S1 File. Phylogenetic trees based on 16S rRNA gene. Trees from (a) to (k) show the relationship between isolates and
the reference species for each genera. Phylogeny was built with MEGA v.7 using the Neighbor-Joining method based on
the Kimura 2-parameter model. Support values are shown next to the branches when >50%, based on 1000 bootstrap
replications. Bar indicates the percentage of nucleotide substitutions. Specific type strains for each genera were used as
outgroup. Isolation sources of the diazotroph/N-scavenger bacterial strains are represented by shapes and colors: BS, soil
(triangle); LR, lulo unwashed roots (square); TR, tomato unwashed roots (circle); CH, horticulture soil at conventional
management (red); ORG, horticulture soil at organic management (blue); SF, secondary forest soil with no agricultural
use (green).



[~ Rhizobium rhizogenes NBRC 13257' (D14501.1)
Rhizabium rubi ICMP 118331 (AY¥626395.1)
Rbvzobium miluonense CCBAL 412517 (EF0G1096.1)
Rhizobium mayense CCGES2ET (JX855172.1)
Rhizobium lusitanum LMG 22705' (AY738130.2)
3L (KX354904) m
261 (KXBB4850)m
20L (KxBB4854)m
16L (KXBB4850)m
49T (KXB54983) @
35T (KX884978) @
30T (KX284973) @
28T (KX284971) @
15T (KX884959) @
12T (KX884957) @
6T (KXBB4952) @
3T (KXE8B4974) @
Rhizobium hainanense DSM 119177 (U71078.2)
Rhizobium leucasnas USDA 00307 (X67234.2)
75||| 9L (K x884884) m
54 12L (KxB84686) ™

420 (K%834510)m
54 Rhizobium calliandrae CCGES24" (IXBE5162.1)
% Rhizobium freirei PRF 817 (EL488742,2)
Rhizobium multihospitium CCBAU 834017 (EFQ35074.2)
Rhizobium tropici CIAT 8997 (V85832 1)
18T {KX8B84962) @
39T {KX884981) @
75| Rhizobium jaguaris COGES2E! (JX855168.1)
8 Rhizobium paranaense PRF 358" (EU488753.1)

Rhizobium valiis CCBAU 656477 (FJ839577.1)
Rhizobium cavense LMG 268327 (JO308326.1)
Rhizobium mesoamencanum CCGE 501" (JF424605.1)
Rhizobium metallidurans DSM 285757 (JX678769.2)
Rhizobium endophyticum CCGE2052' (EUBET317.1}
25T (KXB84068) @
71| 29T (KXB884072) @
50T (KX834991) @
26T (KX884969) @

520 (KXA84917) m
34T (KX884577) @
S (KX884820) A
Rhizobium aftiplani BR 10423 (KX022834.1)
Rhizabium tubonense CCBAU 850467 (EU256434 1)
Rhizobium tibeticum CCRAU 850397 (EU256404.1)
32T (KXB834575) @
98 Rhizobium grahamii CCGE 502" (JF424608 1)
Rhizobium lentis BLR27T (JNS48905 2
Rhizobium sophoriradicis CCBAU 034707 (KJ831225 2)
Rhizobium etif CFN 42" (28216 1}
Rhizobium bangladeshense BLR175' (JNG648921.2)
Rhizobium binae BLR195T (JNE48932.2)
21T (KXBE4865) @
43T (KX884584) @
Rhizobium acidisoll LMG 28672' (KJ821033.1
Rhizobium anhuiense CCBAU 232527 (KF111868.2)
Rhizobium ecuadorense LMG 275787 (JN129381.1}
Rhizobium fabae CCBAU 33202' (DQA35306.2)
Rhizobium laguerreae LMG 274347 (JNEGE8851.2)
Rhizobium leguminosarum bv. viciae USDA 2370" (U29386 1)
Rhizohium phaseoli ATCC 144827 (EF141340.1)
Rhizobium pisi DSM 301327 (AY5E09899.1)
Rhizobium sophorae CCBAU 033867 (KJ831229.2)
Rhizobium leguminosarum ATCC 14480 (AY509900.1

Rhizobium paknamense BCC 55142' (AB733647.1)
Rhizobium subbaraonis JCBST (FRT 14938.1)
Rhizobium halophytocola YCB881T (GU322005.2)
50 Rhizobium fpomoeae LMG 27163 (HE8G6935.1}
Rhizobium azooxidifex LMG 28788 (LN832053.1)
Rhizobium alvel LMG 26835' (HEG49224.1)
Rhizobium aggregaturn group
Rhizobium naphthalenivorans TSW01T (ABE85467 1)
Rhizobium selenitireducens LMG 24075 (EF440185 1}
Rhizobium nepatum LMG 26435" (FRET0231 1)
Rhizobium radiobacter ATCC19358' (AJ385904.1)
Rhizobium skierniewicense LMG 26191" (HQB23551.1}
Rhizobium larrymoorei NCPPE 4096' (Z30542.1)
38L (KXB84907) m
43L (Kx884911)m
13L (KX884887) 0
48T (KX084989) @
41T (KXBB4262) ©
4T (KX284950) @
1T (KX884547) @
2T (KX824048) @
7T (KX884853) @
8T (KXB884554) @
10T (KX284958) @
27T (KX284970) @
33T (KXB8B4976) @
14L (KX884888) M
17L (KX284851
— 22L (KXgB4805)m
27L (KX284000)m
11S (KX884528) A
13S (KX884830} A
18S (KX884835} A
Rhizobium pusense NRCPB10! (FJ963841.2)
Rhizobium alamil GBV016' (AMI31436.1)
Rhizobium mesosinicum CCBAU 250107 (DQ100063.1)
32L (KXB884205)m
Rhizobium sulize DM 146231 (Y10170.1)
Rhizobium azibense 23C2' (JN624691.1)
Rhizobium indigoferae CCBAL 710427 (AF364068.1)
Rhizobium galficun MSDJ1109" (UBE343.1)
Rhizobium yanglingense LMG 19592 (AFQ03375.2)
73l Rhizobium loessense CCBAU 71808 (AF364069.2)
85— Rhizobium mongolense USDA 18447 (LI89817 .1}
— Rhizobium marinum MGLOET (KJ751545.1)
Rhizobium flavum groug
4pg Rhizebium tail tense AGCG 149717 (HM776997 1)
Rhizabium vifis LMG 87507 (X67225.2)
Rhizobium undicola LMG 11875" (¥Y17047.1)
Rhizobium oryziradicis N197 (KX129901 2)
24T (KXBB4567) 0
Rhizobium galegae group
Rhizobium soli JCM 145917 (EF363715.1}

45

72|

Bradyrhizobium japonicum ATCC103247 (189638.3)

Sla Fig. Phylogenetic tree of 16S rRNA gene of 49 Rhizobium isolates clustered with the type strains. Phylogeny
was built with MEGA v.7 using the Neighbor-Joining method based on the Kimura 2-parameter model. Support values
are shown next to the branches when >50%, based on 1000 bootstrap replications. Bar indicates the percentage of
nucleotide substitutions. Bradyrhizobium japonicum ATCC10324" was used as outgroup.
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[ Rhizobium rhizogenes NBRC 132577 (D14501.1)
Rhizobium vallis CCBAU 656477 (FJ839677.1)
Rhizobium tropici CIAT 8997 (U89832.1)
Rhizobium leguminosarum ATCC 144807 (AY509900.1)
Rhizobium sophoriradicis CCBAU 034707 (KJ831225.2)
Rhizobium sophorae CCBAU 033867 (KJ831229.2)
Rhizobium rubi ICMP 118337 (AY626395.1)
Rhizobium pisi DSM 3071327 (AY509899.1)
Rhizobium phaseoli ATCC 144827 (EF141340.1)
Rhizobium paranaense PRF 357 (EU488753.1)
Rhizobium multihospitium CCBAU 834017 (EF035074.2)
Rhizobium miluonense CCBAU 412517 (EF061096.1)
Rhizobium mayense CCGE526T (JX855172.1)
Rhizobium fusitanum LMG 22705" (AY738130.2)
Rhizobium lentis BLR27T (JNG48905.2)
— g7 Rhizobium leguminosarum bv. viciae USDA 23707 (U29386.1)
Rhizobium laguerreae LMG 274347 (JN558651.2)
Rhizobium jaguaris CCGE525T (JX855169.1)
Rhizobium hainanense DSM 119177 (U71078.2)
Rhizobium freirei PRF 817 (EU488742.2)
Rhizobium fabae CCBAU 332027 (DQ835306.2)
Rhizobium etli CFN 427 (U28916.1)
Rhizobium ecuadorense LMG 275787 (JN129381.1)
Rhizobium calliandrae CCGE524T (JX855162.1)
Rhizobium binae BLR195T (JN648932.2)
Rhizobium bangladeshense BLR1757 {JN648931.2)
Rhizobium anhuiense CCBAU 232527 (KF111868.2)
Rhizobium acidisoli LMG 286727 (KJ921033.1)
g 47L (KX884913) m
40L (KX884909) m
36T (KX884979) @
Rhizobium leucaenae USDA 90397 (X67234.2)
Rhizobium mesoamericanum CCGE 5017 (JF424606.1)
2 Rhizobium grahamii group
~ Rhizobium ros% iformans MTCC 94547 (EU781656.2)
Rhizobium sullae DSM 146237 (Y10170.1)
M Rhizobium alamii GBV016T (AM931436.1)
86 Rhizobium mesosinicum CCBAU 250107 (DQ100063.1)
ERht’zobium halophytocola YC6881T (GU322905.2)

R

hizobium azooxidifex LMG 287887 (LNB32063.1)
Rhizobium subbaraonis JC85T (FR714938.1)

Rhizobium nepotum LMG 264357 (FR870231.1)
Rhizobium radiobacter ATCC19358T (AJ389904.1)
39L (KX884908)m
29L (KX884902)m
9T (KX884955) @
Rhizobium daejeonense JCM 215057 (AY341343.1)
Rhizobium paknamense BCC 551427 (AB733647.1)

Rhizobium gallicum group

Rhizobium sphaerophysae ACCC17498T (FJ154088.1)
Rhizobium zeae CRZM18RT (KX932068.1)
Rhizobium populi strain JCW 191597 (KC609734.2)
Rhizobium aggregatum LMG 230597 (X73041.1)
14T (KX884958) @
J7L (KX884906)m
84 50L (KX884916)m
Rhizobium pusense NRCPB10T (FJ969841.2)
Rhizobium skierniewicense LMG 261917 (HQ823551.1)
Rhizobium soli JCM 145917 (EF363715.1)
Rhizobium larrymoorei NCPPB 40967 (230542.1)
Rhizobium arenae MIM27T (KX352244.1)
Rhizobium flavum YW14T {KC904963.1)
Rhizobium pseudoryzae KCTC 232947 (DQ454123.3)
Rhizobium straminoryzae JCM 195367 (KF444510.1)
Rhizobium pakistanense LMG 278957 (AB854065.3)
Rhizobium oryzae LMG 242537 (EU056823.1)
Rhizobium petrolearium KCTC 232887 (EU556969.3)
Rhizobium puerariae NBRC 1107227 (LC014930.1)
Rhizobium endolithicum JC1407 (HEB18072.1)
Rhizobium tarimense PL-41T (HM371420.2)
48L (KX884914) m
Rhizobium capsici JCM 195357 (HQ113369.1)
Rhizobium helianthi KCTC 238797 (JQ032629.1)
Rhizobium oryzicola ZYY 1367 {JX446583.2)
Rhizobium lemnae BCC 551437 (AB738386.1)
Rhizobium rhizoryzae KCTC 236527 (EF649779.3)
Rhizobium marinum MGLOET (KJ751545.1)
Bradyrhizobium japonicum ATCC10324T (U69638.3)

S1b Fig. Phylogenetic tree of 16S rRNA gene of 10 Rhizobium isolates clustered with the type strains. Phylogeny
was built with MEGA v.7 using the Neighbor-Joining method based on the Kimura 2-parameter model. Support values
are shown next to the branches when >50%, based on 1000 bootstrap replications. Bar indicates the percentage of
nucleotide substitutions. Bradyrhizobium japonicum ATCC10324" was used as outgroup.
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g3 | Cavlobacter crescentus CB2T (AF125194.1)
89 Caulobacter vibrioides VKM B14967 (AJ009957.1)

499[ L 47T (KX884988) @
58 c

aulobacter segnis DSM 71317 (AB023427.1)

" — Caulobacter flavus RHGG3T (KR086403.2)

100 L— Caulobacter hibisci THG-AG3.4T (KX263320.1)

_|:C3Ui0baf)tef henricii ATCC 152537 (AJ2277581)
52

Caulobacter rhizosphaerae 75147 (KX792139.1)

Caulobacter fusiformis ATCC 152577 (AJ227759.1)

Caulobacter ginsengisoli Gsoil 3177 (AB271055.1)

Caulobacter daechungensis JCM 186897 (JX861096.1)

83 _,7 Caulobacter mirabilis FWC 38T (AJ227774.1)
54

Caulobacter profundus JCM 194407 (KF360052.1)

Brevundimonas denitrificans (AB899817.1)

0.005

Slc Fig. Phylogenetic tree of 16S rRNA gene of one Caulobacter isolate clustered with the type strains. Phylogeny
was built with MEGA v.7 using the Neighbor-Joining method based on the Kimura 2-parameter model. Support values
are shown next to the branches when >50%, based on 1000 bootstrap replications. Bar indicates the percentage of
nucleotide substitutions. Brevundimonas denitrificans was used as outgroup.

5T (KX884951) @

46T (KX884987) @

Variovorax guangxiensis GXGD002T (JF495126.1)
53T (KX884993) @

30L (KX884903)
%9 |57 Variovorax gossypii JM 3107 (KR349468.1)
Variovorax humicola UC38T (KT301941.1)

78 &0 Variovorax dokdonensis DS-437 (DQ178978.1)
a5 Variovorax defluvii 2C1-b" (HQ385753.1)
ﬁ':/an'ovorax soli GH9-37 (DQ432053.1)
Variovorax paradoxus DSM 667 (AJ420329.1)

_r Variovorax boronicumulans BAM 487 (AB300597.1)
70 L Variovorax ginsengisoli Gsoil 31657 (AB245358.1)

Rhodoferax fermentans FR2T (D16211.1)

0.005

S1d Fig. Phylogenetic tree of 16S rRNA gene of four Variovorax isolates clustered with the type strains. Phylogeny
was built with MEGA v.7 using the Neighbor-Joining method based on the Kimura 2-parameter model. Support values
are shown next to the branches when >50%, based on 1000 bootstrap replications. Bar indicates the percentage of
nucleotide substitutions. Rhodoferax fermentans FR2T was used as outgroup.
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Novosphingobium fuchskuhlense DSM 250657 (JN399172.1}
Novosphingobium stygium DSM 124457 (AB025013.1)
Novosphingobium lentum NBRC 1078477 (AJ303009.1)
Novosphingobium hassiacum DSM 145527 (AJ416411.1)
Novosphingobium bradum STM-247 (LN890294.1)

Novosphingobium flavum UCM-287 (KT750339.2)
Novosphingobium piscinae LMG 284187 (LK056647.1)
Novosphingobium tardaugens JCM 114347 (AB070237.1)
Novosphingobium subterraneum DSM 124477 (AB025014.1)
Novosphingobium lubricantis KSS165-70T (MG571633.1)

69 Novosphingobium taihuense JCM 124657 (AY500142.1)

_C Novosphingobium arabidopsis JCM 188967 (KC479803.1)
83 Novosphingobium aromaticivorans SMCC F199T (U20756.2)

410(1_— Novosphingobium acidiphilum DSM 199667 (EU336977.1)
Novosphingobium nitrogenifigens DSM 193707 (DQ448852.1)
i Novosphingobium pokkalii L3E4AT (KT337427.1)

83 _|_— Novosphingobium capsulatum LMG 28307 (D16147.1)
53 96— Novosphingobium rhizosphaerae LMG 284797 (KM365125.1)

Novosphingobium aquiterrae NBRC 1098127 (F.J772064.2)
10£ Novosphingobium kunmingense DSM 259757 (JQ246446.1)

Novosphingobium aquaticum DSM 250887 (JN399173.1)

Novosphingobium rosa 1AM 142227 (D13945.1)

94 Novosphingobium chloroacetimidivorans BUT-14T (KF676669.1)
| ﬁ|_E Novosphingobium fluoreni HLJ-R$187 (KF460450.1)
Novosphingobium soli DSM 228217 (FJ425737.1)

Novosphingobium naphthalenivorans TUT5627 (AB177883.1)

_99|__ Novosphingobium fontis STM-14T (LN890293.3)

50) Novosphingobium naphthae JCM 311587 (KT884900.1)

Novosphingobium endophyticum EGI 600157 (KP721487.1)
Novosphingobium marinum JCM 303077 (KJ708552.1)
Novosphingobium indicum LMG 247137 (EF549586.1)

E|—— Novasphingobium malaysiense MUSGC 2737 (KC207395.1)

g9g| Novosphingobium mathurense SM117T (EF424403.1)

Novosphingobium pentaromativorans JCM 121827 (AF502400.2)

Novosphingobium lindaniclasticum LE1247 (JN687581.1)

Novosphingobium gossypii LMG 286057 (KP657488.1)

57~ Novosphingobium guangzhouense SA9257 (KX215153.2)

Novosphingobium panipatense SM167 (EF424402.1)

Novosphingobium barchaimii LLO2T (JN695619.1)

58 (KX884922) A

Novosphingobium clarifavum CICC11035sT (KU530129.1)

Novosphingobium resinovorum NCIMB 87677 (EF029110.2)

Novosphingobium oryzae ZYY 1127 (KJ940052.1)

_58|ji\k)wsphingobium sediminicola LMG 243207 (FJ177534.2)

Zymomonas mobilis ATCC10988" (AF281031.1)

77

0.01

Sle Fig. Phylogenetic tree of 16S rRNA gene of one Novosphingobium isolate clustered with the type strains.
Phylogeny was built with MEGA v.7 using the Neighbor-Joining method based on the Kimura 2-parameter model.
Support values are shown next to the branches when >50%, based on 1000 bootstrap replications. Bar indicates the

percentage of nucleotide substitutions. Zymomonas mobilis ATCC10988T was used as outgroup.
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Stenotrophomonas humi R-327297 (AM403587.1)
Stenofrophomonas terrae LMG 239587 (AM403589.2)
Stenotrophomonas nitritireducens DSM 125757 (AJ012229.1)
Stenotrophomonas acidaminiphila DSM 131177 (AF273080.1}

7 | Stenotrophomonas pictorum JCM 99427 (AJ131116.1)

Stenotrophomonas daejeonensis MJ03T (GQ241320.1)

_|_— Stenotrophomonas ginsengisoli DCY01T (DQ109037.1)
8

Stenotrophomonas koreensis JCM 132567 (AB166885.1)
Stenotrophomonas chelatiphaga LPM-5T (EU573216.1)

—7|j8te-norrophomonas tumulicola NCIMB 150097 (LC066089.1)

Stenotrophomonas bentonitica BIIR7™ {LT622838.1)
Stenotrophomonas rhizophila DSM 144057 (AJ293463.1)
a Stenotrophomonas indicatrix WS40T (KJ452162.2)
_Esrenotmphomonas lactitubi M15T (LT222224.1)
—— 15 (KX884918) A

Stenotrophomonas pavanii ICB 897 (FJ748683.2)
453'_} 215 (KX884938) A

8 Stenotrophomonas maltophilia 1AM 124237 (AB294553.1)

Pseudoxanthomonas indica P15T (EF424397.1)

0.01

S1f Fig. Phylogenetic tree of 16S rRNA gene of two Stenotrophomonas isolates clustered with the type strains.
Phylogeny was built with MEGA v.7 using the Neighbor-Joining method based on the Kimura 2-parameter model.
Support values are shown next to the branches when >50%, based on 1000 bootstrap replications. Bar indicates the
percentage of nucleotide substitutions. Psedoxanthomonas indica P15" was used as outgroup.

Cupriavidus campinensis WS27 (AF312020.1)
Cupriavidus pauculus LMG 34137 (AF085226.1)

Cupriavidus plantarum ASC 647 (HQ438086.1)

Cupriavidus gilardii LMG 58867 (AF076645.1)

Cupriavidus metallidurans DSM 28397 (D87999.1)
Cupriavidus respiraculi AU33137 (AF500583.1)

Cupriavidus pampae CPDBBT (FN430567.1)
—— Cupriavidus oxalaticus DSM 11057 (AF155567.1)

88 (KX884925) A

100 "108 (KX884927) A
265 (KX884943) A
99 ' Cupriavidus necator ATCC 432917 (AF191737.1)
Cupriavidus alkaliphilus LMG 26294 (HQ438078.1)
_|_— Cupriavidus nantongensis LMG 292187 (KU168038.1)
56 Cupriavidus taiwanensis LMG 194247 (AF300324.2)
|: Cupriavidus basitensis DSM 118537 (AF312022.1)
90 Cupriavidus numazuensis DSM 155627 (AB104447 1)
Cupriavidus pinatubonensis PNCM 103467 (AB121221.1)
Cupriavidus laharis PNCM 103477 (AB054961.2)
Cupriavidus yeoncheonensis DCY86T (KF915797.1)
Burkholderia cepacia ATCC 254167 (U96927.1)

59

0.01

S1g Fig. Phylogenetic tree of 16S rRNA gene of three Cupriavidus isolates clustered with the type strains. Phylogeny
was built with MEGA v.7 using the Neighbor-Joining method based on the Kimura 2-parameter model. Support values
are shown next to the branches when >50%, based on 1000 bootstrap replications. Bar indicates the percentage of
nucleotide substitutions. Burkholderia cepacia ATCC25416" was used as outgroup.
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Enterobacter cancerogenus LMG 26937 (Z96078.1)
Enterobacter xiangfangensis LMG 27195" (HF679035.1)
Enterobacter bugandensis EB 2467 (KT948973.1)

225 (KX884939) A

158 (KX884932) A

Enterobacter asburiae JCM 60517 (AB004744.1)

Enterobacter hormaechei subsp. steigerwaltii DSM 166917 (AJ853890.1)
195 (KX884936) A

Enterobacter hormaechei subsp. oharae DSM 166877 (AJ853889.1)
Enterobacter soli LMG 258617 (GU814270.1)

285 (KX854945) A
275 (KX834944) A
Enterobacter tabaci KCTC 426947 (KP990658.1)
Enterobacter muelleri JM458T (KP345900.1)
Enterobacter hormaechei subsp. hormaechei CIP 1034417 (AJ508302.1)
Enterobacter ludwigii CIP 1084917 (AJ853891.1)
51 Enterobacter mori LMG 257067 (EU721605.2)
Enterobacter kobei CIP 1055667 (AJ508301.1)
Enterobacter siamensis C23617 (HQ888848.2)

56 _r Enterobacter cloacae ATCC 130477 (AJ251469.1)
99 ' Enterobacter dissolvens LMG 2683" (Z96079.1)
Edwardsiella tarda ATCC159477 (AB050827.1)

0.005

S1h Fig. Phylogenetic tree of 16S rRNA gene of five Enterobacter isolates clustered with the type strains. Phylogeny
was built with MEGA v.7 using the Neighbor-Joining method based on the Kimura 2-parameter model. Support values
are shown next to the branches when >50%, based on 1000 bootstrap replications. Bar indicates the percentage of
nucleotide substitutions. Edwardsiella tarda ATCC15947T was used as outgroup.
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Burkholderia contaminans LMG 233617 (JX986975.1)
Burkholderia lata 383" (CP000150.1)
Burkholderia arboris R-242017 (AM747630.1)
23L (KX8848960) m
Burkholderia anthina LMG 209807 (HQ849074.1)
Burkholderia seminalis DSM 23517 (AM747631.1)
Burkholderia cepacia ATCC 254167 (U96927.1)
[| ' Burkholderia territorii LMG 281587 (LK023503.1)
Burkholderia metallica LMG 240687 (AM747632.1)
245 (KX884941) A
1L (KX884850) W
15L (KX884889) W
19L (KX884893) W
Burkholderia ambifaria LMG 191827 (HQ849072.1)
‘h} Burkholderia diffusa LMG 240657 (AM747629.1)
Burkholderia puraquae CAMPA 10437 (KX516808.1)
Burkholderia singularis LMG 281547 (LK023501.1)
74 Burkholderia pyrrocinia LMG 141917 (U96930.1)
59 ' Burkholderia stagnalis LMG 281567 (LK023502.1)
Burkholderia stabilis LMG 142947 (AF097533.1)
Burkholderia oklahomensis C67867 (DQ108388.1)
Burkholderia glumae LMG 21967 {UJ96931.1)
Burkholderia gladioli ATCC 336647 (AB021389.1)
Burkholderia plantarii LMG 90357 (U96933.1)
Burkholderia vandii LMG160207 (U96932.1)

——ll Burkholderia cenocepacia group

Burkholderia mallei ATCC 23344T (AF110188.1)

Burkholderia pseudomallei ATCC 23343T (DQ108392.1)
Burkholderia thailandensis E264T (U91838.1)
Paraburkholderia endofungorum DSM 19003T (AM420302.1)
8 Paraburkholderia rhizoxinica HKI 454T (AJ938142.1)

ﬂraburkho!derﬁa caryophylli ATCC 25418T (AB021423.1)
7

Paraburkholderia soli DSM 18235T (DQ465451.1)

73 Caballeronia grimmiae group
—ll Caballeronia glathei group

Paraburkholderia symbiotica JPY345T (HM357233.1)

Paraburkholderia diazotrophica group
Paraburkholderia nodosa LMG 237417 (AY773189.1)
Paraburkholderia bannensis NBRC 1038717 (AB561874.1)
Paraburkholderia unamae MTI-6417 (AY221956.1)
75 (KX884924) A
Paraburkholderia tropica LMG 222747 (AJ420332.1)
Paraburkholderia eburnea JCM 180707 (JQ692176.1)

Paraburkholderia metalliresistens DSM 268237 (KF601211.1)
Paraburkholderia denitrificans KIS30447 (GU171384.1)
Paraburkholderia jirisanensis JCM 199857 (KJ601731.1)
F’j E Paraburkholderia caballeronis LMG 264167 (EF139186.1)
85— Paraburkholderia kururiensis LMG 194477 (AB024310.1)

_QL— Paraburkholderia aspalathi VG1CT (KC817488.1)
Paraburkholderia sediminicola LMG 242387 (EU035613.1)
Paraburkholderia caribensis LMG 185317 (Y17009.1)

Paraburkholderia terrae NBRC 1009647 (AB201285.1)

Paraburkholderia hospita LMG 205987 (AY040365.1)
Paraburkholderia phymatum STM8157 (AJ302312.1)

Paraburkholderia ginsengiterrae DCY85T (KF915802.1)
Paraburkholderia panaciterrae KCTC 420557 (KF999960.1)

Paraburkholderia sabiae Br34077 (AY773186.1)
Paraburkholderia xenovorans group

Cupriavidus necator ATCC 432917 (AF191737.1)

AH
74
54
45T (KX884586) @
19T (KX354963) @
24L (KX884897) W
23T (KX884966) @
18L (KX884892) W
0.01

S1li Fig. Phylogenetic tree of 16S rRNA gene of 11 Burkholderia isolates clustered with the type strains. Phylogeny
was built with MEGA v.7 using the Neighbor-Joining method based on the Kimura 2-parameter model. Support values
are shown next to the branches when >50%, based on 1000 bootstrap replications. Bar indicates the percentage of

nucleotide substitutions. Cupriavidus necator ATCC43291" was used as outgroup.
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208 (KX684937) A
7 1 11L (KX884685) M
258 (KX884942) A
[ Pseudomonas panipatensis Esp-1T (EF424401.1)
Pseudomonas citronellolis ATCC 13674 (Z76659.1)
68 Pseudomonas delhiensis RLD-17(DQ339153.1)
Pseudomonas knackmussii B137 (AF039489.1)

99 Pseudomonas nitritireducens WZBFD3-5A2T (HM246143.1)

56— Pseudomonas multiresinivorans ATCC 7006907 (X96787.1)
Pseudomonas nitroreducens IAM 14397 (AM088473.1)
Pseudomonas finjuensis Pss 267 (AF468448.1)

Pseudomonas alcaligenes group
Pseudomonas oleovorans group

< Pseudomonas luteola group

Pseudomonas straminea group

Pseudomonas turukhanskensis IB-1.17 (KP306892.1)
Pseudomonas benzenivorans DSM 86287 (FM208263.1)
Pseudomonas taeanensis MS-37 (FJ424813.1)

Eseudomonas cremoricolorata |1AM 15417 (AB060137.1)

Pseudomonas putida DSM 2917 (D84020.1)
20T (KX884964) @
Pseudomonas reidholzensis GCOS 8657 (LT009707.2)
Pseudomonas parafulva AJ 21297 (AB060132.1)
Pseudomonas fulva NRIC 01807 (AB0G0136.1)
14S (KX884931) A
Pseudomonas soli F-279208T (HF930598.1)
17T (KX884961) @
Pseudomonas guariconensis PCAYU11T (HF674459.1)
Pseudomonas mosselii CIP 1052587 (AF072688.2)
Pseudomonas entomophila L48T (AY907566.1)
| 5L (KX884881) W
Pseudomonas plecoglossicida FPC951T (AB009457.1)
Pseudomonas monteilii CIP 1048837 (AF064458.1)
'Pseudomonas taiwanensis BCRC 177517 (EU103629.2)
168 (KX884933) A
99'8L (KX884883) m

Pseudomonas stutzeri group

Pseudomonas fluorescens group

—

0.01

S1j Fig. Phylogenetic tree of 16S rRNA gene of nine Pseudomonas isolates clustered with the type strains. Phylogeny
was built with MEGA v.7 using the Neighbor-Joining method based on the Kimura 2-parameter model. Support values
are shown next to the branches when >50%, based on 1000 bootstrap replications. Bar indicates the percentage of
nucleotide substitutions. Cellvibrio japonicus NCIMB 104627 was used as outgroup.

e ;. i0m0nES aeruginosa group

Pseudomonas pohangensis H3-R18T (DQ339144.1)

Pseudomonas indica IMT377 (AF302795.1)

Pseudomonas oryzihabitans ATCC 432727 (D84004.1)

Cellvibrio japonicus NCIMB 10462T (AF452103.1)
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< Pseudomonas fluorescens group

23S (KX584940) A
— Pseudomonas helmanticensis OHA11T (HG940537.1)
+ Pseudomonas turukhanskensis 1B-1.17 (KP306892.1)
Pseudomonas granadensis F-2787707 (HG764746.1)
Pseudomonas yamanorum 8H1T (EU557337 2)
Pseudomonas brennerii DSM 152947 (AF268968.1)
Pseudomonas gessardii CIP 1054697 (AF074384.1)
Pseudomonas proteolytica Ch1S 64T (AJ537603.1)
Pseudomonas moorei RW10T (AM283566.1)
55| Pseudomonas vancouverensis DhA-51T (AJ011507.1)
Pseudomonas mohnii IpA-2T (AM293567.1)
Pseudomonas jessenif CIP 1052747 (AF068259.1)
Pseudomonas reinekei MT1T (AM293565.1)
Pseudomonas baetica LMG 257187 (FIM201274.3)
—— Pseudomonas panacis CG201067 (AY787208.3)
Pseudomonas umsongensis Ps 3-107 (AF468450.1)
Pseudomonas libaniensis CCUG 431907 (AF057645.1)
Pseudomonas migulae JCM 216287 (AF074383.1)
Pseudomonas mucidolens JCM 27817 (D84017.1)
64 Pseudomonas synxantha JCM 115997 (D84025.1)
- Pseudomonas koreensis Ps 9-147 (AF468452.1)
_|—_Pseudomanas cuatrocienegasensis 1NT (EU791281.1)
Pseudomonas helleri DSM 291657 (KP738715.1)
Pseudomonas moraviensis CCM 72807 (AY970952.1)
Pseudomonas avellanae CCUG 515057 (HF558391.1)
86" Pseudomonas cannabina CFBP 23417 (AJ492827.1)

=
<o

Pseudomonas syringae group

— Pseudomonas cremoricolorata |AM 15417 (AB060137.1)
— Pseudomonas putida DSM 2917 (D84020.1)
Pseudomonas guariconensis PCAYU11T (HF674459.1)
‘IPseudomonas mosselii CIP 105259 (AF072688.2)
Pseudomonas entomophila L48T (AY907566.1)

= Pseudomonas soll F-279208T (HF930598.1)
== Pseyidomonas pUNoNensis group
— 95 (KX884926) A

Pseudomonas taiwanensis BCRC 177517 (EU103629.2)

Pseudomonas monteilii CIP 1048837 (AF064458.1)

Pseudomonas plecoglossicida DSM 150887 (AB008457.1)
Pseudomonas borbori DSM 178347 (AM114527 1)
Pseudomonas fiavescens B62T (U01916.1)
Pseudomonas oryzihabitans ATCG 432727 (D84004.1)
—<=ll pseydomonas straminea group
Pseudomonas stufzeri group
Pseudomonas oleovorans group
Pseudomonas mendocina DSM 500177 (D84016.1)
Pseudomonas sihuiensis W-2T (KC311562.1)
Pseudomonas guineae LMG 240167 (AM491810.1)
Pseudomonas peli R-208057 (Al114534.1)
Pseudomonas anguilliseptica NCIMB 19487 (X99540.1)
Pseudomonas guguanensis CC-GIAT (NR135725.1)
Pseudomonas jinjuensis Pss 267 (AF468448.1)
Pseudomonas resinovorans group

Pseudomonas panipatensis Esp-11 (EF424401.1)
Pseudomonas citronellolis ATCC 136747 (Z76659.1)
Pseudomonas delhiensis RLD-11(DQ339153.1)
295 (KX884948) A
Pseudomonas knackmussii B13T (AF039489.1)
Pseudomonas multiresinivorans ATCC 7006907 (X86787.1)
87 | Pseudomonas nitritireducens WZBFD3-5A2T (HV1246143.1)
Pseudomonas nitroreducens 1AM 14397 (AM0B8473.1)
e s/ clomonas luteola group

53 Pseudomonas pertucinogena group

Cellvibrio japonicus NCIIMB 104627 (AF452103.1)
—_—

0.01

S1k Fig. Phylogenetic tree of 16S rRNA gene of three Pseudomonas isolates clustered with the type strains.
Phylogeny was built with MEGA v.7 using the Neighbor-Joining method based on the Kimura 2-parameter model.
Support values are shown next to the branches when >50%, based on 1000 bootstrap replications. Bar indicates the
percentage of nucleotide substitutions. Cellvibrio japonicus NCIMB 10462T was used as outgroup.
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