TABLE S1. Primers used in this study

Specificity Primer Sequence (5'-3’) al Refe-

°C rence

Bacteria F984GC GC-clamp-AACGCGAAGAACCTTAC 53

R1378 CGGTGTGTACAAGGCCCGGGAACG (1)
Bacteria F27 AGAGTTTGATCMTGGCTCAG 56 (2)
R1494 CTACGGYTACCTTGTTACGAC 3)
Bacteria R1492 TACGGYTACCTTGTTACGACT 56 (2)
Bacteria V3F ACTCCTACGGGAGGCAG 44 @)
V4R TACNVRRGTHTCTAATYC
Alpha- F203x CCGCATACGCCCTACGGGGGAAAGATTT 56 (5)
proteobacteria AT
Beta- FO433 CGCACAAGCGGTGGATGA 64 (6)
proteobacteria
Actino- F2434cc GGATGAGCCCGCGGCCTA 63 (1)
bacteriales
Entero- F234 GATGWRCCCRKATGGGA 57 7)
bacteriaceae R1423 AKCTAMCTRCTTCTTTTGCAA
Pseudomonas F311Ps CTGGTCTGAGAGGATGATCAGT 63 (8)
R1459Ps AATCACTCCGTGGTAACCGT
Bacillus and BacF GGGAAACCGGGGCTAATACCGGAT 65 9)
related taxa
Fungi ITSIFG GC-clamp-CTTGGTCATTTAGAGGAAGTAA 55
CITS4 TCCTCCGCTTATTGATATGC (20)
ITS2 GCTGCGTTCTTCATCGATGC

45’ GC-clamp CGCCCGGGGCGCGCCCCGGGCGGGGCGGGGGCACGGGG



TABLE S2. Statistical analysis of the effect of soil biota fertility of M. hapla feeding on
tomato planted in infested soils

Significance of fixed effect$

Dependent variable

soil sterilized soil*sterilized
logGalls P=0.015 P<0.001 P=0.070
logEggmasses P=0.055 P<0.001 P=0.096
logEggs P<0.001 P<0.001 P<0.001
P<0.001 with sterilized=0 P<0.002 with _
logEggs _ N _ not applicable
P=0.044 with sterilized=1 soil=Kw, Go, or Gb
fecundity P=0.003 P<0.001 P=0.097

@Data and statistical analysis by SAS package 9.3:

data M hapl a;

i nput block soil$ sterilized galls eggnmasses eggs; /* per gramroot freshwei ght*/
dat al i nes;

1 Kw O 26.1 19.9 3569.7
2 Kw O 6.2 4.0 1968.7
3 Kw 0 14.3 10.1 1204.5
4 Kw O 18.7 14.1 2145.9
5 Kw 0 3.8 1.0 1085.6
6 Kw O 23.3 8.6 3506.5
7 Kw 0 5.7 3.7 1824.8
8 Kw O 23.9 20.5 2424.2
1 Kw 1 45.6 38.6 32362.2
2 Kw 1 37.1 32.8 32861.9
3 Kw 1 37.8 32.4 25784.0
4 Kw 1 37.8 30.1 29014.1
5 Kw 1 31.2 25.9 26210.2
6 Kw 1 49.9 48.1 44296.4
7 Kw 1 32.5 31.8 30723.2
8 Kw 1 13.4 12.5 26215.0
1G O 23.6 14.2 4829.7
2G 0 34.6 28.7 20323.7
3G O 24.5 11.0 7300.6
4 G O 27.9 18.5 7541.0
5G ©0 27.8 17.9 15363.6
6 Go O 31.5 21.5 17770.4
7 G O 25.2 20.7 3952.9
8 G O 34.2 24.3 6818.2
1G 1 28.3 25.8 25055.9
2 1 43.6 35.1 32651.0
3G 1 40.9 31.1 27985.5
4 G 1 13.8 11.9 13071.9
5G 1 39.0 33.5 33246.5
6 Go 1 34.3 27.4 28133.0
7 G 1 63.9 50.0 37230.2
8 G 1 65.0 50.6 35150.5
16 O 9.1 8.1 2673.9
2G 0 17.0 17.9 9242.2
3G 0 7.8 2.0 6736.8
4 G O 15.7 8.1 7037.0
5G 0 12.5 2.3 10242.8
6 G O 19.4 12.7 7870.0
7G 0 17.5 12.6 5909.5
8 & O 29.9 24.0 14403.0
1 1 21.3 17.2 29278.6
2 1 40.4 35.1 43593.3
3G 1 48.6 35.1 38557.2
4 G 1 33.0 22.1 23832.9
5G 1 35.2 31.9 45328.3



6 G 1 42.2 30.8 31615.6
7@ 1 31.6 27.8 50319.1
8 G 1 34.6 30.3 53750.7

blata M hapl a; set Mhapla; /* log transformation */
fecundity = | og(eggs / eggmasses);
l ogGal | s= I og(galls); |ogEggmasses= | og(eggnmasses); | ogEggs=l og(eggs);

/* Ceneral tests */

proc m xed data=M hapla; /* Effect of soil and soil sterilization on gall no. */
class block soil sterilized;

nodel logGalls = soil sterilized soil*sterilized / ddf mekr; random bl ock;

proc m xed data=M hapla; /* Effect of soil and soil sterilization on eggnmass no. */
cl ass bl ock soil sterilized;

nodel | ogEggmasses = soil sterilized soil*sterilized / ddfmekr; random bl ock;

proc m xed data=M hapla; /* Effect of soil and soil sterilization on eggs no. */

cl ass bl ock soil sterilized;

nodel | ogEggs = soil sterilized soil*sterilized / ddf nekr; random bl ock;

proc m xed data=M hapla; /* Effect of soil and sterilization on eggs per eggmass */
cl ass bl ock soil sterilized;

nodel fecundity = soil sterilized soil*sterilized / ddfmekr; random bl ock;

/* Tukey-Kramer tests for sterilized and native soils separately: */

proc sort data=M hapla; by sterilized soil bl ock;

proc mi xed data=M hapl a; by sterilized; /* difference between soils in gall no. */
cl ass bl ock soil;

nodel logGlls = soil / ddfmekr; random bl ock;

| smeans soil / ADJUST=TUKEY;

proc mi xed data=M hapl a; by sterilized; /* egg masses conpared between soils */

cl ass bl ock soil;

nodel | ogEggmasses= soil / ddf mekr; random bl ock;

| smeans soil / ADJUST=TUKEY;

proc mi xed data=M hapl a; by sterilized;/* no. of eggs conpared between soils */

cl ass bl ock soil;

nodel | ogEggs = soil / ddf mekr; random bl ock;

| smeans soil / ADJUST=TUKEY;

proc mi xed data=M hapl a; by sterilized; /* fecundity conpared between soils */

cl ass bl ock soil;

nodel fecundity = soil / ddf nekr; random bl ock;

| smeans soil / ADJUST=TUKEY;

proc sort data=M hapla; by soil sterilized bl ock;

proc mi xed data=M hapla; by soil; /* For verification of general effects after */
cl ass bl ock sterilized; /* a significant interaction soil*sterilized */
nodel | ogEggs = sterilized / ddf mekr; random bl ock;

run;



Fig. S1.PCR-DGGE profiles of 16S rRNA genes of bactendiggoups amplified in nested
PCR from DNA ofM. hapla juvenilesfrom three arable soils (Kw, Go, Gb), and from ltota
soil DNA. Ribotypes are marked that were enrichediematode samples and characterized
by sequencing (Table 2).

A) PCR-DGGE for “Bacillus” (based on specificity pfimer BacF):

Soil Kw Soil Go Soil Gb
Bacterla on nematodes Soil community Bacteria on nematodes Soil community Bacteria on nematodes Soil community
Soil Kw Soil Go Soil Gb
Bacteria on nematodes Soil community Bacteria on nematodes  Soil community Bacteria on nematodes Soil community
A B C D _A__B C D A : B C D A B C D A B C__D A B D
{ ¢

m

B) PCR-DGGE folAlphaproteobacteria (based on speC|f|C|ty of primer FZQ3




C) PCR-DGGE foBetaproteobacteria (based on specificity of primer FB)3

Soil Kw Soil Go Soil Gb
Bacteria on nematodes Soil community Bacteria on nematodes  Soil community Bacteria on nematodes Soil community
A B C D A B C D A B c D A B C D A B C D A B C D

D) PCR-DGGE foPseudomonas (based on specificity of primers F311Ps / R1459Ps)

Soil Kw Soil Go Soil Gb

Bacteria on nematodes Soil community Bacteria on nematodes Soil community Bacteria on nematodes Soil community
A B C__ D A B C D A B C D A B C D A B C D A B C

D




E) PCR-DGGE foEnterobacteriaceae (based on specificity of primers F234 / R1423):

Soil Kw Soil Go Soil Gb

Bacteria on nematodes Soil community  Bacteria on nematodes  Soil community Bacteria on nematodes Soil community
B A_B A__B C D A B ] XA B _C D

F) PCR-DGGE foActinobacteriales (based on specificity of primer F243HGC):

Soil Kw Soil Go Soil Gb
Bacteria on nematodes Soil community Bacteria on nematodes Soil community Bacteria on nematodes  Soil community
B C D

A B C D A B C A B C 1] A B C D A B D A




BlastN hits with NCBI GenBank and UNITE species hypthesis (SH) database of
representative (RepS) and reference ITS sequencd®efS), v.6 2014/1/15

>Fungi DGGE band no. 1

EU400587 Malassezia restricta isolate HA414, Basigicota, Ustilaginomycotina,
Exobasidiomycetes, Malasseziales, Malasseziaceae 582 bits(315), e-value 4e-163, identities
324/328(99%), gaps 1

RepS SH206219.06FU, % identity 99.22, e-value 6&-bR score 452, Malassezia restricta

>Fungi DGGE band no. 2

GU017496 Aspergillus penicillioides isolate KHO023&comycota, Pezizomycotina,
Eurotiomycetes, Eurotiomycetidae, Eurotiales, Totmmaceae, score 544 bits(294), e-value 2e-151,
identities 297/298(99%), gaps 1

RepS SH213198.06FU, % identity 100.00, e-value32-hit score 468, Aspergillus penicillioides

>Fungi DGGE band no. 3
AB105353 Cryptococcus pseudolongus, Basidiomyddgaricomycotina, Tremellomycetes,
Tremellales, score 320 bits(173), e-value 2e-8htitles 173/173(100%), gaps 0

RepS SH198505.06FU, % identity 100.0, e-value 5eéb6&core 255, uncultured Basidiomycota

>Fungi DGGE band no. 4

JX501299 Chaetomium globosum strain ATCC6205, Ascmta, Sordariomycetes,
Sordariomycetidae, Sordariales, Chaetomiaceaee SO bits(272), e-value 3e-139, identities
283/288(98%), gaps 2

HM537056 Fungal endophyte sp. g79, score 503 Gi(2-value 3e-139, identities 283/288(98%),
gaps 2

RepS SH234979.06FU, % identity 97.8, e-value 3e-bidScore 379, Chaetomium globosum

>Fungi DGGE band no. 5

FJ439584 Arthopyreniaceae sp. GMG_P1, Ascomycatzzemycotina, Dothideomycetes,
Pleosporomycetidae, Pleosporales, Arthopyreniaceaee 508 bits(275), e-value 6e-141, identities
275/275(100%), gaps 0

RepS SH011458.06FU, % identity 99.5, e-value 1e-bid3core 374, Arthopyreniaceae

>Fungi DGGE band no. 6
AM901702 Eurotium sp. BF106, Ascomycota, Pezizonipeo Eurotiomycetes, Eurotiomycetidae,
Eurotiales, Trichocomaceae, score 475 bits(25Valee 6e-131, identities 257/257(100%), gaps 0

RepS SH236882.06FU, % identity 100.0, e-value 1eb@Score 347, Eurotium repens

RepS SH236881.06FU, % identity 100.0, e-value 1eb@Score 347, Paecilomyces

>Fungi DGGE band no. 7

JX501311 Ganoderma applanatum strain BL26, Basigioma, Agaricomycetes, Polyporales,
Ganodermataceae, score 582 bits(315), e-value 3aditities 318/319(99%), gaps 1

RepS SH203388.06FU, % identity 100.0, e-value 3&-thB score 462, uncultured Ganoderma

>Fungi DGGE band no. 8

AJ300335 Cladosporium cladosporioides strain CB&8Kb (identical to GU594746 Cladosporium
cucumerinum strain 870381), Ascomycota, PezizoniyapDothideomycetes, Dothideomycetidae,
Capnodiales, Davidiellaceae, mitosporic Davidiadke, score 501 bits(271), e-value 1e-138, idesititie
271/271(100%), gaps 0

RepS SH005140.06FU, % identity 97.7, e-value 4e-bid3core 372, uncultured soil fungus



>Fungi DGGE band no. 9
JX164064 Davidiella sp. FA-7B, Ascomycota, Dothidgoetes, Dothideomycetidae, Capnodiales,
Davidiellaceae, score 497 bits(269), e-value 1e-ld&htities 271/272(99%), gaps 0

RepS SH005107.06FU, % identity 100.0, e-value 6&-bid score 385, Cladosporium

>Fungi DGGE band no. 10

JX164076 Cryptococcus sp. FM-D1, Basidiomycota, rigenycotina, Tremellomycetes,
Filobasidiales, mitosporic Filobasidiales, scorg Bits(255), e-value 7e-130, identities
255/255(100%), gaps 0

RepS SH005107.06FU, % identity 100.0, e-value 7,é@3core 338, Cryptococcus magnus
RepS SH019036.06FU, % identity 100.0, e-value 7e3@3core 338, Cryptococcus

>Fungi DGGE band no. 11

EF060720 Trichosporonales strain LM408, BasidiongcAgaricomycotina, Tremellomycetes,
Tremellales, unclassified Trichosporonales, sc@eekits(229), e-value 2e-115, identities
237/241(98%), gaps 0

RepS SH195353.06FU, % identity 97.8, e-value 9eéhbBScore 311, Trichosporon asahii

>Fungi DGGE band no. 12

JF439489 Mortierella sp. T6, Fungi incertae sde#sly diverging fungal lineages,
Mortierellomycotina, Mortierellales, Mortierellaceascore 499 bits(270), e-value 4e-138, identities
272/273(99%), gaps 0

JF439486 Mortierella humilis isolate F13, score BE§(246), e-value 8e-125, identities
266/275(97%), gaps 3

RepS SH218050.06FU, % identity 100.0, e-value 1&-tbid score 370, Mortierella

>Fungi DGGE band no. 13

GU198183 Cylindrocarpon olidum isolate FI 2037, d®ycota, Pezizomycotina, Sordariomycetes,
Hypocreomycetidae, Hypocreales, Nectriaceae, norisectriaceae, mitosporic Neonectria, score
375 bits(203), e-value 7e-101, identities 208/220¢% gaps 1

RepS SH232146.06FU, % identity 99.6, e-value 1e-bid&core 390, Cylindrocarpon olidum

>Fungi DGGE band no. 14
AM410609 Ascomycete sp. VTT D-041032, Ascomyco&, bp, 460 bits(249), e-value=2e-126,
identities 254/256(99%), gaps 1

HE972037 Gibellulopsis nigrescens, Ascomycota,Zéeaycotina, Sordariomycetes,
Hypocreomycetidae, Glomerellales, Plectosphaeesdiacscore 457 bits(247), e-value 2e-125,
identities 253/256(99%), gaps O

RepS SH219633.06FU, % identity 100.0, e-value 2ébB%core 360, Verticillium nigrescens

>Fungi DGGE band no. 15
DQ485617 Rhizophydium sp. JEL-223, Chytridiomyca@haytridiomycetes, Rhizophydiales,
Rhizophydiaceae, score 558 bits(302), e-value Be-itlgntities 308/311(99%), gaps O

RepS SH208245.06FU, % identity 98.1, e-value 8e-tRScore 444, uncultured ectomycorrhizal
fungus

>Bacillus DGGE band no. 1
NR_043037 Bradyrhizobium pachyrhizi strain PAC4&aproteobacteria; Rhizobiales;
Bradyrhizobiaceae, score 1323 bits(716), e-valQei@entities 748/764(98%), gaps O

>Bacillus DGGE band no. 2



NR_044187 Sphingomonas insulae strain DS-28, Alpitapbacteria; Sphingomonadales;
Sphingomonadaceae, score 1982 bits(1073), e-vaduédentities 1087/1094(99%), gaps O

> Bacillus DGGE band no. 3
NR_036904 Staphylococcus epidermidis strain FuB&ghicutes; Bacilli; Bacillales;
Staphylococcaceae, score 869 bits(470), e-valyed&gtities 470/470(100%), gaps O

> Bacillus DGGE band no. 4
NR_036904 Staphylococcus epidermidis strain FuB&ghicutes; Bacilli; Bacillales;
Staphylococcaceae, score 2071 bits(1121), e-valyed@ntities 1130/1134(99%), gaps 1

> Bacillus DGGE band no. 5
NR_044365 Micrococcus endophyticus strain YIM 5628&inobacteria; Actinomycetales;
Micrococcaceae, score 1655 bits(896), e-valuei@edtities 924/937(99%), gaps 4

> Bacillus DGGE band no. 6

NR_024691 Bacillus flexus strain IFO15715 / NR_Q2B8acillus megaterium strain IAM 13418,
Firmicutes; Bacilli; Bacillales; Bacillaceae, scdr@67 bits(1065), e-value 0.0, identities
1072/1075(99%), gaps 1/1075(0%)

> Bacillus DGGE band no. 7
NR_037113 Micrococcus luteus strain DSM 20030, Aatbacteria; Actinomycetales;
Micrococcaceae, score 2043 bits(1106), e-valuei@edtities 1124/1133(99%), gaps 0

>Bacillus DGGE band no. 8
NR_040847 Propionibacterium acnes, Actinobacté&@inomycetales; Propionibacteriaceae, score
2111 bits(1143), e-value 0.0, identities 1143/1188¢%0), gaps O

>Bacillus DGGE band no. 9
NR_041028 Methylobacterium rhodesianum strain D&#7% Alphaproteobacteria; Rhizobiales;
Methylobacteriaceae, score 1956 bits(1059), e-valdgidentities 1124/1156(97%), gaps 1

> Bacillus DGGE band no. 10
NR_042778 Streptococcus thermophilus strain ATCE589 Firmicutes; Bacilli; Lactobacillales;
Streptococcaceae, score 800 bits(433), e-valuédetities 433/433(100%), gaps 0

>Alphaproteobacteria DGGE band no. 1
NR_041365 Solirubrobacter soli strain Gsoil 355tidabacteria, Solirubrobacterales,
Solirubrobacteraceae, score 793 bits(429), ident#ti31/432(99.8%), gaps O

>Alphaproteobacteria DGGE band no. 2
NR_026365 Janthinobacterium lividum strain DSM 1 3R@taproteobacteria, Burkholderiales,
Oxalobacteraceae, score 747 bits(404), identi€#407(99.8%), gaps 0

>Alphaproteobacteria DGGE band no. 3
NR_044112 Rhizobium phaseoli strain ATCC 14482 halproteobacteria, Rhizobiales,
Rhizobiaceae, score 782 bits(423), identities 426{419.8%), gaps 0

>Alphaproteobacteria DGGE band no. 4
NR_026337 Pedomicrobium australicum strain IFAM 304, Alphaproteobacteria, Rhizobiales,
Hyphomicrobiaceae, score 584 bits(316), identBib4/358(96.1%), gaps O

>Alphaproteobacteria DGGE band no. 5

NR_074243 Ochrobactrum anthropi ATCC 49188 / NR 1@4130. cytisi strain ESC1,
Alphaproteobacteria, Rhizobiales, BrucellaceaerescO3 bits(429), identities 433/435(99.5%), gaps
0

>Alphaproteobacteria DGGE band no. 6



NR_041967 Maricaulis maris strain ATCC 15268, Alpttdaeobacteria, Rhodobacterales,
Hyphomonadaceae, score 551 bits(298), identitid#37(91.0%), gaps 4

>Alphaproteobacteria DGGE band no. 7
NR_029287 Nitrospira moscoviensis strain NSP M-trddpira, Nitrospirales, Nitrospiraceae, score
721 bits(390), identities 422/438(96.3%), gaps 0

>Alphaproteobacteria DGGE band no. 8
NR_042626 Anderseniella baltica strain BA141, Alpteieobacteria, Rhizobiales, Rhodobiaceae,
score 621 bits(336), identities 400/431(92.8%) syap

>Alphaproteobacteria DGGE band no. 9
NR_044214 Devosia chinhatensis strain IPL18, Alpbigobacteria, Rhizobiales,
Hyphomicrobiaceae, score 719 bits(389), identti2@/435(96.6%), gaps 2

>Alphaproteobacteria DGGE band no. 10
NR_044302 Kaistia soli strain 5YN9-8, Alphaproteciesia, Rhizobiales, Rhizobiaceae, score 453
bits(245), identities 268/279(96.1%), gaps 1

>Alphaproteobacteria DGGE band no. 11
NR_027605 Magnetospirillum gryphiswaldense stralBRl, Alphaproteobacteria, Rhodospirillales,
Rhodospirillaceae, score 702 bits(380), identui4/430(96.3%), gaps 4

>Alphaproteobacteria DGGE band no. 12
NR_028798 Bosea eneae strain 34614, AlphaprotesiedRhizobiales, Bradyrhizobiaceae, score
680 bits(368), identities 407/426(95.5%), gaps 1

>Alphaproteobacteria DGGE band no. 13
NR_043735 Rhodobacter blasticus strain ATCC 33Af8ihaproteobacteria, Rhodobacterales,
Rhodobacteraceae, score 667 bits(361), identii2887(96.3%), gaps 2

>Pseudomonas DGGE band no. 1

NR_040802.1 Pseudomonas asplenii strain ATCC 2B883&udomonas monteilii strain CIP 104883,
Gammaproteobacteria, Pseudomonadales, Pseudomeaagdsacore 793 bits(429) , identities
433/435(99.5%), gaps 0

>Pseudomonas DGGE band no. 2

NR_043990 Pseudomonas tuomuerensis strain 78R3 024734 Pseudomonas alcaliphila strain
AL15-21, Gammaproteobacteria, Pseudomonadalesd&seumadaceae, score 782 bits(423),
identities 431/435(99.1%), gaps 0/435(0%)

>Pseudomonas DGGE band no. 3

NR_025228 Pseudomonas koreensis strain Ps 9-Bud&sionas brassicacearum subsp.
brassicacearum NFM421 / Pseudomonas cedrina &FdL 96-198 / Pseudomonas chlororaphis
subsp. chlororaphis strain DSM 50083T / Pseudomkit@sensis strain 520-20 / Pseudomonas
thivervalensis strain SBK26, GammaproteobactesapuBomonadales, Pseudomonadaceae, score 804
bits(435) , identities 435/435(100.0%), gaps O

>Pseudomonas DGGE band no. 4

NR_024918 Pseudomonas jessenii strain CIP 105RR4 025227 Pseudomonas umsongensis strain
Ps 3-10 / NR_043314 Pseudomonas moraviensis §ifzih 7280, Gammaproteobacteria,
Pseudomonadales, Pseudomonadaceae, score 778®)its@entities 426/429(99.3%), gaps O

>Pseudomonas DGGE band no. 5

NR_024918 Pseudomonas jessenii strain CIP 105RR} 025227 Pseudomonas umsongensis strain
Ps 3-10, Gammaproteobacteria, PseudomonadalesidPsenadaceae, score 782 bits(423) , identities
431/435(99.1%), gaps O

>Pseudomonas DGGE band no. 6



NR_025228 Pseudomonas koreensis strain Ps 9-kud®sonas brassicacearum subsp.
brassicacearum NFM421 / Pseudomonas cedrina &FdL 96-198 / Pseudomonas chlororaphis
subsp. chlororaphis strain DSM 50083T / Pseudomkih@sensis strain 520-20 / Pseudomonas
thivervalensis strain SBK26, GammaproteobactesapuBomonadales, Pseudomonadaceae, score 798
bits(432) , identities 434/435(99.8%), gaps 0

>Pseudomonas DGGE band no. 7

NR_036909 Pseudomonas taetrolens strain 111 / NdRZ@RPseudomonas lundensis strain ATCC
49968, Gammaproteobacteria, Pseudomonadales, Psenddaceae, score 776 bits(420) , identities
430/435(98.9%), gaps 0

>J2 specific bacterium (Table 3), row 1

KC469953, Micrococcus yunnanensis, Actinobactéfli@rococcales, Micrococcaceae, score 595
bits(322), e-value 7e-167, identities 322/322(100§aps 0

> J2 specific bacterium (Table 3), row 2

AY043359 Rothia amarae, Actinobacteria, MicrocoesaMicrococcaceae, score 595 bits(322), e-
value 7e-167, identities 322/322(100%), gaps 0

> J2 specific bacterium (Table 3), row 3

AJ554207 Geobacillus stearothermophilus, FirmigBegillales, Bacillaceae, score 481 bits(260), e-
value 2e-132, identities 262/263(99%), gaps 0

> J2 specific bacterium (Table 3), row 4

AY188352 Streptococcus salivarius, Firmicutes, Batiactobacillales, Streptococcaceae, score 828
bits(448), e-value 0.0, identities 448/448(100%px0

> J2 specific bacterium (Table 3), row 5

Y07841 Anaerococcus octavius, Firmicutes, Closridilostridiales, Clostridiales, Family XI.
Incertae Sedis, score 424 bits(229), e-value 2e{ti¢&tities 234/236(99%), gaps 1

> J2 specific bacterium (Table 3), row 6

DQ911241 Peptoniphilus gorbachii, Firmicutes, Glid&, Clostridiales, Clostridiales, Family XI.
Incertae Sedis, score 634 bits(343), e-value 2¢itiéatities 343/343(100%), gaps O

> J2 specific bacterium (Table 3), row 7

Y18176 Clostridium disporicum, Firmicutes, ClosigidClostridiales, Clostridiaceae, score 433
bits(234), e-value 4e-118, identities 236/237(99aps 0

> J2 specific bacterium (Table 3), row 8

CP003703 Mycoplasma wenyonii, Tenericutes, MolesytMycoplasmataceae, score 619 bits(335), e-
value 4e-174, identities 337/338(99%), gaps 0

> J2 specific bacterium (Table 3), row 9

EU159980 Uncultured Gemmatimonas in rhizospherey@atimonadetes, Gemmatimonadales,
Gemmatimonadaceae, score 776 bits(420), e-valyed@itities 430/435(99%), gaps O

> J2 specific bacterium (Table 3), row 10

HE613616 Uncultured delta proteobacterium, scotb®(320), e-value 9e-166, identities
320/320(100%), gaps O

> J2 specific bacterium (Table 3), row 11

AJ242584 Ochrobactrum sp., AY594216 Brucella sfphAproteobacteria, Rhizobiales,
Brucellaceae, score 547 bits(296), e-value 2e-tlgdtities 296/296(100%), gaps O

> J2 specific bacterium (Table 3), row 12

FM202386 Hirschia maritima, Alphaproteobacteriap&bbacterales, Hyphomonadaceae, score 368
bits(199), e-value 1e-98, identities 217/226(96§aps 0

> J2 specific bacterium (Table 3), row 13

DQ342315 Haematobacter missouriensis, Alphaprotdeba, Rhodobacterales, Rhodobacteraceae,
score 486 hits(263), e-value 3e-134, identitied 26X 100%), gaps 0

> J2 specific bacterium (Table 3), row 14



AY014173 Paracoccus yeei, Alphaproteobacteria, Bbacterales, Rhodobacteraceae, score 756
bits(409), e-value 0.0, identities 409/409(100% )50

> J2 specific bacterium (Table 3), row 15

GQ263062 Uncultured Rhodospirillaceae, Alphapragetdria, Rhodospirillales, score 708 bits(383),
e-value 0.0, identities 383/383(100%), gaps O

> J2 specific bacterium (Table 3), row 16

ABO077038 Malikia spinosa, Betaproteobacteria, Bott#thriales, Comamonadaceae, score 577
bits(312), e-value 2e-161, identities 322/327(98§aps 0

> J2 specific bacterium (Table 3), row 17

Y08846 Janthinobacterium lividum, BetaproteobaatdBurkholderiales, Oxalobacteraceae, score 479
bits(259), e-value 6e-132, identities 261/262(99§a)ps 0

> J2 specific bacterium (Table 3), row 18

HGO005351 Neisseria mucosa, Betaproteobacteriasbiéides, Neisseriaceae, score 501 bits(271), e-
value 1e-138, identities 273/274(99%), gaps O

> J2 specific bacterium (Table 3), row 19

ABO021385 Vogesella indigofera, Betaproteobact@tizisseriales, Neisseriaceae, score 473 bits(256),
e-value 3e-130, identities 260/262(99%), gaps 0

> J2 specific bacterium (Table 3), row 20

X96963 Shigella flexneri / AF530475 S. ferguso@iammaproteobacteria, Enterobacteriales,
Enterobacteriaceae, score 813 bits(440), e-valydadentities 440/440(100%), gaps O

> J2 specific bacterium (Table 3), row 21

AJ278311 Acinetobacter schindleri, Gammaproteobacteseudomonadales, Moraxellaceae, score
481 bits(260), e-value 2e-138, identities 262/26%¢P gaps 0

> J2 specific bacterium (Table 3), row 22

X81663 Acinetobacter johnsonii, Gammaproteobact@®s@udomonadales, Moraxellaceae, score 486
bits(263), e-value 3e-134, identities 263/263(100§aps O

> J2 specific bacterium (Table 3), row 23

AJ550856 Enhydrobacter aerosaccus, Gammaproteobagtiseudomonadales, Moraxellaceae, score
826 bits(447), e-value 0.0, identities 447/447(1903aps O

> J2 specific bacterium (Table 3), row 24

AJ292426 Pseudomonas kilonensis, Gammaproteolmdstudomonadales, Pseudomonadaceae,
score 821 bits(444), e-value 0.0, identities 444(4@0%), gaps O



References Supplement

10.

Heuer H, Krsek M, Baker P, Smalla K, Wellington EMH. 1997. Analysis of
actinomycete communities by specific amplificatadrgenes encoding 16S rRNA and
gel-electrophoretic separation in denaturing gratdieAppl. Environ. Microbiol.
63:3233-3241.

Weisburg WG, Barns SM, Pelletier DA, Lane DJ1991. 16S ribosomal DNA
amplification for phylogenetic study. J. Bacteribl.3:697-703.

Heuer H, Smalla K.2007. Manure and sulfadiazine synergistically éased

bacterial antibiotic resistance in soil over astedavo months. Environ. Microbiol.
9:657-666. d0i:10.1111/j.1462-2920.2006.01185.x.

Wang Y, Qian PY.2009. Conservative fragments in bacterial 16S rRj¢Aes and
primer design for 16S ribosomal DNA amplicons intagenomic studies. PloS One
4:e7401. doi:10.1371/Journal.Pone.0007401.

Heuer H, Smalla K.1999. Bacterial phyllosphere communitiesSollanum

tuberosum L. and T4-lysozyme-producing transgenic variaRESMS Microbiol. Ecol.
28:357-371. doi:10.1111/j.1574-6941.1999.tb00590.x.

Gomes NCM, Heuer H, Schonfeld J, Costa R, Mendonddagler L, Smalla K.
2001. Bacterial diversity of the rhizosphere of meaiZea mays) grown in tropical soil
studied by temperature gradient gel electropharB&st Soil232:167-180.
doi:10.1023/A:1010350406708.

Binh CTT, Heuer H, Gomes NCM, Kaupenjohann M, Smalh K. 2010. Similar
bacterial community structure and high abundancailfdbnamide resistance genes in
field-scale manures, p. 141-166.Dellaguardia CS (ed.), Manure: management, uses
and environmental impacts. Nova Science Publislitasppauge, NY.

Milling A, Smalla K, Maidl FX, Schloter M, Munch JC . 2004. Effects of transgenic
potatoes with an altered starch composition ordibersity of soil and rhizosphere
bacteria and fungi. Plant S@66:23-39.

Garbeva P, van Veen JA, van Elsas J[2003. Predominamacillus spp. in
agricultural soil under different management regmdetected via PCR-DGGE.
Microb. Ecol.45:302-316. doi:10.1007/s00248-002-2034-8.

Weinert N, Meincke R, Gottwald C, Heuer H, Gomes NCSchloter M, Berg G,
Smalla K. 2009. Rhizosphere communities of genetically medizeaxanthin-
accumulating potato plants and their parent cultiifier less than those of different
potato cultivars. Appl. Environ. Microbior5:3859-3865.



