Supplemental Table 2. Bacterial and fungal 454 pyrosequencing dataset multiple comparisons using UniFrac and P-test significance P-values calculated with Fast UniFrac interface. Raw and corrected values using the Bonferroni correction for multiple comparisons are presented.The P-values are colored by significance level. 

(BE: bottomland endophyte; BR: bottomland rhizosphere; UE: upland endophyte; UR: upland rhizosphere). 

	Bacterial
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	P-test Significance
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	UniFrac Significance
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	Raw P-value
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	(( 0.001) Highly significant

	
	(0.001-0.01) Significant

	
	(0.01-0.05) Marginally significant

	
	(0.05-0.1) Suggestive

	
	(( 0.1) Not significant


Supplemental Table 3. Distribution of significance values for multiple comparisons within and among trees in the nested sampling scheme. UniFrac and P-test significance tests on bacterial and fungal 454 pyrosequencing dataset were calculated with Fast UniFrac interface. Values were corrected using the Bonferroni correction for multiple comparisons. The p-values are coded by significance level where: significant(=S) P<0.01; marginally significant (=MS)P= 0.01-0.05; not significant(=NS) P>0.1. (BE: bottomland endophyte; BR: bottomland rhizosphere; UE: upland endophyte; UR: upland rhizosphere).
	
	Bacterial
	Fungal

	
	Within treesa
	Among  treesb
	Within treesa
	Among treesb

	
	P-test
	UniFrac
	P-test
	UniFrac
	P-test
	UniFrac
	P-test
	UniFrac

	BR
	2S

1MS

7NS
	10S
	1MS

5NS
	6S
	10NS
	3MS

7NS
	6NS
	1S

5NS

	BE
	10NS
	1S

2MS

7NS
	6NS
	1S

1MS

4NS
	10NS
	10NS
	1S

5NS
	6NS

	UR
	1S

1MS

7NS
	9S
	3NS
	3S
	9NS
	1MS

8NS
	3NS
	1MS

2NS

	UE
	1MS

6NS
	1S

6NS
	1S

2NS
	1S

2MS
	9NS
	9NS
	3NS
	3NS


a Result of multiple comparisons within trees are the sum of results from samples compared within individual tree.  Triplicate samples from each tree were compared the exception of B3 which were duplicate samples.   Tests were conducted for bottomland (4 trees) and upland (3 trees) sites

bSum of Multiple comparisons among trees within each site after pooling 454 libraries originating fromthe same tree. For detailed information of numbers of samples please refer to Materials and Methods section and Supplemental table 1.

Supplemental Table 4. Identity of the bacterial and fungal OTUs used in the hierarchical cluster analysis presented in the heatmap (Fig. 6).

	OTU #
	Bacterial Phylum
	Closest BLAST Hit
	Closest BLAST Name

	B00001
	Proteobacteria
	FJ950603
	Pseudomonas fluorescens strain TAUC8

	B00002
	Proteobacteria
	AY904777
	Bradyrhizobiumelkanii

	B00003
	Chloroflexi
	HM445028
	Uncultured bacterium clone AS253O1bO2

	B00004
	Proteobacteria
	EU537157
	Uncultured bacterium clone nbt68f11

	B00005
	Proteobacteria
	HM136777
	Bradyrhizobiaceae bacterium

	B00006
	Verrucomicrobia
	AJ863244
	Uncultured bacterium

	B00007
	Acidobacteria
	HM061882
	Uncultured Acidobacteria bacterium

	B00008
	Proteobacteria
	FM997757
	Uncultured bacterium

	B00009
	Proteobacteria
	HM224520
	Uncultured alpha proteobacterium clone

	B00010
	Proteobacteria
	FJ255703
	Uncultured bacterium clone E53LV6Q02GUOB3

	B00011
	Verrucomicrobia
	HQ010213
	Uncultured Verrucomicrobia bacterium clone soil31

	B00012
	Chloroflexi
	HM609215
	Uncultured bacterium clone T1D21I4TWB

	B00013
	Firmicutes
	HQ003444
	Lysinibacillusfusiformis strain NBGD56 

	B00014
	Proteobacteria
	EF663847
	Uncultured Methylocystaceae bacterium

	B00015
	Proteobacteria
	HQ704825
	Bradyrhizobiumyuanmingense

	B00016
	Acidobacteria
	FJ253788
	Uncultured bacterium clone E53LV6Q02GIRJN

	B00017
	Proteobacteria
	AM936041
	Uncultured Rhodospirillaceae bacterium

	B00018
	Acidobacteria
	DQ263481
	Uncultured Acidobacteriaceae bacterium

	B00019
	Proteobacteria
	GU271531
	Uncultured Rhodospirillum

	B00020
	Proteobacteria
	EU449563
	Uncultured Burkholderiales bacterium clone

	B00021
	Proteobacteria
	FN796846
	Rhodopseudomonasrhenobacensis

	B00022
	Nitrospirae
	GQ219413
	Uncultured bacterium clone E53LV6Q02J0744

	B00024
	Acidobacteria
	HM062120
	Uncultured Acidobacteria bacterium

	B00025
	Proteobacteria
	EF665735
	Uncultured Rhodoplanes

	B00026
	Chloroflexi
	HM445260
	Uncultured bacterium clone GBO5226dO8

	B00027
	Proteobacteria
	DQ376911
	Escherichia sp. 21CR

	B00028
	Acidobacteria
	EU132063
	Uncultured bacterium clone FFCH12707

	B00030
	Verrucomicrobia
	EF663260
	Uncultured Verrucomicrobia bacterium

	B00032
	Proteobacteria
	EF665898
	Uncultured Pedomicrobium

	B00033
	Chloroflexi
	FJ251212
	Uncultured bacterium clone E53LV6Q02IVKE0

	B00034
	Proteobacteria
	AF345860
	Rhizobiaceae str. M100

	B00035
	Proteobacteria
	GQ287606
	Uncultured Nitrobacter sp. clone P1s-183

	B00037
	Proteobacteria
	EF663872
	Uncultured Xanthomonadaceae bacterium

	B00039
	Acidobacteria
	FJ260391
	Uncultured bacterium clone E53LV6Q02HOM6I

	B00040
	Acidobacteria
	EU937954
	Uncultured bacterium clone 3BH-1FF

	B00043
	Acidobacteria
	EU449678
	Uncultured Acidobacteriales bacterium

	B00044
	Acidobacteria
	EU202798
	Uncultured Acidobacteriales bacterium clone Plot29-A10

	B00047
	Acidobacteria
	FJ889221
	Uncultured Acidobacteriales bacterium

	B00048
	Acidobacteria
	EF074166
	Uncultured Acidobacteria bacterium

	B00050
	Proteobacteria
	FJ447494
	Agrobacterium tumefaciens

	B00051
	Proteobacteria
	GU032966
	Uncultured bacterium clone ID2I0BTA

	B00054
	Proteobacteria
	EU135522
	Uncultured bacterium clone FFCH8105

	B00061
	Acidobacteria
	HM062335
	Uncultured Acidobacteria bacterium

	B00062
	Proteobacteria
	FJ435043
	Uncultured Myxococcales

	B00063
	Proteobacteria
	EU299695
	Uncultured Rhodoplanes

	B00067
	Proteobacteria
	EF662568
	Uncultured Methylocystaceae bacterium

	B00073
	Proteobacteria
	AY806025
	Uncultured Caulobacter

	B00074
	Proteobacteria
	HQ111169
	Uncultured Acidovorax

	B00084
	Proteobacteria
	AY921934
	Uncultured alpha proteobacterium

	B00093
	Proteobacteria
	EU723182
	Rhodospirillum

	B00096
	Proteobacteria
	EU303300
	Sinorhizobium sp. BM2

	B00098
	Acidobacteria
	EF664017
	Uncultured proteobacterium

	B00107
	Proteobacteria
	NR_026498
	Phenylobacterium immobile strain E

	B00112
	Acidobacteria
	EF651182
	Uncultured Acidobacteria bacterium clone AUVE

	B00117
	Acidobacteria
	DQ648907
	Uncultured Acidobacteria bacterium clone lhad28

	B00121
	Acidobacteria
	GU219901
	Uncultured Acidobacteria bacterium clone MR97

	B00124
	Acidobacteria
	EU440598
	Uncultured Acidobacteriales bacterium

	B00128
	Proteobacteria
	EF220427
	Uncultured alpha proteobacterium

	B00131
	Proteobacteria
	CU926711
	Uncultured Alphaproteobacteria bacterium

	B00140
	Chloroflexi
	FJ253557
	Uncultured bacterium clone E53LV6Q02IF80A

	B00145
	Proteobacteria
	EF072873
	Uncultured alpha proteobacterium

	B00156
	Proteobacteria
	HM438044
	Uncultured Burkholderiales bacterium

	B00166
	Proteobacteria
	EU723141
	Caulobacter sp. kmd

	B00194
	Proteobacteria
	EF651213
	Uncultured gamma proteobacterium

	B00198
	Proteobacteria
	GQ849294
	Sphingomonas sp. FO201

	B00199
	Gemmatimonadetes
	EF522553
	Uncultured Gemmatimonadetes bacterium

	B00217
	Verrucomicrobia
	FJ244143
	Uncultured bacterium clone E53LV6Q02HCT18

	B00228
	Acidobacteria
	EF664134
	Uncultured proteobacterium

	B00239
	Proteobacteria
	GU929368
	Uncultured gamma proteobacterium

	B00253
	Proteobacteria
	EU112301
	Uncultured Haemophilus

	B00272
	Proteobacteria
	GU246870
	Uncultured bacterium clone MuztB13-131

	B00357
	Proteobacteria
	AY860227
	Cupriavidusgilardii strain AU3713

	B00373
	Actinobacteria
	GQ100185
	Uncultured bacterium clone nbw479a01c1

	B00382
	Proteobacteria
	EU357032
	Uncultured bacterium clone 194.F20

	B00404
	Bacteroidetes
	FJ024584
	Uncultured bacterium clone U000130297 

	B00413
	Proteobacteria
	EF662729
	Uncultured delta proteobacterium


	OTU #
	Fungal Phylum/Class
	Closest BLAST Hit
	Closest BLAST Name

	F00001
	Pucciniomycotina
	DQ363323
	urediniomycete sp. AH33906

	F00002
	Agaricomycotina
	AF261492
	Phaeomarasmiuserinaceus

	F00003
	Agaricomycotina
	AY669583
	Cortinariusmalicorius

	F00004
	Ascomycota
	AB245493
	Veronaeabotryosa

	M00005
	Metazoa
	EF187029
	Steinernemasp.

	F00006
	Pezizomycotina
	AF408343
	Cryptodiaporthecorni strain CBS245.90

	F00007
	Pezizomycotina
	HQ130661
	Neonectria sp. WF101

	M00008
	Metazoa
	EU554666
	Hoplolaimuscolumbus

	F00009
	environmental
	EU490079
	unculturedzygomycete

	F00010
	Agaricomycotina
	AF440653
	unculturedendomycorrhiza of Neottianidus-avis

	F00011
	Pezizomycotina
	FJ809814
	Tuber spinoreticulatum

	F00012
	Pezizomycotina
	FJ755236
	Phomopsis sp. QJC-1893

	F00013
	Pezizomycotina
	AY213702
	Exophialasalmonis

	F00014
	Pezizomycotina
	GU220383
	Mycoleptodiscusindicus strain UTHSCSA R-4334

	F00015
	Pezizomycotina
	AB100617
	Cadophoramelinii

	M00016
	Metazoa
	EU626787
	Hoplolaimusgaleatus

	F00017
	Agaricomycotina
	EU486451
	Mycena cf. epipterygia UBC F15203

	F00018
	environmental
	AF222491
	Crocicreascoronatum isolate CBS 197.62

	F00019
	Pezizomycotina
	DQ384572
	Xylariales sp. F15195

	F00020
	Mucoromycotina
	AF157199
	Mortierellaverticillata

	F00021
	Pezizomycotina
	FJ176249
	Chalaraafricana isolate OC0018

	F00022
	Ascomycota
	GU376405
	uncultured Soil Clone Group I

	F00023
	Pezizomycotina
	GU183121
	Pestalotiopsisdisseminata

	M00024
	Metazoa
	AF143368
	Pseudacrobelesvariabilis

	F00025
	Agaricomycotina
	AJ893256
	Uncultured ectomycorrhiza (Sebacinaceae)

	F00026
	Pezizomycotina
	AY780049
	Annulusmagnustriseptatus

	F00027
	Pezizomycotina
	HM364321
	Neonectriawestlandica strain GJS83-156

	F00028
	Pezizomycotina
	AF543791
	Hypocrealutea

	F00029
	Agaricomycotina
	EF644467
	Cryptococcus aerius strain SHZ3

	F00031
	Agaricomycotina
	AJ406414
	Bourdotia sp. GEL4777

	F00033
	Pezizomycotina
	DQ900988
	unculturedHalosphaeriales

	M00034
	Metazoa
	HM439768
	Eucephalobusoxyuroides

	F00035
	Agaricomycotina
	AY505556
	Rhizoctonia sp. DAR 29830

	F00036
	Pezizomycotina
	EU624334
	Uncultured Ascomycota clone M52B6

	F00038
	Ustilaginomycotina
	DQ789978
	Malasseziarestricta CBS 7877

	F00039
	environmental
	AB511812
	Leotiomycetes sp. O2 

	F00040
	Mucoromycotina
	EU688966
	Mortierellaindohii strain Mort-300

	F00041
	Pezizomycotina
	FJ755257
	Eucasphaeriacapensis

	F00043
	Pezizomycotina
	AF050273
	Exophialapisciphila

	F00045
	Pezizomycotina
	FJ589647
	Metarhiziumanisopliae

	M00046
	Metazoa
	AF095331
	Metagonimusyokogawai

	F00048
	Pezizomycotina
	EU107288
	Dactylariabiseptata

	F00049
	Pezizomycotina
	AY293205
	Oligoporuslacteus

	F00050
	mitosporic Ascomycota
	AF143368
	Pseudacrobelesvariabilis

	F00051
	Agaricomycotina
	FJ755227
	Panaeolussphinctrinus

	M00053
	Metazoa
	GU245690
	Krefftascarisparmenteri

	F00054
	Pezizomycotina
	EU711177
	Uncultured Protoventuria isolate EM9

	F00055
	Pezizomycotina
	EU516963
	Uncultured Verticillium clone IIN1-30

	F00056
	Pezizomycotina
	FJ430784
	Trichodermakoningiopsis strain CCF3813

	F00058
	Pezizomycotina
	AY154713
	Alternariahelianthi

	F00059
	Agaricomycotina
	EU369044
	Torrubiellatenuis strain NHJ 6293

	F00073
	Pezizomycotina
	AB517945
	Cladosporiumcladosporioides

	F00077
	Pezizomycotina
	AF222451
	Chalaraaustriaca

	F00078
	Agaricomycotina
	AY293205
	Oligoporuslacteus

	R00079
	Rhizaria
	FJ797457
	Cercomonasvacuolata

	M00080
	Metazoa
	AF143368
	Pseudacrobelesvariabilis

	F00082
	Agaricomycotina
	AY351956
	Coriolopsisaspera

	M00083
	Metazoa
	EU554672
	Hoplolaimuscolumbus

	F00085
	Pezizomycotina
	EF121870
	Cosmosporacupularis

	F00092
	Pezizomycotina
	AF193241
	Bionectriasesquicillii

	A00093
	Alveolata
	AF015774
	Cryptosporidium parvum

	F00094
	Pezizomycotina
	FR772050
	Chalaramicrochona

	F00101
	Pezizomycotina
	DQ246242
	Teratosphaeriaparva

	F00105
	Pezizomycotina
	GU551218
	Morchella sp. Mes-4

	F00110
	Agaricomycotina
	DQ873651
	Rogersellagriseliniae

	M00119
	Metazoa
	AY222171
	Cardiocephaloideslongicollis

	F00123
	Agaricomycotina
	AF261327
	Caripiamontagnei

	F00136
	Pezizomycotina
	HM364304
	Neonectriaradicicola

	F00139
	Pezizomycotina
	AB378546
	Cordycepschlamydosporia

	F00160
	Agaricomycotina
	DQ873651
	Rogersellagriseliniae

	F00180
	Basidiomycota
	HQ433139
	Uncultured Basidiomycota

	F00224
	Agaricomycotina
	AY669583
	Cortinariusmalicorius


