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37  Supplementary table S1 Alpha diversities by collection site and compartment for the (a)
38  prokaryotic and (b) fungal communities of 4. angustifolia
39

40 a)

State IAM Status Compartment Chaol Observed Shannon

Sonora AR Conventional Leave Endosphere 5.333 5.000 0.683
Sonora AR  Conventional Phyllosphere 1952.333 83.667 3.657
Sonora AR  Conventional Rhizosphere 8272.000 365.500 5.168
Sonora AR Conventional = Root Endosphere 141.333 79.000 4.046
Sonora AR Conventional Soil 6269.000 171.000 5.030
Sonora SAM Conventional Leave Endosphere 2.000 2.000 0.341
Sonora SAM  Conventional Phyllosphere 2371.000 62.000 3.346
Sonora SAM Conventional Rhizosphere 2576.333 208.000 5.345
Sonora SAM Conventional  Root Endosphere 431.667 40.667 3.646

Sonora SAM  Conventional Soil 9966.000 124.000 4.626
Sonora SAM  Traditional = Leave Endosphere 1.333 1.333 0.229
Sonora SAM  Traditional Phyllosphere 200.000 182.500 4.713
Sonora SAM  Traditional Rhizosphere 2012.000 316.333 4.882
Sonora SAM  Traditional Root Endosphere 185.000 87.000 2.322
Sonora SAM  Traditional Soil 4447.000 158.000 4919
Sonora SAM Wild Leave Endosphere 1.167 1.167 0.011
Sonora SAM Wild Phyllosphere 400.000 127.500 4.048
Sonora SAM Wild Rhizosphere 11779.000  289.500 5.031
Sonora SAM Wild Root Endosphere 1040.667 70.667 3913
Sonora SAM Wild Soil 10834.000  193.000 5.083
Nayarit HUM Wild Leave Endosphere 4.167 4.167 0.406
Nayarit HUM Wild Phyllosphere 112.333 99.667 3.972
Nayarit HUM Wild Rhizosphere 5164.500 163.500 5.343
Nayarit HUM Wild Root Endosphere ~ 1657.500 83.833 3.098
Nayarit HUM Wild Soil 3709.500 202.500 5.109
Jalisco HUM  Traditional  Leave Endosphere 1.000 1.000 0.000
Jalisco HUM  Traditional Phyllosphere 6233.000 208.000 5.081
Jalisco HUM  Traditional Rhizosphere 5746.000 239.333 5.327
Jalisco HUM  Traditional Root Endosphere ~ 1208.000 127.000 4.087
Jalisco HUM  Traditional Soil 5829.000 159.000 4.873
Jalisco SH Traditional ~ Leave Endosphere 4.500 3.000 0.631
Jalisco SH Traditional Phyllosphere 3460.000 141.667 4.332
Jalisco SH Traditional Rhizosphere 2425.333 263.333 4.973

Jalisco SH Traditional Root Endosphere 188.667 63.000 4.037



Jalisco SH Traditional Soil 4815.000 163.000 4.849

Jalisco HUM Wild Rhizosphere 12106.000  315.000 5.299
Jalisco SH Wild Leave Endosphere ~ 3044.000 2.600 0.556
Jalisco SH Wild Phyllosphere 1562.000 86.333 3.587
Jalisco SH Wild Rhizosphere 8215.667 206.000 4.999
Jalisco SH Wild Root Endosphere 1972.667 88.667 3.945
Jalisco SH Wild Soil 8336.000 164.000 4.946
Oaxaca SH  Conventional Leave Endosphere 2.000 2.000 0.374

Oaxaca SH  Conventional Rhizosphere 3194.000 242.000 5.074
Oaxaca SH  Conventional Root Endosphere  3095.667 107.000 3.710

Oaxaca SH Traditional ~ Leave Endosphere 3.000 3.000 0.376
Oaxaca SH Traditional Phyllosphere 199.000 166.000 4.255
Oaxaca SH Traditional Rhizosphere 5307.500 257.000 3.421
Oaxaca SH Traditional Root Endosphere 1555.667 98.667 4.298
41
42 b)
State IAM Status Compartment Chaol Observed Shannon
Sonora AR Conventional Leave Endosphere  282.000 24.000 3.156
Sonora AR  Conventional Root Endosphere  3097.333 76.333 4.101
Sonora AR  Conventional Phyllosphere 49.333 10.667 3.292
Sonora AR  Conventional Rhizosphere 816.000 39.000 3.043
Sonora AR  Conventional Soil 2485.000 70.000 3.807

Sonora SAM Conventional Leave Endosphere  565.667 32.333 3.431
Sonora SAM Conventional = Root Endosphere 1052.000 43.000 3.658
Sonora SAM Conventional Phyllosphere 12060.500  135.000 4.506
Sonora SAM Conventional Rhizosphere 1246.000 48.333 4.255
Sonora SAM Conventional Soil 3657.000 87.000 3.408
Sonora SAM  Traditional  Leave Endosphere  374.000 24.000 2.806
Sonora SAM  Traditional Root Endosphere 708.667 36.333 2.949

Sonora SAM  Traditional Phyllosphere 10446.500  146.000 4.951
Sonora SAM  Traditional Rhizosphere 97.000 14.000 3.825
Sonora SAM  Traditional Soil 466.000 31.000 3.258
Sonora SAM Wild Leave Endosphere ~ 888.400 42.200 3.697
Sonora SAM Wild Root Endosphere  2793.833 72.000 4.145
Sonora SAM Wild Phyllosphere 5153.500 85.500 3.251
Sonora SAM Wild Rhizosphere 1347.833 49.333 3.821
Sonora SAM Wild Soil 716.500 36.500 3.860

Oaxaca SH  Conventional Leave Endosphere  524.000 34.500 3.425
Oaxaca SH  Conventional Root Endosphere  6764.333 116.000 4.653
Oaxaca SH  Conventional Rhizosphere 9872.000 142.000 4.322



43
44

45
46
47
48
49
50
51
52
53
54
55
56
57
58
59

Oaxaca
Oaxaca
Oaxaca
Oaxaca
Nayarit
Nayarit
Nayarit
Nayarit
Nayarit
Jalisco
Jalisco
Jalisco
Jalisco
Jalisco
Jalisco
Jalisco
Jalisco
Jalisco
Jalisco
Jalisco
Jalisco
Jalisco
Jalisco
Jalisco

Jalisco

SH
SH
SH
SH
HUM
HUM
HUM
HUM
HUM
HUM
HUM
HUM
HUM
HUM
SH
SH
SH
SH
SH
HUM
SH
SH
SH
SH
SH

Traditional
Traditional
Traditional
Traditional
Wild
Wild
Wild
Wild
Wild
Traditional
Traditional
Traditional
Traditional
Traditional
Traditional
Traditional
Traditional
Traditional
Traditional
Wild
Wild
Wild
Wild
Wild
Wild

Leave Endosphere
Root Endosphere
Phyllosphere
Rhizosphere
Leave Endosphere
Root Endosphere
Phyllosphere
Rhizosphere
Soil
Leave Endosphere
Root Endosphere
Phyllosphere
Rhizosphere
Soil
Leave Endosphere
Root Endosphere
Phyllosphere
Rhizosphere
Soil
Rhizosphere
Leave Endosphere
Root Endosphere
Phyllosphere
Rhizosphere
Soil

436.000
4939.000
57.000
4369.000
332.833
524.333
401.667
2777.667
5570.500
485.000
5443.333
820.000
5988.333
253.000
348.333
5807.000
2902.000
1397.333
21.000
4096.000
645.250
6844.000
6099.667
957.000
3486.000

29.667
95.667
12.000
92.500
23.167
25.167
21.667
69.333
106.000
29.667
99.000
40.000
111.000
22.000
24.000
110.000
49.667
42.000
6.000
91.000
34.500
126.667
112.333
36.333
83.000

3.350
4.299
2.079
4.010
2.760
2.792
3.072
4.092
4.577
3.310
4.055
4.883
4.036
4.419
2.375
4.647
3.610
2.665
4.248
0.530
3.377
4.816
3.243
4.114
1.792
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65

66
67
68
69
70
71
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73
74
75
76
77
78

Supplementary table S2.- PERMANOVA analysis of the microbial communities

associated with 4. angustifolia, at compartment level compartments considering,
management status and IAM.

Prokaryotes Fungi
Compartment Factor D.F F R? P Compartment Factor D.F F R? P
Leave Leave
Endosphere Endosphere
Status 1.027 0.062 0.400 Status 0.976 0.054 0.458
1AM 1.646 0.150 0.064 IAM 1.821 0.150 0.015
Phyllosphere Phyllosphere
Status 1.482 0.147 0.013 Status 1.184 0.114 0.166
IAM 1.076 0.160 0.248 IAM 1.491 0215 0.010
Root Root
Endosphere Endosphere
Status 1.235 0.067 0.104 Status 1.240 0.068 0.046
IAM 1.385 0.113 0.017 IAM 1.415 0.116 0.001
Rhizosphere Rhizosphere
Status 1.273 0.075 0.019 Status 1.133 0.068 0.109
1AM 1.478 0.130 0.000 IAM 1.302 0.118 0.003
Soil Soil
Status 1.279 0.244 0.032 Status 1.235 0.260 0.009
IAM 1.309 0.375 0.007 IAM 1.012 0319 0.423
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80
81
82
83
84

Supplementary table S3.- ANCOM-BC differential abundance analysis to determine

significantly Log Fold Changes (LFC) differences (FDR<0.05), for prokaryotic genus at

compartment level comparing different management Status: Phy= phyllosphere; Rhiz=

rhizosphere; Soil= Soil. C=conventional; T= traditional; W= wild. The letter for each code

indicates the statuses compared.

Taxa Phy C_. T Phy CW Phy W_T Rhiz C_ T Rhiz CW Rhiz W_T Soil C_T Soil C_W Soil W_T
1959-1 -- -- -- 1.435 -- 1.435 -- -- -
Achromobacter - - - - 1.286 - - - -
Acinetobacter 0.325 1.173 -- 0.612 2.245 0.612 - -- -
Actinomadura -- - - -2.253 -2.729 -2.253 - - -
Adhaeribacter 0.559 1.212 -- -- 1.261 - -- - --
Afipia 0.289 0.842 -- -- - - - - -
Anaerococcus -0.442 - 0.437 - -- - - - -
Archangium - -- - 0.633 0.744 0.633 - - -
Asanoa -- -- -- -- 1.243 -- -- 0.237 0.237
Aurantimonas -0.934 1.671 -2.252 - -- - - - -
Blastococcus 3.295 -- -- 2.450 2.516 2.450 2919 4.963 4.963
Bosea -- - - - 1.132 - - - -
Bradyrhizobium 2.274 1.396 - - -- - - 4.833 4.833
Candidatus Alysiosphaera 0.563 - 0.955 0.258 -- 0.258 - - --
Candidatus Nitrososphaera 0.446 -- 1.242 -- - - - - -
Chitinophaga - - - - -1.438 - - - -
Chungangia -- - - 0.947 -- 0.947 3.828 - --
Corynebacterium 0.457 - 0.848 - -- - - - -
Craurococcus-Caldovatus -- - - 0.989 0.949 0.989 - 2.445 2.445
Crossiella - - - - 0.553 - - - -
Curtobacterium -- 0.879 -2.478 - -- - - - -
Domibacillus - - -- 0.535 1.683 0.535 - - -
Dyadobacter - - -- -1.325 -0.969 -1.325 - - -
Enterobacter 0.846 -- 0.436 1.791 2.273 1.791 - -- -
Escherichia-Shigella -2.674 -- -1.437 - - - - - -
Flavisolibacter - - -- - -0.455 - - - -
Gaiella 0.762 -- 1.154 -- -- -- 0.696 1.965 1.965
Gemmata -- -- -- -0.730 -0.286 -0.730 - -- -
Gemmatimonas 0.997 - 1.382 - -0.384 - - - --
Geodermatophilus 1.966 -- 1.827 -0.618 0.165 -0.618 -- -4.249 -4.249
Hymenobacter 0.678 1.737 - - -- - - - -
Kribbella -- -- -- 0.686 0.191 0.686 - -- -
Labrys - - -- - 1.616 - - - -
Lawsonella -0.934 - - -- -- - - - -



Lysobacter
Marmoricola

Massilia

Methylobacterium-
Methylorubrum

Microvirga
Mycobacterium
Neorhizobium
Niastella
Nocardioides
Ohtaekwangia
P30B-42
Paenarthrobacter
Paenibacillus
Pantoea
Parasegetibacter
Phenylobacterium
Pird-lineage
Pirellula
Promicromonospora
Pseudaminobacter
Pseudokineococcus
Pseudomonas
Pseudonocardia

Pseudorhizobium

Pseudosphingobacterium

Psychroglaciecola
Ramlibacter
Rhodomicrobium
Romboutsia
Rubellimicrobium
Rubrobacter
Salinicoccus
Serratia
Skermanella
Solibacillus
Spirillospora
Stenotrophomonas
Streptomyces
Tumebacillus

YC-ZSS-LKJ147
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0.276
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0.843
0.893

1.663

0.840

0.249

1.119

0.662

1.415

0.342

1.292
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0.612

1.393

3.290
0.419
-0.752
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3.680
1.336
1.555
-2.152

1.249
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0.919
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-0.217
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0.522

0.634

1.467
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-0.998

-1.623

0.612

1.393

3.290
0.419
-0.752

-1.628

3.680
1.336
1.555
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1.249

-3.559

-3.456

1.399
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-3.456
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87
88
89
90
91
92
93
94
95
96
97
98
99
100
101
102
103
104
105

Zavarzinella
Solirubrobacter
Neo-bl1

MNDI1

Bacillus
Pseudarthrobacter
Reyranella
Acidibacter

Nordella

Povalibacter
Flaviaesturariibacter
Rhodocytophaga
Abditibacterium
Microcoleus Es-Yyyl4
Candidatus Udaeobacter
Oxalophagus
Chthoniobacter
Hephaestia
ADurb.Bin63-1
FCPS473

Candidatus Obscuribacter

Subgroup 1

3.619
3.618
2.579
1.424
0.976
-2.735

4.797
3.827
3.658
3.394
2.715
2.338
2.259
2.255
1.668
0.828
-0.285
-2.729
-3.853
0.615

-4.373

4.797
3.827
3.658
3.394
2.715
2.338
2.259
2.255
1.668
0.828
-0.285
-2.729

-3.853




106

107  Supplementary table S4.- ANCOM-BC differential abundance analysis to determine
108  significantly Log Fold Changes (LFC) differences (FDR<0.05), for fungal genus at

109  compartment level comparing different management Status: RE: root endosphere; Soil=
110  Soil. C=conventional; T= traditional; W= wild. The letter for each code indicates the
111 statuses compared.

112
113
Taxa RECT RECW REW.T Seil C T Soil CW Soil W_T
Acrocalymma - - - - 2.588 -1.754
Alternaria 0.681 2.178 - - -- 0.929
Anthopsis 0.669 0.620 -- -- -- 0.929
Aspergillus -- -- - - 3.113 -2.275
Atractiella 0.743 - 1.444 - - -
Berkleasmium 1.437 - 1.476 - -- -
Bisifusarium -0.636 - 0.555 - -- -
Botryosphaeria -- - - - 2.236 -1.398
Choanephora -- - - - - 0.929
Circinotrichum 1.258 - 0.877 - - -
Clonostachys -- - - - - 0.929
Coprinellus -3.218 - -1.527 - -- -
Coprinopsis -- - - - -- 0.929
Corticiaceae_gen_Incertae_sedis -- -- - - -- 0.929
Cuniculitrema 0.972 - 0.547 - - -
Curvularia -- - - -4.854 - 0.394
Dactylaria -- - - - - 0.929
Darksidea 0.221 -- 0.136 -- -- 0.929
Dimorphiseta -- - - - - 0.929
Dinemasporium -- - - - -- 0.929
Edenia -0.412 0.537 - -- - -
Epicoccum -0.365 0.719 - - 0.260 -2.627
Exophiala -1.719 -2.269 - - - -
Exserohilum -- - - - - 0.929
Fusarium -- -- -- 3.848 4.286 --
Gymnopilus -1.350 -1.152 - - - -
Kamienskia -- - - - - 0.929
Laetisaria -- - - - -- 0.929
Limonomyces -- - - - -- 0.929
Lophiostoma 0.299 1.765 - - - -
Monosporascus -1.728 -1.432 - - 2.483 -1.229

Montagnula -- - - - - 0.929
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116
117
118
119
120
121
122
123
124
125
126
127
128
129
130
131
132
133
134

Mortierella
Mucor
Neoascochyta
Neopyrenochaeta
Orientoglomus
Paracylindrocarpon
Pezizaceae gen Incertae_sedis
Phaeomoniellales_gen Incertae_sedis
Pleiochaeta
Poaceascoma
Polyschema
Rhizophlyctis
Rhizophydiales gen_Incertae_sedis
Saitozyma
Spizellomyces
Spizellomycetaceae_gen_Incertae_sedis
Thanatephorus
Trematosphaeria
Waitea
Westerdykella
Xenoacremonium

Xenodidymella

0.644

-1.582

2.156

-1.617

0.958

1.387

0.831

-1.559

-4.346

-3.137

-5.798

-2.216

2.263

-2.917

-2.269

-3.712

2.835

0.929

-1.425
0.929
0.929

0.929

2.684
0.929
0.929
-0.789
0.929

0.929
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139  Supplementary figure S1.- Distribution of ASVs in different sample categories for
140  prokaryotic communities in 4. angustifolia. Venn diagrams show the number of exclusive
141  and shared ASVs for: a) management status, b) sample type and c) IAM (De Martonne
142  Aridity Index).
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162  Supplementary figure S2
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163
164  Supplementary figure S2.- Distribution of ASVs in different sample categories for fungal

165  communities in 4. angustifolia. Venn diagrams show the number of exclusive and shared
166  ASVs for: a) management status, b) sample type and c) IAM (De Martonne Aridity Index).
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185  Supplementary figure S3
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188  Supplementary figure S3.- Phylum-level differences in prevalence for prokaryotic
189  communities under different management statuses: conventional, traditional and wild
190  (Kruskal-Wallis X?; p<0.05)
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199  Supplementary figure S4.- Phylum-level differences in prevalence for prokaryotic
200 communities under different IAM (De Martonne Aridity Index) (Kruskal-Wallis X?; p<0.05)
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222  Supplementary figure S5.- Order-level differences in prevalence for prokaryotic
223  communities under different management statuses: conventional, traditional and wild
224  (Kruskal-Wallis X?; p<0.05)
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246  Supplementary figure S6.-

a Rhizosphere b Rhizosphere
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252  Supplementary figure S6.- Order-level differences in prevalence for prokaryotic
253  communities under different IAM (De Martonne Aridity Index) (Kruskal-Wallis X?; p<0.05)
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275

276  Supplementary figure S7.- Phylum-level differences in prevalence for fungal communities
277  under different management statuses: conventional, traditional and wild (a and b) and under
278  different IAM (De Martonne Aridity Index; ¢ and d) (Kruskal-Wallis X*; p<0.05)
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Supplementary figure S8.- Order-level differences in prevalence for fungal communities
under different management statuses: conventional, traditional and wild (Kruskal-Wallis X?;
p<0.05)
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329  Supplementary figure S9.-
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333  Supplementary figure S9.- Order-level differences in prevalence for fungal communities
334  under different IAM (De Martonne Aridity Index) (Kruskal-Wallis X?; p<0.05)
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Fig. S12.- Order level major taxa players relative abundance at compartment level for a)
prokaryotic and b) fungal communities; EL= Leave Endosphere; ER= Root Endosphere;
Phy= Phyllosphere; Rhi= Rhizosphere; Soil = Soil
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Fig S13.-Nonmetric multidimensional scaling (NMDS) plots for UniFrac distances of
prokaryotic communities from A. angustifolia populations under different management
status: a) Phyllosphere; b) Rhizosphere and c) Soil and under different IAM (De Martonne
Aridity Index): d) Rhizosphere IAM 168, ) Root Endosphere and f) Soil
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391  Fig S14.-Nonmetric multidimensional scaling (NMDS) plots for UniFrac distances of

392  fungal communities from A4. angustifolia populations under different management status: a)
393  Root Endophytes and b) and under different IAM (De Martonne Aridity Index): c¢) Leaf
394  Endosphere, d) Phyllosphere, ) Root Endosphere, f) Rhizosphere.
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