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Table S1. Full list of the bacterial species identified in the conventional pest management vineyard and their frequencies and

significancies.
phylum class order genus species Frequencies Significancies
BS1 | BS2 Rhi | Rbi Bvssl BVS.SI BVS: RI;;ZI
z1 | z2 BS2 | Rhizl | po. - | Rhiz2
Actinobacteria Actinobacteria Actinomycetales denovo denovo 8,49 (7,18 (16,98,75| 0,222 | 0,056 | 0,151 | 0,841
Actinobacteria Actinobacteria Actinomycetales denovo denovo 495(79217,57|5,56| 0,032 | 0,151 | 0,548 | 0,690
Actinobacteria Actinobacteria Solirubrobacterales denovo denovo 4,46 |3,66|2,98]3,82| 0,690 | 0,841 | 0,421 | 0,095
Actinobacteria Actinobacteria denovo denovo denovo 3,88(2,0212,89(2,01| 1,000 | 0,841 | 0,421 | 0,249
Gemmatimonadetes | Gemmatimonadetes Gemmatimonadales Gemmatimonas Gemmatimonadaceac | 44 | 3 36 | 0,83 | 2,47 | 0,094 | 0,753 | 0,690 | 0,008
bacterium LWQ133
Proteobacteria Alphaproteobacteria Rhizobiales denovo denovo 2,09(1,9412,51]1,62| 0,008 | 0,310 | 0,548 | 0,310
Actinobacteria Actinobacteria Gaiellales Gaiella bacterium Ellin6526 2,4111,3312,81|1,77| 0,841 | 0,690 | 0,095 | 1,000
Proteobacteria Betaproteobacteria denovo denovo denovo 0,64 (2,4211,08|2,56| 0,056 | 0,841 | 0,841 | 0,008
Actinobacteria Actinobacteria Actinomycetales denovo denovo 0,61(2,36(1,53|2,23| 0,690 | 0,421 | 0,310 | 0,421
Actinobacteria Actinobacteria Actinomycetales denovo denovo 0,78 10,99 |4,48|1,52| 0,142 | 0,008 | 0,021 | 0,095
Proteobacteria Alphaproteobacteria Rhizobiales denovo denovo 0,58(2,1810,82(2,00| 0,016 | 0,841 | 0,753 | 0,008
Proteobacteria Alphaproteobacteria Rhodospirillales denovo denovo 1,311,07|1,69| 1,93 | 0,173 | 0,222 | 0,016 | 0,222
Proteobacteria Deltaproteobacteria Myxococcales denovo denovo 1,26 1,30 1,24 | 1,80 | 0,222 | 0,690 | 0,548 | 0,095
Proteobacteria Betaproteobacteria Burkholderiales denovo denovo 0,55(2,160,69|1,64| 0,180 | 1,000 | 0,180 | 1,000
Actinobacteria Actinobacteria Gaiellales Gaiella bacterium Ellin7530 0,61(1,13(2,25]1,52| 0,095 | 0,462 | 0,295 | 0,059
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Actinobacteria Actinobacteria Actinomycetales Blastococcus bacterium Ellin6023 0,88 (1,14 (2,12 |1,36| 0,690 | 0,690 | 0,310 | 0,841
Actinobacteria Actinobacteria Acidimicrobiales denovo denovo 2,81 (1,11 {1,13|0,81| 0,310 | 1,000 | 0,530 | 0,059
Actinobacteria Actinobacteria Actinomycetales denovo denovo 2,5211,07(0,87|1,12| 0,548 | 0,600 | 0,310 | 0,548
Proteobacteria Betaproteobacteria Burkholderiales denovo denovo 1,48 11,90 | 0,43 | 1,09 | 0,690 | 0,841 | 0,249 | 0,151
Proteobacteria Alphaproteobacteria Rhodospirillales denovo denovo 1,27 11,22 {1,06 | 1,24 | 0,095 | 0,753 | 0,222 | 0,463
Actinobacteria Actinobacteria Gaiellales Gaiella agricultural soil bacterium 5 28 1 0,81 | 1,29 | 0,81 | 0,841 | 0,421 | 0,690 | 0,095
Firmicutes Bacilli Bacillales Staphylococcus Staphylococcus epidermidis | 5,76 | 0,59 | 0,03 | 0,05 | 0,526 | 0,518 | 0,248 | 0,528
Actinobacteria denovo denovo denovo denovo 1,04 11,03 |1,43|1,04| 0,056 | 0,095 | 0,095 | 0,056
Proteobacteria denovo denovo denovo denovo 0,59(1,26(1,40(0,91| 0,310 | 0,548 | 0,421 | 0,310
Gemmatimonadetes | Gemmatimonadetes Gemmatimonadales Gemmatimonas Gemmatimonadetes | ¢ 59 | 1 38| 0,35 | 1,34 | 0,151 | 0,548 | 0,421 | 0,222
bacterium KBS708

Gemmatimonadetes Gemmatimonadetes Gemmatimonadales Gemmatimonas unidentified bacterium 0,4410,95(0,89|1,30| 0,421 | 0,841 | 0,421 | 0,095
Proteobacteria Alphaproteobacteria denovo denovo denovo 0,8810,83(1,28(0,99| 0,310 | 1,000 | 1,000 | 0,295
Actinobacteria Actinobacteria Actinomycetales denovo denovo 0,5710,94{1,09|1,13| 0,530 | 0,841 | 0,462 | 0,463
Actinobacteria Actinobacteria Actinomycetales denovo denovo 1,58 10,50 [ 1,29 | 0,73 | 0,032 | 1,000 | 0,690 | 0,047
Acidobacteria Acidobacteria_Gpl denovo denovo denovo 0,16 0,55(0,56|1,69| 0,690 | 0,310 | 0,548 | 0,690
Proteobacteria Betaproteobacteria Burkholderiales denovo denovo 0,64 (1,01{0,6310,99| 0,340 | 0,012 | 0,151 | 0,841
Proteobacteria Betaproteobacteria Burkholderiales denovo denovo 1,26 10,99 | 0,64 | 0,57 | 0,032 | 0,528 | 0,421 | 0,008
Actinobacteria Actinobacteria Actinomycetales Blastococcus Blastococcus sp. OS1-29 | 0,34 0,61 | 1,42 0,76 | 0,916 | 0,917 | 0,462 | 0,421
Proteobacteria Deltaproteobacteria Myxococcales denovo denovo 0,80(0,79 (0,69 0,70 | 1,000 | 1,000 | 0,346 | 0,151
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Actinobacteria Actinobacteria Actinomycetales denovo denovo 0,03(0,21 (1,62 |1,03| 0,293 | 0,421 | 0,209 | 0,834
Firmicutes Bacilli Bacillales Staphylococcus Staphyl"°°°°“1§§4P213frmidis 3,541 0,39 | 0,05 | 0,06 | 0,222 | 0,095 | 0,310 | 0,753
Actinobacteria Actinobacteria Gaiellales Gaiella bacterium Ellin7545 0,8310,60 (0,76 | 0,69 | 0,402 | 0,295 | 0,753 | 0,834
Bacteroidetes Sphingobacteriia Sphingobacteriales denovo denovo 1,0310,43 10,37 0,81 | 0,690 | 0,690 | 0,421 | 0,222
Actinobacteria Actinobacteria Actinomycetales Kineosporia Kineosporia rhamnosa (T) | 1,45 0,68 | 0,17 | 0,33 | 0,548 | 0,032 | 0,094 | 0,295
Acidobacteria Acidobacteria_Gp3 Gp3 Gp3 unidentified bacterium 0,17(0,33{0,25|1,20| 1,000 | 0,032 | 0,032 | 0,841
Actinobacteria Actinobacteria Actinomycetales Arthrobacter Arthrobacter sp. L13 0,13 (0,05 (1,37 10,82 | 1,000 | 0,090 |0,054 |0,402
Acidobacteria | Acidobacteria_Gp3 Gp3 Gp3 baCteri“mcelgﬁghsncle_gt ;‘;““re 0,00| 0,71 0,21 | 0,81 | 0,012 | 0,753 | 0,674 | 0,095
Gemmatimonadetes | o matimonadetes Gemmatimonadales Gemmatimonas Microcystis sp. SAG 43.90 | 0,03 | 0,78 | 0,20 | 0,61 | 0,056 | 0,833 | 0,753 | 0,012
Actinobacteria Actinobacteria Actinomycetales Arthrobacter Arthrobacter sp. S88 0,38 (0,34 (0,90 |0,38 | 0,295 |0,829 | 1,000 | 0,021
Chloroflexi Ktedonobacteria Ktedonobacterales denovo denovo 0,07 (0,00 (1,52 10,46 | 0,034 | 0,139 | 0,310 | 0,095
Actinobacteria Actinobacteria Actinomycetales denovo denovo 0,35 (0,51 (0,38 10,39 | 0,046 |[0,112 | 0,047 | 0,008
Gemmatimonadetes | Gemmatimonadetes Gemmatimonadales Gemmatimonas giﬁfﬁ;%iﬁiﬁfé 0,32 0,40 (0,17 | 0,62 | 0,139 | 0,139 | 0,421 | 0,056
Proteobacteria Gammaproteobacteria Xanthomonadales denovo denovo 0,21(0,63{0,15(0,47| 0,095 | 0,753 | 1,000 | 0,151
Proteobacteria Alphaproteobacteria Rhizobiales Bradyrhizobium Bradyrhizobium sp. 0,35{0,57{0,07|0,49| 0,151 | 0,344 | 0,917 | 0,675
WSM471
Acidobacteria Acidobacteria_Gpl Gpl Gpl bacterium Ellin6528 0,03{0,37{0,13 0,72 | 1,000 | 0,690 | 0,095 | 0,151
Gemmatimonadetes | e matimonadetes Gemmatimonadales Gemmatimonas bacterium Ellin5290 0,02 0,49 | 0,33 0,49 | 0,834 | 0,115 | 0,295 | 0,172
Actinobacteria Actinobacteria Actinomycetales denovo denovo 0,44 (0,63 (0,26 10,20 | 0,172 | 0,656 | 0,094 | 0,746
Gemmatimonadetes | Gemmatimonadetes Gemmatimonadales Gemmatimonas | Pacterium enrichment culture o3 10 31 {0,17 0,72 [ 0,031 | 0,052 | 0,834 |0,548

clone auto9 4W




35

36

37

Actinobacteria Actinobacteria Actinomycetales Nakamurella Humicoccus sp. L1886 0,50 | 0,28 1 0,94 | 0,08 | 0,021 | 1,000 | 0,753 | 0,008
Actinobacteria Actinobacteria Gaiellales Gaiella Gaiella occulta (T) 1,16 0,36 0,14 | 0,13 | 0,402 | 0,829 | 0,463 | 1,000

Firmicutes Bacilli Bacillales Staphylococcus Staphyl"c"ccufs{;gizd:rmidis 1,54 | 0,28 0,00 0,02 | 0,526 | 0,239 | 0,168 | 0,480
Proteobacteria Betaproteobacteria Burkholderiales Noviherbaspirillum Co?;i?ﬁgaﬁgzﬁ 9 0,00 | 0,32]0,60 | 0,33 | 0,249 | 0,141 | 0,095 | 0,093
Actinobacteria Actinobacteria Solirubrobacterales Conexibacter bacterium Ellin504 0,2210,18|0,46 | 0,39 | 0,548 | 0,075 | 0,690 | 0,095
Proteobacteria Gammaproteobacteria denovo denovo denovo 0,16 | 0,40 | 0,40 | 0,25 | 0,036 | 0,340 | 0,310 | 0,008
Acidobacteria Acidobacteria_Gp3 denovo denovo denovo 0,00 | 0,59]0,0110,32| 0,690 | 0,346 | 0,222 | 0,421
Actinobacteria Actinobacteria Actinomycetales Blastococcus Blastococcus sp. L1961 0,76 | 0,201 0,13 | 0,17 | 0,249 | 0,462 | 0,834 | 0,666
Proteobacteria Betaproteobacteria Burkholderiales Burkholderia Burkholderia sp. MS4t 0,00 | 0,41]0,23|0,27| 1,000 | 0,670 | 0,141 | 0,525
Actinobacteria Actinobacteria Actinomycetales Marmoricola Marmoricola sp. Gsoil 818 | 0,50 0,27 | 0,20 | 0,17 | 0,016 | 0,116 | 0,600 | 0,841
Proteobacteria Alphaproteobacteria Rhizobiales denovo denovo 0,12{0,2310,03|0,47| 0,310 | 0,750 | 0,151 | 0,059
Actinobacteria Actinobacteria Actinomycetales Terrabacter Terrabacter lapilli (T) 0,02{0,11]0,69|0,21| 0,753 | 0,548 | 0,248 | 0,458
Actinobacteria Actinobacteria Actinomycetales Blastococcus Blastococcus aggregatus 0,5310,2810,16 0,11 | 0,424 | 0,045 | 0,025 | 0,140
Proteobacteria Alphaproteobacteria Rhodospirillales denovo denovo 0,120,2410,38 | 0,21 | 0,052 | 0,180 | 0,094 | 0,059
Proteobacteria Betaproteobacteria Burkholderiales Noviherbaspirillum | Herbaspirillum sp. Sco-D20 | 0,10 | 0,26 | 0,36 | 0,19 | 0,310 | 0,458 | 0,841 | 0,115
Actinobacteria Actinobacteria Solirubrobacterales Conexibacter RubrobacFerineae 0,13{0,31]0,19|0,21 | 0,195 | 0,084 | 0,047 | 0,690

bacterium BR7-21

Acidobacteria | Acidobacteria_Gp3 Gp3 Gp3 Acsig‘é’éczgz%fgil;n 0,00| 0,09 | 0,08 | 0,51 | 0,027 | 0,829 | 0,012 | 0,012
Actinobacteria Actinobacteria Solirubrobacterales Solirubrobacter bacterium Ellin6048 0,41(0,19]0,09|0,22| 1,000 | 0,518 | 0,753 | 0,344
Actinobacteria Actinobacteria Actinomycetales Nocardioides bacterium Ellin6014 0,39(0,21]0,10| 0,21 | 0,753 | 0,458 | 0,338 | 0,504
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Actinobacteria Actinobacteria Actinomycetales Arthrobacter Arthrobacter sp. SaCR11 0,0310,09(0,49|0,25|0,396 | 0,057 | 0,012 | 0,346
Acidobacteria Acidobacteria_Gpl Gpl Gpl Actinomycetales 0,16 (0,18 { 0,10 0,310,295 | 0,402 | 0,463 | 0,141
Actinobacteria Actinobacteria Actinomycetales Blastococcus Candiriztslzlilr?ssitso?; ;:us 0,26 [ 0,06 [ 0,29 | 0,26 | 0,090 | 0,289 | 0,690 | 0,249
Proteobacteria Deltaproteobacteria Myxococcales denovo denovo 0,00(0,23 (0,17 |0,27|0,205 | 0,834 | 0,057 | 0,209
Actinobacteria Actinobacteria Actinomycetales Arthrobacter Arthrobacter sp. HS4-1 0,45(0,06 {0,33(0,11|0,014 | 0,054 | 0,036 | 0,074
Proteobacteria Alphaproteobacteria Rhizobiales Methylobacterium Methﬁl/{l(()}tia;(t)elrlil_lgél‘_sgp 0,00(0,22{0,130,27|0,528 | 0,596 | 0,248 | 0,461
Actinobacteria Actinobacteria Acidimicrobiales lamia bacterium Ellin5273 | 0,51 0,17 | 0,08 | 0,10 | 0,441 | 0,906 | 0,424 | 0,180
Actinobacteria Actinobacteria Actinomycetales Nakamurella Nakamurella flavida | 0,16 | 0,31 | 0,10 0,12| 1,000 | 0,402 | 0,202 | 0,834
Actinobacteria Actinobacteria Solirubrobacterales Solirubrobacter bacterium Ellin5249 | 0,59 0,23 | 0,03 | 0,03 | 0,665 | 0,504 | 0,823 | 0,813
Actinobacteria Actinobacteria Solirubrobacterales Solirubrobacter gii(s)el:inr:st;fi(i)ltr);i;irs 0,6310,2310,02|0,02|0,346 | 1,000 | 0,458 | 0,136
Acidobacteria Acidobacteria_Gp3 Gp3 Gp3 Actinomycetales 0,00 (0,09 (0,04 |0,42|0,463 | 0,463 | 0,917 | 1,000
Chloroflexi denovo denovo denovo denovo 0,39(0,14 (0,26 | 0,060,295 | 0,036 | 0,016 | 1,000
Acidobacteria Acidobacteria_Gpl Gpl Gpl bacterium Ellin6547 | 0,03 | 0,18 | 0,12 0,25 (0,753 | 0,344 | 0,690 | 0,036
Gemmatimonadetes Gemmatimonadetes Gemmatimonadales Gemmatimonas GZ‘:;?;’E?&“S&? 0,09 [ 0,26 | 0,02 | 0,21 [ 0,829 | 0,914 | 0,074 | 0,142
Actinobacteria Actinobacteria Gaiellales Gaiella bacterium Ellin7507 | 0,08 0,17 | 0,19 0,19 {0,401 | 0,525 | 0,032 | 0,141
Actinobacteria Actinobacteria Actinomycetales Intrasporangium Intrasp or];rsliilu‘rg ((;ngum 0,38 10,26 [ 0,05 0,06 | NA 0,180 | 0,424 | 0,519
Acidobacteria Acidobacteria_Gpl Gpl Gpl bacterium Ellin7544 | 0,13 | 0,08 | 0,21 | 0,24 | 0,018 | 0,441 | 0,530 | 0,090
Gemmatimonadetes Gemmatimonadetes Gemmatimonadales Gemmatimonas Gemmatimonas aurantiaca 0,00 0,21 {0,03|0,26|0,441 | 0,724 | 0,424 | 0,180
Actinobacteria Actinobacteria Gaiellales Gaiella unidentified bacterium 0,48 [ 0,06 | 0,25 | 0,05| 0,753 | 0,046 | 0,139 | 0,284
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Proteobacteria Deltaproteobacteria Myxococcales Kofleria Kofleria flava 0,01{0,17]0,05(0,27 | 0,448 | 0,750 | 0,345 | 0,234
Actinobacteria Actinobacteria Actinomycetales Arthrobacter Arthrobacter sp. M29 0,00{ 0,12 0,26 | 0,20 | 0,289 | 1,000 | 0,528 | 0,012
Actinobacteria Actinobacteria Actinomycetales Marmoricola Nocardioides iriomotensis | 0,421 0,16 0,12 0,04 | 0,917 | 0,036 | 0,142 | 0,584
Actinobacteria Actinobacteria Actinomycetales Arthrobacter Arthrobacter oryzae 0,48 [ 0,15(0,02 | 0,08 | 0,434 | 0,724 | 0,194 | 0,441
Acidobacteria Acidobacteria_Gpl Candidatus_Koribacter Candidatus_Koribacter Caggig:tﬁ;%‘;ﬁﬁ;f‘t;r 0,00(0,11{0,12{0,28 | 0,072 | 0,746 | NA | 0,072
Proteobacteria Alphaproteobacteria Sphingomonadales denovo denovo 0,18 (0,24 {0,11{0,08 | 1,000 | 0,674 | 0,115 | 0,753
Proteobacteria Alphaproteobacteria Caulobacterales Phenylobacterium Phenyloba({;]eéi.g?; 56% 0,24 10,13 ]0,09 (0,16 | 0,396 | 1,000 | 0,916 | 1,000
Proteobacteria Alphaproteobacteria Rhizobiales denovo denovo 0,06 | 0,09 | 0,21 | 0,20 | 0,009 | 0,192 | 1,000 | 0,020
Actinobacteria Actinobacteria Actinomycetales Arthrobacter Arthrobacter sp. 7B-895 0,00 | 0,03]0,18(0,30| 0,015 | 0,168 | 0,753 | 0,462

Nitrospirae Nitrospira Nitrospirales Nitrospira Candidatgzg:ggzpira 0,03 | 0,06 | 0,05 | 0,34 | 0,205 | 0,373 | 0,917 | 0,753
Proteobacteria Alphaproteobacteria Rhodospirillales Skermanella Skermanella aerolata 0,28 [ 0,30 | 0,00 | 0,02 | 0,012 | 0,525 | 0,690 | 0,012
Actinobacteria Actinobacteria Actinomycetales Terrabacter Terrabacter carboxydivorans (D)} 3 1 0 03 | 0,28 | 0,20 | 0,138 | 1,000 | 0,517 | 0,401
Actinobacteria Actinobacteria Gaiellales Gaiella bacterium enrichment Culttre 0,231 0,03 | 0,37 [ 0,06 | 0,180 | 0441 | NA | 0,424
Actinobacteria Actinobacteria Actinomycetales Tetrasphaera Tetrasphaera sp. Ellin115 | 0,44 | 0,20 | 0,03 | 0,00 | 0,834 | 0,600 | 0,141 | 0,675
Actinobacteria Actinobacteria Actinomycetales Nocardioides Nocardioides sp. S147 0,4510,19 (0,00 | 0,02 | 0,071 | 0,434 | 0,528 | 1,000
Actinobacteria Actinobacteria Actinomycetales Nocardioides Nocardioides islandensis (T) | 0,16 | 0,19 | 0,04 | 0,13 | 0,530 | 0,222 | 0,292 | 0,752
Bacteroidetes Flavobacteriia Flavobacteriales Chryseobacterium Chryseobacterium sp. CI02 | 0,03 | 0,37 0,02 | 0,03 | 0,290 | 0,914 | 0,289 | 0,670
Acidobacteria Acidobacteria_Gpl Gpl Gpl bacterium Ellin7522 0,06 | 0,15(0,10{0,17 | 0,387 | 0,737 | 0,093 | 0,142

o Streptomyces

Actinobacteria Actinobacteria Actinomycetales Streptomyces Vlndoclﬁg%%ge%rgss subsp. 0,02 (0,25(0,00 (0,16 | 0,441 | 0,724 | 0,424 | 0,180
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Proteobacteria Betaproteobacteria Burkholderiales Noviherbaspirillum | Oxalobacter sp. W1.09-142 | 0,19 | 0,08 | 0,12 | 0,16 | 0,115 | 0,113 | 0,402 | 0,195
Actinobacteria Actinobacteria Actinomycetales Arthrobacter Arthrobacter globiformis | 0,26 | 0,13 | 0,14 |{ 0,05 | 0,750 | 0,834 | 0,172 | 0,173
Proteobacteria Alphaproteobacteria Caulobacterales denovo denovo 0,18(0,17|0,08 | 0,08 | 0,203 | 0,830 | 1,000 | 0,015
Proteobacteria Alphaproteobacteria Rhodospirillales Skermanella enﬂ%ﬁgjgﬁﬁ:ﬁ c lone 0,09 | 0,08 | 0,45 0,00| 1,000 | 0,341 | 0,070 | 0,027
VanCtr101

Proteobacteria Alphaproteobacteria Sphingomonadales denovo denovo 0,02{0,17|0,17|0,10| 0,084 | 0,130 | 0,501 | 0,576
Acidobacteria Acidobacteria_Gp3 Gp3 Gp3 bacterium Ellin7504 0,00 | 0,04 |0,05|0,29| 0,396 | 1,000 | 0,517 | 0,205
Acidobacteria Acidobacteria_Gp10 Gp10 Gp10 ACid"baCteﬂ\if?ﬁerium 0,10 0,23 | 0,05 | 0,06 | 1,000 | 1,000 | 0,015 | 0,591
Proteobacteria Alphaproteobacteria Rhizobiales Bradyrhizobium bacterium Ellin6538 0,00 | 0,09 | 0,00 | 0,25| 0,158 | 0,519 | 1,000 | 0,011

Firmicutes Bacilli Bacillales Bacillus Bacillus sp. SKM136 0,47 | 0,04 10,07 | 0,04 | 0,242 | 0,290 | 0,043 | 0,130
Acidobacteria Acidobacteria_Gp3 Gp3 Gp3 ag::c‘;letgfisé’g_l_w 0,06 | 0,09 | 0,03 | 0,20 | 0,674 | 1,000 | 0,093 | 1,000
Bacteroidetes Sphingobacteriia Sphingobacteriales Segetibacter Segetibacter aerophilus 0,16 0,09 |0,08 0,11 0,527 | 1,000 | 0,016 | 0,239
Actinobacteria Actinobacteria Actinomycetales Motilibacter ACtg‘;’cf?e?;?Srtzl;ss_m 0,00 | 0,09 | 0,05 0,19 | 0,023 | 0,018 | 0,075 | 0,032
Proteobacteria Betaproteobacteria Burkholderiales Ramlibacter Ramlib;;t}gg | Otataouinensis 0,09 | 0,08 0,03 |0,17| 0,169 | 0,830 | 0,058 | 0,331
Actinobacteria Actinobacteria Actinomycetales denovo denovo 0,22{0,10|0,07 | 0,07 | 0,829 | 0,265 | 0,595 | 0,480
Actinobacteria Actinobacteria Actinomycetales Arthrobacter Arthrobacter sp. LM3(2011) | 0,24 | 0,09 | 0,10 | 0,05 | 1,000 | 0,085 | 0,056 | 0,478
Actinobacteria Actinobacteria Acidimicrobiales Aciditerrimonas | ACidimierobidae bacterium .03 | 0,11 | 0,16 | 0,08 | 0,600 | 0,230 | 0,036 | 0,443
Acidobacteria Acidobacteria_Gp3 Gp3 Gp3 Add""f\;sgj bacterium | o 09 1 0,11 | 0,05 | 0,12 | 1,000 | 0,746 | 0,245 | 0,750
Bacteroidetes denovo denovo denovo denovo 0,23(0,11]0,15|0,00| 0,527 | 1,000 | 0,599 | 0,116
Proteobacteria Deltaproteobacteria denovo denovo denovo 0,21{0,13]0,05|0,05| 0,834 | 1,000 | 0,173 | 0,402
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Actinobacteria Actinobacteria Actinomycetales Amycolatopsis Amlye(;((zrgt?(?rf;sis T 0,16 0,18 0,00 | 0,05| 0,746 | 0,280 | 0,264 | 0,821
Actinobacteria Actinobacteria Actinomycetales Terrabacter Terrabacter terrae (T) 0,00 | 0,06|0,11|0,17| 0,797 | 0,345 | 0,041 | 0,202
Actinobacteria Actinobacteria Acidimicrobiales Ilumatobacter unidentified bacterium 0,271 0,09 | 0,03 | 0,05 | 0,065 | 0,018 | 0,074 | 0,112
Proteobacteria Alphaproteobacteria Rhodospirillales Roseomonas Acembamacl\iﬁs ‘;)a(;:lt e7rium 0,00 | 0,18]0,10| 0,06 | 0,674 | 0,106 | 0,206 | 0,445
Acidobacteria Acidobacteria_Gpl Gpl Gpl bacterium Ellin7529 0,00{0,17]0,00|0,12| 0,278 | 0,906 | 0,398 | 0,066
Actinobacteria Actinobacteria Solirubrobacterales Solirubrobacter Solirubrobacter sp. Gsoil 917| 0,13 | 0,12 | 0,07 | 0,06 | 0,295 | 1,000 | 0,112 | 0,747

Firmicutes Bacilli Bacillales denovo denovo 0,38 (0,030,121 0,00 | 0,401 | 0,280 | 1,000 | 0,089
Proteobacteria Alphaproteobacteria Caulobacterales Caulobacter Caulobacter vibrioides 0,00 | 0,10 0,09 |0,12| 0,093 | 0,480 | 0,462 | 0,085

Firmicutes Bacilli Bacillales denovo denovo 0,06 | 0,18 0,07 | 0,03 | 0,519 | 0,203 | 0,012 | 1,000
Actinobacteria Actinobacteria Actinomycetales Actinoplanes Actinoplanes sp. IR56- 0,00 | 0,24 0,00 | 0,04 | 1,000 | 0,607 | 0,192 | 1,000

Col02

Actinobacteria Actinobacteria Actinomycetales Mycobacterium Mycobacterium sp. N1730C | 0,32 0,11 | 0,01 | 0,00 | 1,000 | 0,525 | 0,015 | 0,338
Actinobacteria Actinobacteria Actinomycetales Terrabacter Terrabacter sp. A2-62 0,16 { 0,04 10,10 | 0,09 | 0,009 | 1,000 | 0,399 | 0,010
Actinobacteria Actinobacteria Actinomycetales Arthrobacter Arthrobacter sp. CFM 20 | 0,21 | 0,07 | 0,08 | 0,04 | 0,667 | 0,332 | 0,023 | 0,462
Actinobacteria Actinobacteria Actinomycetales Streptomyces Streptomyces sp. IMR-8 | 0,00 | 0,17 0,03 | 0,08 | 0,829 | 0,462 | 0,289 | 0,916
Proteobacteria Betaproteobacteria Burkholderiales Burkholderia Burkholderia sp ﬁvIAGéZOI 1- 0,00 | 0,04 0,09 | 0,16 | 0,449 | 0,666 | 0,243 | 0,833
Proteobacteria Betaproteobacteria Burkholderiales Burkholderia bacteriumcelr;rr:;:hsnée_rzlt (é‘élture 0,00 | 0,01]0,21|0,11| 0,034 | 0,734 | 0,249 | 0,011
Proteobacteria Alphaproteobacteria Rhizobiales Pseudolabrys enr;}(fltllrlr?gr?tgzglifufer%(gy(itle | 0,03 | 0,06 |0,07 | 0,14 | 0,396 | 0,723 | 0,009 | 0,600
Proteobacteria Alphaproteobacteria Rhizobiales denovo denovo 0,00 | 0,15]0,07 | 0,06 | 0,071 | 0,331 | 1,000 | 0,243
Proteobacteria Alphaproteobacteria Caulobacterales Phenylobacterium Phenylobacterium sp. P-28 | 0,02 | 0,17 | 0,03 | 0,06 | 0,752 | 0,829 | 0,172 | 0,115
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Proteobacteria Alphaproteobacteria Alphaproteobacteria_incertac_sedis| Rhizomicrobium bacterium Ellin329 0,03 (0,09 0,00{0,14 | 0,584 | 0,502 | 0,034 | 0,209

Actinobacteria Actinobacteria Actinomycetales Cryptosporangium mlil?t’g t;:)osrpiz (:fgirllliu?ll") 0,12{0,17|0,00{ 0,02 | 0,066 | 0,501 | 0,203 | 0,012

Proteobacteria Alphaproteobacteria Rhizobiales Bradyrhizobium Bradyrhizobium sp. IV-102 | 0,00 | 0,09 | 0,00 | 0,16 | 0,511 | 1,000 | 0,262 | 0,101

Proteobacteria Alphaproteobacteria Rhodospirillales Skermanella Skermanella sp. JC5 0,03 10,18 |0,04|0,03 0,236 | 0,034 | 0,463 | 0,675

Actinobacteria Actinobacteria Actinomycetales Tetrasphaera actinomycete S23403 0,451 0,02 0,01 (0,00 | 0,007 | 0,029 | 0,424 | 0,600

Proteobacteria Alphaproteobacteria Alphaproteobacteria_incertac_sedis| Rhizomicrobium bacterium Ellin335 0,00 (0,07 |0,03|0,14 | 0,249 | 0,236 | 0,018 | 0,515

Proteobacteria Deltaproteobacteria Myxococcales Kofleria Kofleria sp. DSM 53797 | 0,03 | 0,07 | 0,03 | 0,13 | 0,044 | 0,911 | 0,116 | 0,091

Actinobacteria Actinobacteria Actinomycetales Nocardioides Nocardioides sp. S23405 | 0,17 | 0,11 0,00 | 0,05 | 0,478 | 0,406 | 0,246 | 0,141

Proteobacteria Betaproteobacteria Burkholderiales Massilia Kamhner}\/lﬁ%zms bacterium 0,00{0,11|0,00|0,13| 0,180 | 0,180 | NA NA

Actinobacteria Actinobacteria Actinomycetales Actinoplanes Actinoplanes sp. RI44- 0,00(0,11|0,02|0,11| 0,283 | 0,434 | 0,114 | 0,675

Val04

Actinobacteria Actinobacteria Gaiellales Gaiella metal-contaminated soil 1. 111 0,18 0,01 | 0,00 | 1,000 | 1,000 | 1,000 | 0,833
clone K20-25

Actinobacteria Actinobacteria Solirubrobacterales Solirubrobacter Solirubrobacter soli (T) 0,15(0,14(0,01|0,02| 1,000 | 0,195 | 0,289 | 0,371

Actinobacteria Actinobacteria Actinomycetales Streptomyces Streptomyces canu 0,29 (0,08 | 0,01 { 0,02 | 0,009 | 0,232 | 0,598 | 0,059

Actinobacteria Actinobacteria Gaiellales Gaiella Actinomycetales 0,09 (0,010,23]0,03| 1,000 | 0,284 | 0,675 | 0,168

Proteobacteria Alphaproteobacteria Caulobacterales Phenylobacterium Phenylobacterium sp. DLS- | 0,09 | 0,09 | 0,07 | 0,05 | 0,071 | 0,180 | 1,000 | 0,020
83

Actinobacteria Actinobacteria Acidimicrobiales Aciditerrimonas Aciditeqimonas 0,03(0,07|0,03{0,11| 0,025 | 0,118 | NA | 0,424
ferrireducens (T)

Actinobacteria Actinobacteria Actinomycetales Amycolatopsis Amycolatopsis rit(‘a}rr;lycinica 0,06 [ 0,11 0,05{0,06 | 0,670 | 0,478 | 0,134 | 0,797

Actinobacteria Actinobacteria Actinomycetales Streptomyces Streptomyces sp. NEAU- | 0,06 | 0,09 | 0,07 | 0,06 | 0,915 | 0,823 | 0,525 | 0,338
CF1

Acidobacteria Acidobacteria_Gpl Gpl Gpl Acidobacteriaceae 0,00 0,09 0,03 ] 0,11 ] 0,239 | 0,023 | 0,027 | 0,753

bacterium A2-1c
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Proteobacteria Betaproteobacteria Burkholderiales Massilia Massilia aerilata 0,06 | 0,09 | 0,00 | 0,09 | 0,737 | 0,737 | 0,737 | 0,504
Actinobacteria Actinobacteria Actinomycetales Arthrobacter Pseudomonas moraviensis 0,03 {0,00|0,08|0,14| 0,180 | 0,441 | NA | 0,424
Actinobacteria Actinobacteria Actinomycetales Arthrobacter Arthrobacter defluvii | 0,05| 0,03 0,07 |0,11| 0,072 | 0,239 | NA | 0,424
Acidobacteria Acidobacteria_Gpl Gpl Gpl bacterium K-5b2 0,00 | 0,03]0,05|0,14| 0,130 | 0,813 | 0,346 | 0,055
Actinobacteria Actinobacteria Actinomycetales Amycolatopsis Amycolatopsis bullii | 0,06 | 0,10 | 0,07 | 0,03 | 0,345 | 0,441 | 0,138 | 0,112
Proteobacteria Alphaproteobacteria Rhizobiales Methylobacterium | Methylobacterium longum 0,08 | 0,04 10,07 | 0,08 | 0,138 | 0,827 | 0,824 | 0,202
Actinobacteria Actinobacteria Actinomycetales Arthrobacter soil bacterium 14V-14 | 0,00 | 0,04 | 0,10 | 0,09 | 0,171 | 0,914 | 0,110 | 0,434
Gemmatimonadete | Gemmatimonadetes Gemmatimonadales Gemmatimonas Gemmatimonadetes | o 90| 0,09 | 0,00 [ 0,11 0,329 | 0,140 | 0,337 | 0,596
s bacterium WWH24
Proteobacteria Alphaproteobacteria Caulobacterales Phenylobacterium bacterium Ellin5060 | 0,03 | 0,09 | 0,02 | 0,08 | 0,344 | 0,057 | 1,000 | 0,596
Actinobacteria Actinobacteria Acidimicrobiales Tlumatobacter unidentified marine 1. 55 | .04 | 0,03 | 0,01 | 0,398 | 0,441 | 0,007 | 0,424
bacterioplankton

Proteobacteria Alphaproteobacteria Rhizobiales Beijerinckia Beijerinckia mobilis (T) | 0,00| 0,09 | 0,00 | 0,11 | 0,745 | 0,504 | 0,825 | 0,742
Acidobacteria Acidobacteria_Gpl Gpl Gpl bacterium eglr;i?;ftglmre 0,00| 0,11 0,01 | 0,08 | 0,528 | 0,829 | 0,071 | 1,000
Actinobacteria Actinobacteria Solirubrobacterales Conexibacter bacterium Ellin5025 | 0,02 | 0,02 | 0,12 | 0,09 | 0,025 | 0,180 | 0,246 | 0,014
Proteobacteria Alphaproteobacteria Rhizobiales Bradyrhizobium Br?)j?:’trgizu(ﬁi]%rlrlli ﬂgl;p 0,00 | 0,09 0,00 |0,111 0,130 | 0,373 | 0,753 | 0,456
Proteobacteria Betaproteobacteria Burkholderiales Ramlibacter Variovorax sp. P-9 0,03 {0,07|0,03|0,09| 0,607 | 0,441 | 0,424 | 0,424
Actinobacteria Actinobacteria Actinomycetales Terrabacter Terrabacter sp. Ellin102 0,09 | 0,06 | 0,05 | 0,06 | 0,106 | 0,504 | 0,332 | 0,386
Firmicutes Bacilli Bacillales Bacillus Bacillus sp. SKM7 0,23 0,06 | 0,03 | 0,02 | 0,287 | 0,346 | 0,242 | 0,091
Proteobacteria Alphaproteobacteria Rhodospirillales Dongia bacterium Ellin314 0,08 | 0,09 | 0,00 | 0,06 | 0,833 | 0,265 | 0,045 | 0,441
Actinobacteria Actinobacteria Actinomycetales Arthrobacter soil bacterium 14V-08 | 0,03 0,10 | 0,07 | 0,05 | 0,020 | 1,000 | 0,916 | 0,011




52  Figure S1. Rarefaction curves for each sample (Bulk Soil 1, Bulk Soil 2, Rhiz 1, Rhiz 2;
53  five sub-samples each). Analysis was performed using MicrobiomeAnalyst, a free available

54  on-line software (https://www.microbiomeanalyst.ca).
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60  Figure S2. Hierarchical clustering and Heatmap visualization at the genus level measured
61 as Euclidean distance by using the Ward algorithm according to A) variable time (flowering
62  vs. early fruiting time) and B) variable space (bulk soil vs. rhizosphere). Analysis was

63  performed using MicrobiomeAnalyst, a free available on-line software

64  (https://www.microbiomeanalyst.ca).
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Figure S3. Pattern Search using as variable the sampling time, based on the top 25 genera

identified: Pseudomonas, Nakamurella, Bacillus and GP7 are the genus more related to the

variation of the microbiota according to sampling time. Bars represent positive (pink) and

negative (light blue) value of correlation. Analysis was performed using MicrobiomeAnalyst,

a free available on-line software (https://www.microbiomeanalyst.ca).
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