 random cultured isolate partitions (Simpson’s diversity: t = 183.1, df = 999, p < 0.001; Fisher’s alpha: t = 99.1, df = 999, p < 0.001). Observed diversity from seedling cloning samples was significantly lower than expected under the distribution of the 48 random cultured isolate partitions (Simpson’s diversity: t = 538.5, df = 999, p < 0.001; Fisher’s alpha: t = 73.7, df = 999, p < 0.001).
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