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Figure S1 Map of the sampling points

Table S1 Soil samples chemical parameters measured, and methods used

Parameter Method
Cr UNI EN 13657:2004 + UNI EN ISO 11885:2009
Zn UNI EN 13657:2004 + UNI EN ISO 11885:2009
Pb UNI EN 13657:2004 + UNI EN ISO 11885:2009
Cd UNI EN 13657:2004 + UNI EN ISO 11885:2009
Ni UNI EN 13657:2004 + UNI EN ISO 11885:2009
Cu UNI EN 13657:2004 + UNI EN ISO 11885:2009
As UNI EN 13657:2004 + UNI EN ISO 11885:2009
Fe UNI EN 13657:2004 + UNI EN ISO 11885:2009
Mn UNI EN 13657:2004 + UNI EN ISO 11885:2009
Se UNI EN 13657:2004 + UNI EN ISO 11885:2009
B UNI EN 13657:2004 + UNI EN ISO 11885:2009
Al UNI EN 13657:2004 + UNI EN ISO 11885:2009
TOC UNI EN 13137:2002
SO4* APAT CNR IRSA 4020 Man 29 2003
NOs” APAT CNR IRSA 4020 Man 29 2003
F APAT CNR IRSA 4020 Man 29 2003
Nitrous N APAT CNR IRSA 4050 Man 29 2003

COD ISPRA Man 117 2014
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Figure S2 Plots of the estimated error rates of the amplicon dataset. A) error rates of the forward reads; B)
error rates of the reverse reads

Table S2 Reads pair processing throughout the filtering steps

Sample raw noadapt filtered denoisedF denoisedR merged nonchim bacteria

SF1S 97581 96272 75943 73840 74493 70239 68997 68995
SEF2S 70921 69751 54674 53775 54062 52406 51682 51682
SF3S 82249 81086 64504 62277 62885 58521 57304 57301
SF4S 79420 78383 60912 59723 60115 57834 57017 56980
SF5S 90546 89389 69563 68749 69026 67204 66188 66150
SF6S 81604 80438 62668 61916 62176 60808 60160 60160
SE7S 73920 72637 57642 57264 57448 56923 56297 56297

Table S3 Accession numbers of 16S rRNA gene sequences submitted to Gene Bank

Strain Accession number Strain Accession number
SF1S1 MW181140 SF5S14 MW181183
SF1S2 MW181141 SF5S16 MW181184
SF1S3 MW181142 SF5S17 MW181185
SF1S4 MW181143 SF5S18 MW181186
SF1S8 MW181144 SF5S19 MW181187
SF1S10 MW181144 SF5S20 MW181188
SFS11 MW181145 SF5S22 MW181189
SF2S1 MW181146 SF5S23 MW181190
SF2S2 MW181147 SF5S24 MW181191
SF2S6 MW181148 SF5S25a MW181192
SF2S9 MW181149 SF5S25b MW181193
SF2S10 MW181150 SF6S1 MW181194
SF2S14 MW181151 SF6S2 MW181195
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Table S4 Values of measured soil chemical compounds

Sample
Parameter Unit
SF1S SF2S SF3S SF4S SF5S SF6S SF7S
Cr I;li/f 31412 28+ 11 36+ 14 36+ 14 14+6 30+ 12 38+ 15
mg/K
/n g5 75 +£23 105 £ 32 82+ 25 91 +£27 46 + 14 89+ 27 84 + 25
Pb 1;‘;’/2( 2+7 590+ 18 3149 46+14  34+10 35+11 3049
cd mg/K < <1 < <1 < < <
gs.s.
Ni ‘;‘i/f 23+7 1845 32+ 10 31+9 13+4 26+ 8 32+ 10
Cu ‘g%/f 13+4 1845 20+ 6 20+6 2046 2146 2146
As I;‘%/f 542 6+2 6+2 742 2+1 542 6+2
Fo mg/K 21247+ 17437+ 23404+ 27101+ 4197+ 19586+ 24547+
gs.s. 6374 5231 7021 8130 1259 5876 7364
Mn rgi’/f 387+ 116 27081 583+175 553+166 114+34 378+113 366=110
Se mg/K < <1 < <1 < < 441
gs.s.
B ‘gi/f 12+4 10+3 13+4 10+3 17+5 19+6 19+6
Al I;f/ f 17979 14693 17553 19319 3520 14914 18605
TOC %C 5.1 25.4 9.8 6.0 39.3 16.9 10.6
SO4* mg/l 24 +4 59+9 23+3 24 +4 66+ 10 25+4 70+ 11
NOy mg/l  194+29 290444  268+40  194+29 386+58 2.0+03  252+38
F mg/1 0.1+0.1 0.2+0.1 0.1+0.1 0.1+0.1 04+0.1 0.1+0.1 0.1+0.1
. mg/l 1.14 + 0.05 + 5.00 + 297+ 338+
Nitrous N N 0.18 0.01 0.81 0.48 <0.02 <0.02 0.54
COD “gi/l 81+24  336+67 234+47 153+31 360+72 390+78  219+44
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Figure S3 Rarefaction curves for the samples
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Figure S4 Absence of correlation between soil sample bacterial diversity and altitude of samples collection
points. Log transformation of data has been performed

Table S5 Fitting of chemical composition on the ordination analysis of soil samples based on bacterial
community composition

Compound CAl CA2 r2 Pr(>r)
Cr -0.99970 0.02464 0.2550 0.429

Zn -0.79602 0.60527 0.0917 0.685
Pb 0.98310 -0.18308 0.0868 0.777
Ni -0.98823 0.15297 0.3437 0.419
Cu -0.98796 0.15471 0.2155 0.396
As -0.99765 0.06851 0.0742 0.713
Fe -0.98399 0.17823 0.1705 0.555
Mn -0.52459 0.85135 0.1100 0.761
Se -0.79208 -0.61041 0.9985 0.145

B -0.99099 0.13391 0.5225 0.150

Al -0.98774 0.15613 0.1393 0.546
TOC 0.93770 -0.34744 0.1103 0.814
SO4* -0.21261 -0.97714 0.5416 0.104
NOy 0.53118 -0.84726 0.7816 0.079
F 0.86333 -0.50464 0.2973 0.330
Nitrous N -0.76832 -0.64007 0.1082 0.877

COD -0.32046 0.94726 0.1020 0.891




Table S6 Distribution of the RAPD haplotypes and taxonomy of bacteria associated to the soil samples in Sasso Fratino

h zﬁ)ﬁ)l:)]f)pe SF1S SF2S SF3S SF4S SF5S | SF6S SF7S Taxonomy
1 4 Agrobacterium
2 5:7;9;11;12;16;17;21 2:3:4:;5;8;12 3:8;10;14;17;22 11;17;18 11;15 2 Agrobacterium
3 17 Agrococcus
4 6;7;11;17;18 Agromyces
5 9:12;13;15;16;18;23 Agromyces
6 2;21b;22 9 Agromyces
7 8;20 Agromyces
8 21a Agromyces
9 10 Agromyces
10 12 Agromyces
11 19 Agromyces
12 23 Agromyces
13 24 Agromyces
14 13 Arthrobacter
15 1 Bacillus
16 2 Bacillus
17 3 Bacillus
18 1;2 Bacillus
19 5 Bacillus
20 19 Bacillus
21 23 Bacillus
22 22 Bacillus
23 25a Bacillus
24 25b Bacillus
25 2:10 Bacillus




26 7 Bacillus

27 14 Bacillus

28 3 Bacillus

29 10 Bacillus

30 1 Bacillus

31 25 Cedecea

32 14 Chryseobacterium
33 6 Chryseobacterium
34 1;5;24 Chryseobacterium
35 4:6;18 Chryseobacterium
36 8 Chryseobacterium
37 1 Ewingella/Rahnella
38 11 Flavobacterium
39 12 Klebsiella

40 6;8;14;19;22 Kokuria

41 10;13;15;18;20;23;24;25 Kokuria

42 22 Kokuria

43 23 Kokuria

44 20 Kokuria

45 13 Microbacterium
46 14 Microbacterium
47 16 Microbacterium
48 24 Microbacterium
49 9;13;15;20;21;22;23 Micrococcus
50 10;19 Micrococcus
51 24 Micrococcus
52 3,7;10;14;15 Micrococcus
53 5 Micrococcus
54 7 Micrococcus
55 17 Micrococcus
56 18 Micrococcus




57 20 Micrococcus
58 12 Micrococcus
59 23 Micrococcus
60 8 Moraxella
61 14;16 Pantoea

62 5:6;9;13:;24 Pantoea

63 17 Pantoea

64 7 Pseudomonas
65 6 Pseudomonas
66 5:9 Pseudomonas
67 16 Pseudomonas
68 21 Pseudomonas
69 11 Pseudomonas
70 21 Pseudomonas
71 22 Pseudomonas
72 11 Rhodococcus
73 25 Serratia

74 7;19 Serratia

75 4 1 Staphylococcus
76 20 Staphylococcus
77 21 Staphylococcus
78 4;12 Staphylococcus
79 16 Staphylococcus
80 15 Staphylococcus
81 9 Stenotrophomonas
82 13 Streptomyces
N® 25 24 23 25 21 17 23

isolates




r SF3S3
5000824792 Agrobacterium sp. yged27 EF419331
SF1S11
SF154
n SF252
SF4511
SF5511
—| SF7s2
Agrobacterium tumefaciens strain EPAS 163 ribosomal RMA gene partial sequence
r S000444931 Agrobacterium viscosum CICC10215 AY794055
9 5000021216 Rhizobium larrymoorei (T) 3-10 Z30542
ag |1 5000389831 Bradyrhizobium japonicum PRYG5 AF239848
S000001393 Rhizobium radiobacter 0362 CFBP 5507 LMG 26 DSM 30201 AJ389907
Agrobacterium sp. LMG 11936 AJ130721
5000855258 uncultured Agrobacterium sp. VOTO1-F EF554922
5000902250 Agrobacterium sp. CBCN23 EF427880
<{ 5000902251 Agrobacterium sp. CBCN15 EF427861
5000902252 Agrobacterium sp. CBCN27 EF427862
5000021625 Rhizobium aggregatum (T) IFAM 1003 X73041
5000391412 Agrobacterium albertimagni AOL15 AF316615
5000262203 Ensifer fredii S150 AY509217
S000017731 Rhizobium vitis CFBP 2617 AJ389911
36 | S000008940 Rhizobium genosp. Q BOV5102 794806
5000413524 Agrobacterium sp. K-Ag-3 D14504

EE

S000367566 Rhizobium tropici PRF93 AY117624

S000364338 Rhizobium rhizogenes LMG 9509 X67232
5000364340 Rhizobium leucaenae (T) LMG 9517 X67234
S000505498 Rhizobium lusitanum (T) P1-7 AY738130
5000514284 Rhizobium rhizogenes ATCC 11325 AY945955
5000388919 Rhizobium yanglingense CCBAU 71462 AF195031

100 | 000014582 Mesorhizobium sp. N36 AF282924

$000093085 Rhizobium leguminosarum WSM1698 AF533683
5000367578 Rhizobium etli PRF164 AY117636

$000111802 Rhizobium indigoferae (T) CCBAU 71042 AF364068
5000261066 Rhizobium gallicum S109 AY508211

75 — 5000364395 Rhizobium sullae HCNT 1 Y10173

Bacillus thuringiensis

0.0z0

Figure S5 Phylogenetic tree for the genera Rhizobium and Agrobacterium

g S000005816 Agrococcus jenensis (T) DSM 9580 X92492

3|— 5000007217 Agrococcus citreus DSM 12453 AJ012826

5 L 5000083866 Agrococcus baldri V-108 AJ309928

"L sFrs17

48 |- 5001241594 Agrococcus terreus (T) DNGS FJ423764

5000599934 Agrococcus lahaulensis (T) K22-21 DQ156908
50
5004051442 Agrococcus lahaulensis T-21 KF318382

5003315052 Agrococcus jejuensis Pp5 JQ861540

S003616706 Agrococcus versicolor Ds16 JX485855

S000600580 Agrococcus casel LMG 22447 DQ168424

5000004313 Escherichia/Shigella coli (T) ATCC 11775T X80725

noz0

Figure S6 Phylogenetic tree for the genus Agrococcus



— SF5S10
SF5523
SF559
SF359
SF452

100 | SF5512

51

- S000413805 Agromyces mediolanus CNF134 D45052
SF2S6
SF458
SF5519
SF5524
5000007747 Agromyces mediolanus (T) DSM 20152 X77449

40

43
=53

— S000441240 Agromyces ulmi (T) XILO1 AY427830
5000842561 Agromyces aurantiacus JSCtot9-6 DQ870725

45 5000004818 Agromyces luteolus (T) IFO 16235 AB023356

EEP 5000008586 Agromyces bracchium (T) IFO 16238 AB023359
5000392884 Agromyces aurantiacus (T) YIM 21741 AF389342

5001152077 Agromyces tropicus (T) CM9-9 AB454378
5000967033 Agromyces ulmi Y2510 EU221378
S001264439 Agromyces flavus (T) CPCC 202695 FJ529717
5003718015 Agromyces humatus BZ02-87 KC493987
61 — 5000474073 Agromyces salentinus (T) 20-5 AY507129

00| L 5000504607 Agromyces lapidis (T) CD55 AY618217

ag

47

A

35

40

S000712718 Agromyces allii (T) UMS-62 DQE73873
5002447975 Agromyces subbeticus AS2-6 JF496374
5000474072 Agromyces neolithicus (T) 23-23 AY507128
5000504606 Agromyces humatus (T) CD5 AYE18216
S001549876 Agromyces bauzanensis (T) BZ41 FJ972171

5002165065 Agromyces inomotensis (T) [YO7-20 AB546308

5003720130 Agromyces bauzanensis Uz1807 KC618494
5000425638 Agromyces subbeticus (T) Z33 AYT37778
5000003455 Agromyces ramosus (T) DSM 43045 X77447
5003745352 Agromyces ramosus Tibetlhz-01 JX827178
5000395539 Agromyces albus (T) VKM Ac-1800 AF503917
5002449653 Agromyces fucosus GRT15 JFTT8695
5000417696 Agromyces fucosus AY 158025

5003930553 Agromyces fucosus NBRC 15781 AB842300
5000012610 Agromyces cerinus subsp. null DSM 8595 X77448
5000413813 Agromyces cerinus (T) JCM9083 D45060
5000413808 Agromyces succinolyticus CNF201 D45055
5000413814 Agromyces hippuratus (T) JCM 9086 D45061
5000007411 Agromyces rhizospherae (T) IFO 16236 AB023357

a0

E7

5001293480 Agromyces atrinae (T) P27 FJB07310

0.050

5000004313 Escherichia/Shigella coli (T) ATCC 11775T X80725

Figure S7 Phylogenetic tree for the genus Agromyces



97 | S000021578 Arthrobacter nicotinovorans (T) DSM 420 X80743
84 [l 5000022309 Arthrobacter histidinolovarans (T) DSM 20115 X83406
5000004703 Arthrobacter ureafaciens (T) DSM 20126 X80744

5000004267 Arthrobacter ilicis (T) DSM 20138 X83407
93 1 3000416782 Arthrobacter nitroguajacolicus (T) type strain: G2-1 CCM 4924T AJ512504

EEE 5000389775 Arthrobacter methylotrophus (T) TGA ATCC BAA-111 DSM 14008 AF235090
$000768326 Arthrobacter alkaliphilus (T) LC& AB248527

5000531393 Arthrobacter ramosus (T) CCM 1646T AM039435
:
6

73

o

7

=

5003302665 Arthrobacter gyeryongensis (T) DCY72 JX141781
5003807758 Arthrobacter bambusae (T) THG-GM18 KF 150696
a7 1 S000022081 Arthrobacter luteolus (T) CF-25 AJ243422

S000396184 Arthrobacter koreensis (T) CA15-8 AY116496

S000009503 Arthrobacter citreus (T) DSM 20133 X80737

5000251334 Arthrobacter gandavensis (T) type strain- R5812 AJ316140
S000570153 Arthrobacter monumenti (T) type strain: LMG 19502 AJ315070
5000011394 Arthrobacter nasiphocae (T) M597/99/10 AJ292364
$000009364 Arthrobacter cumminsii (T) 445 X93354

5000011324 Arthrobacter albus (T) CF-43 AJ243421

5000544085 Arthrobacter castelli (T) type strain: LMG 22283 AJ§39826

5000544086 Arthrobacter pigmenti (T) type strain: LMG 22284 AJ639827
—— S000334610 Arthrobacter russicus (T) GTC863 ABO71950

56 5000387891 Arthrobacter psychrolactophilus (T) AF134179
L 5002236308 Arthrobacter psychrochitiniphilus (T) JCM 13874 AB588633
a3 |— S001576037 Arthrobacter alpinus (T) S6-3 GQ227413
54 3000539535 Arthrobacter stackebrandtii (T) type strain: CCM 2783 AJ640198
5002165853 Arthrobacter cryoconiti (T) Cr6-08 GU784867
S001589268 Arthrobacter livingstonensis (T) LI2 GQ406811
5000131048 Arthrobacter roseus (T) CMS90 AJ278870
— 5000389776 Arthrobacter sulfonivorans (T) ALL ATCC BAA-112 DSM 14002 AF235091
&4@ 5000749904 Arthrobacter defluvii (T) type strain: 4C1-a AM409361

43

=

5000768325 Arthrobacter niigatensis (T) LC4 AB248526
$002033220 Arthrobacter equi (T) IMMIB L-1606 FNE73551
5000428904 Arthrobacter chlorophenolicus (T) A-6 AF102267
5002224856 Arthrobacter siccitolerans (T) 4J27 GU815139

T

1
e 5000623894 Arthrobacter phenanthrenivorans (T) type strain: Sphe3 AM176541
1 5000391713 Arthrobacter scleromae (T) YH-2001 AF330692

g9 | S000010760 Arthrobacter polychromogenes (T) DSM 20136 X80741
63' S000014927 Arthrobacter oxydans (T) DSM 20119 X83408

393 1 S000011221 Arthrobacter agilis (T) DSM 20550 X80748
4411 5001155281 Arthrobacter pityocampae (T) Tp2 EU855749
001792938 Arthrobacter flavus (T) JCM 11496 AB537168
o {7 5000544088 Arthrobacter tecti (T) type strain: LMG 22282 AJ639829
S

$000544089 Arthrobacter parietis (T) type strain: LMG 22281 AJ639830

5000559147 Arthrobacter subterraneus (T) CH7 DQ097525

821 S000570152 Arthrobacter tumbae (T) type strain: LMG 19501 AJ315069

E 5002447286 Arthrobacter enclensis (T) NIO-08 JF421614

5 5002909598 Arthrobacter cupressi (T) D48 HQ657321

52 5004085503 Arthrobacter liuii (T) DSXY973 KJ082091
49 SF7S13
P4 | 5000749604 Arthrobacter humicola (T) KV-653 AB279890
S000749603 Arthrobacter oryzae (T) KV-651 AB273889

S000006170 Arthrobacter globiformis (T) DSM 20124 X80736

gz || S000000381 Arthrobacter ramosus (T) DSM 20546 X80742

98 ' S000000969 Arthrobacter pascens (T) DSM 20545 X80740

5000014929 Arthrobacter sulfureus (T) DSM 20167 X83409
5000440229 Arthrobacter psychrophenolicus (T) type strain: DSM 15454 AG31 AJ616763
5000543963 Arthrobacter kerguelensis (T) type strain: KGN15 AJ606062
5000440165 Arthrobacter gangotriensis (T) type strain: Lz1Y AJ606061
5000979323 Arthrobacter antarcticus (T) type strain: SPC 26 AM331709
5001589269 Arthrobacter cryotolerans (T) LI3 GQ406812
5001097483 Arthrobacter halodurans (T) JSM 078085 EUS83729
5000013841 Arthrobacter rhombi (T) F98.3HRG9 Y1588

5000435907 Arthrobacter creatinolyticus (T) gifu12498 D88211
5000010338 Arthrobacter nicotianae (T) DSM 20123 X80739
5000261871 Arthrobacter mysorens (T) type strain: DSM 12798 AJ617482
3000471336 Arthrobacter arilaitensis (T) CIP 108037 Re117 AJB09628
5000000396 Arthrobacter uratoxydans (T) DSM 20647 X83410
S$000022362 Arthrobacter protophormiae (T) DSM 20168 X80745
5000893294 Arthrobacter soli (T) SYB2 EF660748

5000471338 Arthrobacter bergerei (T) CIP 108036 Ca106 AJG09630
93 | S000539428 Arthrobacter ardleyensis (T) type strain: An25 AJ551163

15

{500001 2840 Arthrobacter woluwensis (T) 1551 X93353

99 5004054140 Arthrobacter nanjingensis (T) A33 KF479547
—— 5000004639 Arthrobacter crystallopoietes (T) DSM 20117 X80738
5000979841 Arthrobacter sanguinis (T) 741 EU086805

S000004313 Escherichia/Shigella coli (T) ATCC 11775T X80725

0.050

Figure S8 Phylogenetic tree for the genus Arthrobacter



Figure S9 Phylogenetic tree for the genus Bacillus



S004067110 Klebsiella aerogenes (T) KCTC 2190 CP002824
S004067111 Klebsiella aerogenes (T) KCTC 2190 CP002824
S004067108 Klebsiella aerogenes (T) KCTC 2190 CP002824
S004067107 Klebsiella aerogenes (T) KCTC 2190 CP002824
S004067106 Klebsiella aerogenes (T) KCTC 2190 CP002824
S004067105 Klebsiella aerogenes (T) KCTC 2190 CP002824
S004067104 Klebsiella aerogenes (T) KCTC 2190 CP002824
S004067109 Klebsiella aerogenes (T) KCTC 2190 CP002824
S000387361 Klebsiella oxytoca (T) ATCC 13182T AF129440
SFBS12

S002914709 Cedecea sp. A415 JF946790

5004052158 Cedecea davisae BPb8 KF387668

SF6S25

35000021104 Cedecea neteri (T) GTC1717 AB086230

a3

40

77| 5003617145 Cedecea neteri VIAT JX501717
5003810861 Enterobacter sp. W38 KC853197
5004052157 Cedecea neteri BMb4 KF387667
5000387414 Klebsiella pneumoniae (T) ATCC11296 AF130982

5004078035 Klebsiella gquasipneumoniae (T) type strain: 07A044 SB30 HG933295
a3 5004076036 Klebsiella quasipneumaoniae (T) type strain: 01A030 SB11 HG933296
47|~ 5000324392 Klebsiella variicola (T) F2R9 AJ783916

93 - 5000458520 Klebsiella variicola (T) LX3 AF250285

S000003473 Bacillus subtilis (T) DSM10 AJ276351

0.020

Figure S10 Phylogenetic tree for the genera Cedecea and Klebsiella



5000721939_Chryseobacterium_hagamense_(T)_RHA2-9_DQ673672
5003789790 _Chryseobacterium_camelliae_(T)_THG-C4-1_JX843771
5000801776_Chryseobacterium_gregarium_(T)_type_strain._DSM_19109___LMG_24052__P_461/12_AM773820
S000752271_Chryseobacterium_daeguense_(T)_K105_EF076759
S001746339_Chryseobacterium_ginsenosidimutans_(T)_THG_15_GU138380
S002917196_Chryseobacterium_gwangjuense_(T)_THG_A18_JN196134
$003918300_Chryseobacterium_geocarposphaerae_(T)_91A-561T_HGT38132
$003278890_Chryseobacterium_ginsengisoli_(T)_DCY_63_JN852949
5003918302_Chryseobacterium_arachidis_(T)_91A-593T_HG738134

_[ 5000473603 _Chryseobacterium_formosense_(T)_CC-H3-2_AY315443

0 L 5003918303_Chryseobacterium_zeae_(T)_JM-1085T_HG738135
S000651739_Chryseobacterium_gambrini_(T)_type_strain:_5-1St1a_AM232810
$5001328270_Chryseobacterium_hispalense_(T)_AG13_EU336941
S000115513_Chryseobacterium_defluvii_(T)_B2_AJ309324
S000470977_Chryseobacterium_daecheongense_(T)_GPW406_AJ457206
S003919340_Chryseobacterium_aahli_(T)_T68F.09.P.LAT.MA H Kidney.D_JX287893
5000620619_Chryseobacterium_wanjuense_(T)_R2A10-2_DQ256729

000636389_Chr ium_taiwanense_(T)_BCRC_17412_DQ318789

50— S003719243_Chrysecbacterium_takakiae_(T) AG1-2_KC560016

|ﬁgsoooﬁw 8541_Chryseobacterium_soldanellicola_(T)_PSD1-4_AY883415.

S003719245_Chryseobacterium_polytrichastri_(T)_YG4-6_KC560018
$001169943_Chryseobacterium_piperi_(T)_CTM_EU999735

5000871527 _Chryseobacterium_soli_(T)_JS6-6_EF591302
100 | $S000891241_Chryseobacterium_aquaticumn_(T)_type_strain:_10-46_AM748690
611 5001742919 _Chryseobacterium_greenlandense_(T)_UMB_34_FJ932652
"L 5001155527 _Ghryseobacterium_piscicola_(T)_VQ-6316s_EU869190
5001872723_Chryseobacterium_xinjiangense_(T)_TSBY-67/_DQ166169

$000572729_Chryseobacterium_indoftheticum_(T)_LMG_4025_ATCC27950_AY468448

’ 5000134386_Chryseobacterium_scophthalmum_(T)_LMG_13028_AJ271009
El

53

4

5000544650_Chryseobacterium_piscium_(T)_LMG_23089T_AMO040439
SF7S14
SF3s6
S000572728_Chryseobacterium_balustinum_(T)_LMG_8329_ATCC33487_LMG_4010_NCTC_11212_AY468447
3002966607_Chryseobacterium_taihuense_(T)_THMBM1_JQ283114
S002965779_Chryseabacterium_rigui_(T)_CJ16_JQ071497
S000539653_Chryseobacterium_taichungense_(T)_type_strain._GC-TWGS1-8_AJ843132
53— S000618542_Chryseobacterium_taeanense_(T)_PHA3-4_AY883416
SF785
SF7S8
5000721941_Chryseobacterium_lathyri_(T)_RBA2.6_DQ673674
5000721938 _Chryseobacterium_elymi_(T)_RHA3-1_DQ673671
$5000804610_Chryseobacterium_luteum_(T)_type_strain:_DSM_18605___LMG_23785___P_456/04_AM489609
S001169942_Chryseobacterium_angstadtii_(T)_KM_EU999734
5000965788 _Chryseobacterium_oranimense_(T)_H8_EF204451
2 {{ $5000469874_Chryseobacterium_shigense_(T)_GUM-Kaji_AB193101
4| 5003788355_Chryseobacterium_camnipullorum_(T)_9_R23581_JN935269
3 S000330373_Chryseobacterium_kwangjuense_(T)_KJ1R5_AY514021
1 Esnoozmaee_c hryseobacterium_vrystaatense_(T)_type_strain_R-23566__LMG_22846_AJ871397
'— S000721937_Chryseobacterium_rhizosphaerae_(T)_RSB3-1_DQ673670
111 S000871528_Chryseobacterium_jejuense_(T)_JS17-8_EF591303
5003613221_Chryseobacterium_nakagawai_(T)_G41_JX100822
S001611617_Chryseobacterium_culicis_(T)_type_strain:_R4-1A_FN554375

Bg

97 SF7518
4’;0 1328268_Chryseobacterium_oleae_(T)_CT348_EU336939
178 - $003922571_Chryseobacterium_contaminans_(T)_C-26_KF652079
2[L 5004008497_Chryseobacterium_gallinarum_(T)_100_KCA494697
S000134119_Chryseobacterium_joostei_(T)_LMG_18212_AJ271010
S004453705_Chryseobacterium_rhizoplanae_(T)_JM-534_KP033261
S000651736_Chryseobacterium_ureilyticum_(T)_type_strain:_F-Fue-04lllaaaa_AM232806
$002157006_Chryseobacterium_oncerhynchi_(T)_701B-08_FN674441
3 | S002907085_Chryseobacterium_viscerum_(T)_type_strain:_6687B-08_FR871426
5003613220_Chryseobacterium_lactis_(T)_KC1864_JX100821
7| S002227137_Chryseobacterium_vietnamense_(T)_GIMN1 005_HM212415
5l s00361321 5_Chryseobacterium_bernardetii_(T)_G229_JX100816
5000893188_Chryseobacterium_aquifrigidense_(T)_CW9_EF644913
3 5 { 000690525_Chr um_ir :_(T)_LMG_8337_AM232813
5002907088_Chryseobacterium_tructae_(T)_type_strain:_1084-08_FR871429
21— S004056704_Chrysecbacterium_artocarpi_(T)_UTM-3_KF751867
1" F 000690524_Chryseobacterium_gleum_(T)_CCUG_14555_AM232812
53l S001575200_Chryseobacterium_arthrosphaerae_(T)_CC-VM-7_FN338101
4‘—;500063966470hryseubacteriu m_caeni_(T)_N4_DQ336714
68 5000893501_Chryseobacterium_hungaricum_(T)_CHB-20p_EF685359
78 — S000860307_Chryseobacterium_marinum_(T)_IMCC3228_EF554366
LESODD%SSN _Chryseobacterium_humi_(T)_ECP37_EU360966
5002955969 _Chryseobacterium_frigidisoli_(T)_PB4_JN390676
5000643289_Chryseobacterium_hispanicum_(T)_type_strain:VP48_AM159183
S000805858_Chryseobacterium_bovis_(T)_H8_EF204446
S000730508_Chryseobacterium_hominis_(T)_type_strain._NF802_AM261868
S000617216_Chryseobacterium_molle_(T)_type_strain:_DW3_AJ534853
$5000690523_Chryseobacterium_pallidum_(T)_type_strain:_26-35t2b_AM232809

93 1 S000805862_Chryseobacterium_haifense_(T)_H38_EF204450
5001152203_Chryseobacterium_anthropi_(T)_type_strain'_NF_1366_AM982786
S000458552_Chryseobacterium_koreense_(T)_Chj707_AF344179

98 | S001016232_Chryseobacterium_solincola_(T)_1YB-R12_EU516352
5001353132_Chryseobacterium_treverense_(T)_type_strain._IMMIB_L-1519_FN297836
5003613216_Chryseobacterium_camis_(T)_G81_JX100817

S003610429_Chryseobacterium_jeonii_(T)_AT1047_AY553294
S001874817_Chryseobacterium_chaponense_(T)_Sa_1147-06_GU345045
5001576565_Chryseobacterium_yonginense_(T)_HMD1043_GQ259742
S5000995572_Chryseobacterium_palustre_(T)_3A10_EU360967
5000475017_Chryseobacterium_antarcticum_(T)_AT1013_AY553293
100 | S003610428_Chryseobacterium_antarcticum_(T)_AT1013_AY553293
S001045706_Chryseobacterium_taklimakanense_(T)_X-65_EU718058

100 | $003613224_Chryseobacterium_taklimakanense_(T)_F9257_JX100825

$5000004312_Escherichia/Shigella_coli_(T)_ATCC_11775T_X80725

0.050

Figure S11 Phylogenetic tree for the genus Chryseobacterium



931 5000543873 Flavobacterium dentrificans (T) type strain: D AJ318907
5003803563 Flavobacterium kyungheense (T) THG 107 JN196130
S004054944 Flavobacterium daemonensis (T) THG-DJ7 KF532125
$001746336 Flavobacterium ginsenosidimutans (T) THG 01 GU138377
S000903109 Flavobacterium anhuiense (T) D3 EU046269
‘5002035054 Flavobacterium phragitis (T) BLN2 GU564236
500176873 Flavobacterium banpakuense (T) 15F3 GQ281770
$002232284 Flavobacterium chungbukense (T) CS100 HIIB27539
5003299695 Flavobacterium arsenitoxidans (T) S2-3H JX001187
5000643552 Flavobacterium johnsoniae (T) type sirain: DS 2064 AM230489
5000649818 Flavobacterium defluvii (T) EMB117 DQ372986
5002233747 Flavobacterium tilapiae (T) Ruye-71 HQ111525
$001576872 Flavobacterium compostarboris (T) 15C3 GQ281769
12— 5002233043 Flavobacterium ginsengisoli (T) DCY54 HMT76705
| — 5003748796 Flavobacterium cuthirudinis (T) E89 JX966231
5002221827 Flavobacterium glycines (T) Gm-149 EUST2803
7‘% S000614620 Flavobacterium daejeonense (T) GH1-10 DQ222427
40— 5003305336 Flavobacterium nitratireducens (T) N1 FR827898
L 5000623909 Flavobacterium reichenbachi (T) type strain: WB 3.2-61 AM177616
'S000942420 Flavobacterium resistens (T) BD-b365 EF575563
S000643553 Flavobacterium pectinovorum (T) type strain: DSM 6368 Al230490
! 1isou3252994 (T) NBRC 15945 ABG81
5000263970 Flavobacterium micromati (T) type strain' LMG 21919 AJ557888
5002906814 Flavobacterium oncorhynchi (T) type sirain: 631-08 FN69776
l'[_sooazssssa Flavobacterium plurextorum (T) 1126-1H-08 HE612094
'S003720586 Flavobacterium gyeonganense (T) HME7524 KC890142
5001156545 Flavobacterium chungangense (T) CJ7 EU924275
E 5002442242 Flavobacterium chilense (T) type strain: LI-09-Fp FR774915
9

5003258356 Flavobacterium tructae (T) 435-08 HE612100
5004006240 Flavobacterium spartansii (T) T16F 07.C.CHS SRW.W Kidney.D JX287799
5000701218 Flavobacterium hercynium (T) type strain: W8 4 2-33 AM265623
iﬁnuamm Flavobacterium piscis (T) 412R-09 HE612101

5000623901 Flavobacterium aquidurense (T) type sirain: WB 1.1-56 AM177392
5000530256 Flavobacterium frigidimaris (T) KUC-1 AB183888
‘5002442243 Flavobacterium araucananum (T) type strain LM-19-Fp FR774916
anasmze Flavobacterium maotaiense (T) T9 KF857166
S004086204 Flavobacterium palustre (T) S44 KJ150599
5000643555 Flavobacterium succinicans (T) type strain: DSM 4002 AM230492
S000691671 Flavobacterium glaciei (T) 0499 DQ515962
5000496376 Flavobacterium granui (T) Kw05 AB180738
SFast1
5 S000436358 Flavobacterium hydatis (T) ATCC 29551 M58764
5000435923 Flavobacterium hibernum (T) ATCC51468 L39067
5003262643 Flavobacterium branchiophilum (T) NBRG 15030 ABB30752
1 [~ S000121350 Flavobacterium limicola (T) ST-82 ABO75230
5000903062 Flavobacterium tiangeerense (T) 0563 EU036219
5000539443 Flavobacterium psychrolimnae (T) type strain LG 22018 AJ585428
'S002252122 Flavobacterium xueshanense (T) Sr22 HQ436466
95 [~ S001187274 Flavobacterium algicola (T) TC2 (NBRC 102673 CIP 109574) AB455265
E S004049298 Flavobacterium faecale (T) WV33 KF214259
S002964616 Flavobacterium noncentrfugens (T) R-HLS-17 JQ002654
4 [~ S000388383 Flavobacterium frigidarium (T) A2i ATCC 700810 NCIMB 13737 AF162266
{F S000539636 Flavobacterium fryxelicola (T) type strain: LMG 22022 AJ8 11961
5000394137 Flavobacterium omnivorum (T) AS 1.2747 JCM 11313 AF433174
S000427861 Flavobacterium xanthum (T) ACAM 81(T) AF030380
59 - 000263802 Flavobacterium degerlachei (T) type strain: LMG 21915 AJ557886
5000264514 Flavobacterium frigoris (T) type strain: LMG 21922 AJ557887
5000438605 Flavobacterium gilisiae (T) IC001 U85889.
5001329026 Flavobacterium sinopsychrotolerans (T) 0533 FJ854474
5000394136 Flavobacterium xinjiangense (T) AS 1.2749 JCM 11314 AF433173
591 5002352123 Flavobacterium urumajense (T) Sr25 HQ436467
93| S000573256 Flavobacterium weaverense (T) AT1042 IMSNU 14048 KCTC 12223 AY581114
59 1 S003610431 Flavobacterium weaverense (T) AT1042 AY581114
S000573257 Flavobacterium segetis (T) AT1048 IMSNU 14050 KCTG 12224 AY581115
4] 5915003610432 Flavobacterium segetis (T) AT1048 AY581115
5000927278 Flavobacterium fluvii (T) H7 EU106724
S001550911 Flavobacterium myungsuense (T) HMD1033 GQ148878
59 S000503798 Flavobacterium antarcticum (T) AT1026 AY581113
'S003610430 Flavobacterium antarcticum (T) AT1026 AY581113
5000438603 Flavobacterium tegetincola (T) A103 U85887
5001550896 Flavobacterium yonginense (T) HMD1001 GQ144413
003611715 Flavobacterium oryzae (T) Jyi-05 HE997061
5000843549 Flavobacterium flevense (T) type strain: DSM 1076 AM230485
sl 5003262614 Flavobacterium flevense (T) NBRC 14960 AB630723
Lr 5000384754 Flavobacterium psychrophilum (T) IFO 15942 AB078060
8 |- 5000994855 Flavobacterium swingsii (T) type strain: WB2.3-68 AM934651
L 'S000603878 Flavobacterium soli (T) DS-6 DQ178976
91— 5004087411 Flavobacterium arsenatis (T) Z KJ205533
5000643548 Flavobacterium aquatie (T) type strain: DSM 1132 AM230485
5000735855 Flavobacterium terrigena (T) DS-20 DQ839724
5001793792 Flavobacterium macrobrachii (T) an-8 FJ592904
S001873914 (T) ARSA-
5001873916 Flavobacterium cheonhonense (T) ARSA-15 GU295972
$002961354 Flavobacterium aciduliphium (T) JJ013 IN712178
5001873912 Flavobacterium cheonanense (T) ARSA-108 GU295968
5001873911 Flavobacterium koreense (T) ARSA-42 GU295967
56 | 5001873915 Flavobacterium chungnamense (T) ARSA-103 GU295971
99 [ S001576237 Flavobacterium beibuense (T) F44-8 GQ245972
5002913774 Flavobacterium rakeshii (T) FCS-5 JF830803
$003301171 Flavobacterium hauense (T) BX12 JX066803
'S004224387 Flavobacterium suzhouense (T) XIN-1 KH089833
S003619601 Flavobacterium akiainvivens (T) IK-1 JQ228532
5000994885 Flavobacterium rivui ) type strain: WB3.3-2 AM934661
5000994870 Flavobacterium subsaxonicum (T) type strain: WB4.1-42 Al934666
5003924029 Flavobacterium giangtangense (T) F3 KF726983
5000749888 Flavobacterium ceti (T) type strain: 454-2 A292800
$002951951 Flavobacterium anatoliense (T) MK3 JF825522
S002235524 Flavobacterium ummariense (T) DS-12 HQ320187
= I S003278895 Flavobacterium marinum (T) SW105 JNB67054
S000145631 Flavobacterium gelidiacus (T) type strainLMG 21477 AJ440996.
S001577966 Flavobacterium ponti (T) GSW-R14 GQ370387
5000649813 Flavobacterium filum (T) EMB34 DQ372981
‘5004045455 Flavobacterium lacus (T) NP180 KC969641
5003617712 Flavobacterium yanchengense (T) hg JX548325
5000384741 Flavobacterium columnare (T) IFO 15943 AB078047
5000769569 Flavobacterium terrae (T) R2A1-13 EF117329
5000649814 Flavobacterium croceum (T) EMB47 DQ372982
S002963487 Flavobacterium fontis (T) MIC3010 JN873147
‘5002965154 Flavobacterium squillarum (T) CMJ-5 JQ029111
5000614621 Flavobacterium suncheonense (T) GH29-5 DQ222428
5002961523 Flavobacterium enshiense (T) DK69 JN790956
5000541649 Flavobacterium saliperosum (T) AS 1.3801 DQO21903
S001096321 Flavobacterium cauense (T) R2A-7 EU521691
&2l 5002208788 Flavobacterium limnosediminis (T) JC2902 JQ928688
5001020002 Flavobacterium sasangense (T) YC8274 EU423319
5003722322 Flavobacterium aquaticum (T) JC164 B41 HE995762
5000769690 Flavobacterium cucumis (T) R2A45-3 EF126993
S000824638 Flavobacterium cheniae (T) NJ-26 EF407880
5003919748 Flavobacterium ahnfeltiae (T) KMM 6686 KC247342
S003710455 Flavobacterium urocaniciphilum (T) YIT 12746 AB795015
S000627043 Flavobacterium indicum (T) GPTSA100-9 AY904351
S001613795 Flavobacterium haoranii (T) LQY-7 GQ988780
S001745021 Flavobacterium dongtanense (T) LW30 GUO73293
S002446654 Flavobacterium jumunjinense (T) HMET102 JF317279
5000824942 Flavobacterium lindanitolerans (T) IP10 EF424395
—Esnoomsza Flavobacterium caeni (T) LM5 EU313814
o 'S003710454 Flavobacterium longum (T) YIT 12745 AB795014

5000003473 Bacilus sublilis (T) DSM10 AJ276351
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Figure S12 Phylogenetic tree for the genus Flavobacterium



100 - S000007000_Kocuria_varians_(T)_DSM_20033_X87754
S000432291_Kocuria_varians_ATCC_15306_AF542074
S000008149_Kocuria_rhizophila_(T)_TAG8_(DSM_11926_type_strain)_Y 16264
5000432289 Kocuria_rhizophila_ ATCC_9341_AF542072
5000460579 _Kocuria_marina_(T)_KMM_3905_AY211385
S000471704_Kocuria_carniphila_(T)_CCM_132T_AJ622907
S000649261_Kocuria_carniphila_GH04_DQ365559
%5 | SF6S23

SF7S20
o0 | SF6ES22

SF1S8

S000644412_Kocuria_palustris_SCH0404_AY881237

53

22|66
38

=t

S000000438_Kocuria_kristinae_(T)_DSM_20032_X80749
100 ' S000995953_Kocuria_kristinae_6J-5b_EU379300
S000871747_Kocuria_flava_(T)_HO-8041_EF602041
5000858901_Kocuria_turfanensis_(T)_HO-9042_DQ531634
S000130611_Kocuria_polaris_(T)_CMS76or_AJ278868
5000528001_Kocuria_himachalensis_(T)_K07-05_AY987383
47|] S000000426_Kocuria_rosea_ATCC_187T_Y11330

87" S000645727_Kocuria_rosea_CV1_DQ176452

|

g2
49

n.0z0

S000004313_Escherichia/Shigella_coli_(T)_ATGG_11775T_X80725

Figure S13 Phylogenetic tree for the genus Kokuria



30— S000006247 Microbacterium aurum (T) DSM 8600 Y17229
5000622940 Microbacterium aoyamense (T) KV-492 AB234028

S000964149 Microbacterium lacus (T) ASE-52 AB286030

S001187351 Microbacterium invictum (T) type strain- DC-200 AM949677
$000381735 Microbacterium terregens (T) IFO 12961 AB004721

5000711011 Microbacterium pygmaeum (T) KV-490 AB248875

S000541107 Microbacterium koreense (T) JS53-2 AY962574

5000009659 Microbacterium schleiferi (T) DSM 20489 Y17237

S000013457 Microbacterium lacticum (T) DSM 20427 X77441

5000964148 Microbacterium flavum (T) YM18-098 AB286029

5004223646 Microbacterium endophyticum (T) PA17 KJ920267

S004223657 Microbacterium halimionae (T) PA36 DSM 27576 CECT 8593 KJ920278
$000964146 Microbacterium awajiense (T) YM13-414 AB286027

5000964147 Microbacterium fluvii (T) YSL3-15 AB286028

5003659619 Microbacterium saccharophilum (T) K-1 AB736273

S000622938 Microbacterium deminutum (T) KV-483 AB234026

93" 5000622939 Microbacterium pumilum (T) KV-488 AB234027

5000711001 Microbacterium terricola (T) KV-448 AB234025

S001014065 Microbacterium hatanonis (T) JCM 14558 AB274908

L — 5000529539 Microbacterium hydrocarbonoxydans (T) type strain: DSM 16089 BNP48Type AJB98726

r S000020165 Microbacterium testaceumn (T) DSM 20166 X77445

5000121408 Microbacterium paraoxydans (T) CF36 AJ491806
S000381733 Microbacterium saperdae (T) IFO 15038 AB004719
5000381732 Microbacterium luteolum (T) IFO 15074 AB004718

o| || SF5S13

S000007793 Microbacterium oxydans (T) DSM 20578 Y17227
S000019591 Microbacterium liquefaciens (T) DSM 20638 X77444
5000440800 Microbacterium maritypicumn (T) type strain: DSM 12512 AJB53910
i7 — S000892535 Microbacterium profundi (T) Shh49 EF623999
5004220520 Microbacterium shaanxiense (T) CCNWSP60 KJ735510
S000381731 Microbacterium keratanolyticum (T) IFO 13309 AB004717
5000083932 Microbacterium aerolatum (T) V-73 AJ309929
S000012860 Microbacterium phyllosphaerae (T) DSM 13468 P 369/06 AJ277840
3 — 5000014753 Microbacterium foliorum (T) DSM 12966 P 333/02 AJ249780
— 5002410689 Microbacterium panaciterrae (T) DCY56 HQ844973
5000001703 Microbacterium resistens (T) DMMZ 1710 Y14699
3001417385 Microbacterium pseudoresistens (T) CC-005209 FJ865214
S002151035 Microbacterium azadirachtae (T) Al-S262 EU912487
S000001603 Microbacterium arabinogalactanolyticum (T) DSM 8611 Y17228
82 - 5000018525 Microbacterium esteraromaticum (T) DSM 8609 Y17231
5002228171 Microbacterium hydrothermale (T) 0704C9-2 HM222660
S003749831 Microbacterium kyungheense (T) THG-C26 JX997973
S000503539 Microbacterium natoriense (T) TNJL143-2 AY566291
5000539538 Microbacterium oleivorans (T) type strain: DSM 16091 BAS69Type AJ698725
SF5514
SF5516
] 35 | S000427348 Microbacterium aurantiacum (T) IFO 15234 AB004726
rl 2 ' 5000469185 Microbacterium kitamiense (T) kitami C2 AB013907
5000381738 Microbacterium chocolatum (T) IFO 3758 AB004725
5000006251 Microbacterium dextranolyticum (T) DSM 8607 Y17230
5000010831 Microbacterium laevaniformans (T) DSM 20140 Y17234
———— SF6S24
100 | S000965858 Microbacterium binotii (T) CIP 101303 EF567308
S002956055 Microbacterium neimengense (T) 7087 JN408293
S000850697 Micrabacterium thalassium (T) type strain: DSM 12511 AM181507
'S000000028 Microbacterium flavescens (T) DSM 20643 Y17232
5000381734 Microbacterium terrae (T) IFO 15300 AB004720
EIEI 5000381737 Microbacterium ketosireducens (T) IFQ 14548 AB004724
3000427347 Microbacterium halophilum (T) IFO 16062 AB004714
8000901 905 Microbacterium aquimaris (T) type strain: JS54-2 AM778449
2 5002989107 Microbacterium marinum (T) H101 HQ622524
S001588796 Microbacterium yannicii (T) G72 FN547412
% $002222521 Microbacterium arthrosphaerae (T) CC-VM-Y FN870023
S000967183 Microbacterium insulae (T) DS-66 EU239498
5000650694 Microbacterium hominis (T) type strain: DSM 12509 AM181504
S001577784 Microbacterium mitrae (T) M4-8 GQ351351
S000440798 Microbacterium xylanilyticum (T) type strain: S3-E AJ853908
000021147 Microbacterium trichothecenolyticum (T) DSM 8608 Y 17240
5003749832 Microbacterium jejuense (T) THG-C31 JX997974
S000871546 Microbacterium soli (T) DCY17 EF593038
$002151590 Micrabacterium suwonense (T) M1T8B9 GQ246683
3000611534 Microbacterium immunditiarum (T) SK 18 DQ119293
5000891240 Microbacterium Iuticocti (T) type strain: SC-087B AM747814
S003806540 Microbacterium mangrovi (T) MUSC 115 G2 KF028598
5000843265 Microbacterium kribbense (T) MSL 04 EF466125
5000727788 Microbacterium ginsengisoli (T) Gsoil 259 AB271048
5001577352 Microbacterium radiedurans (T) GIMN 1.002 GQ329713
S000002734 Microbacterium arborescens (T) DSM 20754 X77443
95 - 8000003131 Microbacterium imperiale (T) DSM 20530 X77442
5002917598 Microbacterium lemovicicum (T) ViU22 JN243353

7

E3l

5

3002234654 Microbacterium sediminis (T) YLB-01 HQ219727
5003923390 Microbacterium petrolearium (T) LAM0410 KF697702
5000022611 Microbacterium barkeri (T) DSM 20145 X77446
5002035064 Microbacterium oryzae (T) MB10 GU564360
5000841857 Microbacterium indicum (T) type strain: BBHE6 AM158307
5000390332 Microbacterium gubbeenense (T) LMG S-19263 NCIMB 30129 AF263563
8 5002352343 Microbacterium amylolyticum (T) N5 HQ605925
5 S000473677 Microbacterium halotolerans (T) YIM 70130 AY376165
5004091209 Microbacterium populi (T) 10-107-8 KJ569787
5001417386 Microbacterium humi (T) CC-012309 FJ865215
S001155658 Microbacterium lindanitolerans (T) MNA2 EU873539
100 ' 8001351455 Microbacterium agarici (T) CC-SBCK-209 FJ807673
50000043123 Escherichia/Shigella coli (T) ATCC 11775T X80725
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Figure S14 Phylogenetic tree for the genus Microbacterium
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ESW 7
5004054721 Micrococcus aloeverae (T) AES KF524364
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SF259
SF2510
SF4S3
SF557
SF5518
6 | SF5S20
5001241135 Micrococcus yunnanensis (T) YIM 65004 FJ214355
SFIT12
SF7S23
$S000110436 Micrococcus luteus (T) type strain: DSM 20030 AJ536198
S000893772 Micrococcus endophyticus (T) YIM 56238 EU005372
$000013460 Micrococcus lylae (T) DSM 20315 X80750
$000129410 Micrococcus antarcticus (T) T2 AJ005832

5002906978 Micrococcus cohnii (T) type strain: WS4601 WS4601 419 FR832424

5001241593 Micrococcus terreus (T) V3M1 FJ423763

38 5002033221 Micrococcus lactis (T) type strain: DW152 FNG73681
5000691318 Micrococcus flavus (T) LW4 DQ491453

5000004313 Escherichia/Shigella coli (T) ATCC 11775T X80725
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Figure S15 Phylogenetic tree for the genus Micrococcus

93 - 5000386953 Moraxella lacunata ATCC 17967T AF005160
5000386977 Moraxella equi (T) 327/72 AF005184
5000842361 Moraxella bovoculi 2467 DQ153081
5000386980 Moraxella caviae (T) CCUG 355T AF005187
S000130775 Moraxella canis (T) LMG 11194T (N7) AJ269511
S000386979 Moraxella ovis (T) ATCC 33078T AF005186
5000386978 Moraxella catarrhalis (T) ATCC 25238T AF005185
S000369367 Moraxella nonliquefaciens MDU1744 AY526574
95 ' 5000369369 Moraxella nonliquefaciens MDU4845 AY526576
5000469464 Moraxella oblonga 1AM 14971 ABO87260
5000020563 Moraxella lincolnii CCUG 9405T AJ417490
SF5S8

99 5000130329 Moraxella atlantae 104/948 AJ312378

S000386981 Moraxella cuniculi (T) CCUG 2154T AF005188
8 5000386975 Moraxella bovis (T) ATCC 10900T AF005182
9 - 5000842383 Moraxella caprae (T) ATCC 700019 DQ156148
5000003473 Bacillus subtilis (T) DSM10 AJ276351
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Figure S16 Phylogenetic tree for the genus Moraxella



42— S001187455_Pantoea_deleyi_(T)_LMG_24200_EF688011
I} 50011 87644 Pantoea_conspicua_(T)_LMG_24534 EU216737
*1 350011 87642_Pantoea_brenneri_(T)_LMG_5343_EU216735
2|— S000000371_Pantoea_agglomerans_A56_AF130926
5001187454 Pantoea_anthophila_(T) LMG_2558 EFG88010
S001187456_Pantoea_vagans_(T)_LMG_24199_EF688012
9 { SF&s17
3 - S001156744_Pantoea_eucalypti_EVZ2_FM202484
_[ S000002482_Pantoea_ananatis_LMG_20105_AF364845
5000412194_Pantoea_alli_(T)_BD_390_1_AY530795
S000015015_Pantoea_stewartii_subsp._indologenes LMG_2632-T_Y13201
S000128206_Pantoea_stewarti_subsp._null_LMG_2715_ 796080
5000925452 Pantoea_dispersa_GTC_1472_AB273743
5001187643_Pantoea_eucrina_(T)_LMG_2781_EU216736
SF2514

e

a7

SF4S5
S000000125_Pantoea_cypripedii_(T)_DSM_3873_AJ233413
100 L S000381173_Pantoea_cypripedii ATCG_29267_U80204

n.oz0

S000003473_Bacillus_subtilis_(T)_DSM10_AJ276351

Figure S17 Phylogenetic tree for the genus Pantoea
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Figure S18 Phylogenetic tree for the genus Pseudomonas
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100
{50000001 02 Rhodococcus erythropolis DCL14 AJ131637
4211 3000334611 Rhodococcus baikonurensis (T) GTC1041 AB071951

r 5000005533 Rhodococcus marinonascens ATCC 35653T X81933

5000003561 Rhodococcus globerulus NCIMB 12315 X81931

13
5?{ S000015177 Rhodococcus jostii (T) IFO16295 AB046357

000005142 Rhodococcus coprophilus ATCC 29080T X81928

S
;[LSDDDDMBSE Rhodococcus zopfii ATCC 51349T X81934
1 5000322868 Rhodococcus aetherivorans (T) 10bc312 AF447391

5000000605 Rhodococcus hoagii ATCC 7005T X82052

64
{5000001 179 Rhodococcus opacus GM-29 Y11892
33! 5000001649 Rhodococcus wratislaviensis (T) NCIMB 13082 (type strain) 237138

5000009693 Rhodococcus corynebacterioides CIP 104291 Y07813
000002026 Rhodococcus fascians DSM 43673 X79187
S000004313 Escherichia/Shigella coli (T) ATCC 11775T X80725

e S19 Phylogenetic tree for the genus Rhodococcus
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Figure S20 Phylogenetic tree for the genus Staphylococcus



5000009493 Stenotrophomonas maltophilia (T) ATCC 19861 AB021406
S000010261 Stenotrophomonas maltophilia (T) ATCC 19867 AB021405
5000824093 Stenotrophomonas maltophilia (T) IAM 12423 AB294553
5001611233 Stenotrophomonas pavanii (T) ICB 89 FJ748683
5001097383 Stenotrophomonas chelatiphaga (T) LPM-5 EU573216
SF73S9
5000129976 Stenotrophomonas rhizophila (T) e-p10 AJ293463
S000386319 Stenotrophomonas koreensis (T) TRE6-01 AB166885
5000559371 Stenotrophomonas ginsengisoli (T) DCY01 DQ109037
$000390459 Stenotrophomonas acidaminiphila (T) AMX19 AF273080
S001576206 Stenotrophomonas daejeonensis (T) MJ03 GQ241320
5000841903 Stenotrophomonas humi (T) type strain: R-32729 AM403587
5000003927 Stenotrophomonas nitritireducens (T) L2 AJ012229
741 5000841904 Stenotrophomonas terrae (T) type strain: R-32768 AM403589
5000003473 Bacillus subtilis (T) DSM10 AJ276351

0.0z

Figure S21 Phylogenetic tree for the genus Stenotrophomonas

$000002034 Streptomyces caelestis ISP 5084 AJ399467
5000011636 Streptomyces cyaneus ISP 5108 AJ399470
5000003786 Streptomyces steffisburgensis JCM 4833 AB045889
5000005538 Streptomyces afghaniensis ISP 5228 AJ399483
$000003970 Streptomyces pallidus ISP 5531 AJ3989492
S000005769 Streptomyces albus JCM 10204 AB045884
5000002785 Streptomyces purpurascens (T) ISP 5310 AJ399486
S000003569 Streptomyces iakyrus ISP 5482 AJ399489
g7 b9 |[ S000003566 Streptomyces bellus ISP 5185 AJ399476
5000003965 Streptomyces coerulescens ISP 5146 AJ399462
5000007644 Streptomyces nogalater JCM 4799 AB045886
S000012014 Streptomyces coeruleofuscus ISP 5144 AJ399473
100 | S000000827 Streptomyces arenae (T) ISP 5293 AJ399485
$000003980 Streptomyces violarus ISP 5205 AJ399477
5000004207 Streptomyces griseus IFO 13550 AB045867
S000000128 Streptomyces albidoflavus DSM 40792 Z76677
97| S000001636 Streptomyces albidoflavus DSM 40347T 776682
86| 3000003968 Streptomyces griseochromogenes (T) ISP 5499 AJ399491
5000004834 Streptomyces somaliensis DSM 40267 AJ007400
——— 3000002413 Streptomyces thermovulgaris DSM 40579 (type strain) Z68098
5000001869 Streptomyces galilaeus (T) JCM 4757 AB045878
$000012027 Streptomyces phaeoluteigriseus (T) type strain: ISP 5182 AJ381815
5000002035 Streptomyces chartreusis ISP 5085 AJ399468
3000007833 Streptomyces pseudovenezuelae ISP 5212 AJ399481
5000007643 Streptomyces argillaceus JCM 4975 AB045885
$000000466 Streptomyces tumescens Km-2-1 AF346483
5000003964 Streptomyces bicolor ISP 5140 AJ276569
5000009302 Streptomyces longisporus (T) ISP 5166 AJ399475
100 | S000004802 Streptomyces scabiei 380 Y15506
S000005595 Streptomyces europaeiscabiei CFBP4497 AJ007423
S000002270 Streptomyces mirabilis ATCC27447 AF112180
5000004008 Streptomyces somaliensis M29 AJO07401
S000004206 Streptomyces jumonjinensis JCM 4947 AB045863
$000002976 Streptomyces microflavus JCM 4711 AB045861
S000000643 Streptomyces griseus ATCC10137 Y15501
5000002613 Streptomyces venezuelae (T) JCM 4526 AB045890
$000001020 Streptomyces lavendulae IFO 14028 D85114
SF6S513
83 - 3000002044 Streptomyces virginiae IFO 12827 D85123
—— 5000002792 Streptomyces sparsogenes type strain: NRRL 2940 AJ391817
g 3000001687 Streptomyces somaliensis DSM 40760 AJO07389
dl 5000005612 Streptomyces rhizosphaericus A10P1 (S27) AJ391834
$S000001861 Streptomyces kasugaensis (T) M338-M1 AB024441
5000005383 Streptomyces platensis (T) JCM 4662 AB045882
10| | S000002037 Streptomyces hygroscopicus NRRL B-1477 AJ391819

B7

100 ' S000012020 Streptomyces hygroscopicus NRRL 2339 AJ391821
_[ 5000000349 Streptomyces cattleya JCM 4925 AB045871
100 — S000003379 Streptomyces cattleya JCM 4925 AB045870
5000006100 Streptomyces armeniacus (T) JCM 3070 clone21 AB018092

$000004313 Escherichia/Shigella coli (T) ATCC 11775T X80725

0020

Figure S22 Phylogenetic tree for the genus Streptomyces



5000392507 Yersinia rohdei (T) ATCC 43380 AF366384
S002155700 Yersinia pekkanenii (T) AYV7_1KOH2 GQ451990
3000392505 Yersinia mollaretii (T) ATCC 43969 AF366382
S000392504 Yersinia kristensenii (T) ATCC 33638 AF366381
38000392502 Yersinia frederiksenii (T) ATCC 33641 AF366379
S000392499 Yersinia aldovae (T) ATCC 35236 AF366376
SFES1
Er 5000002387 Rahnella aquatilis (T) DSM 4594 AJ233426
3002916773 Ewingella americana (T) CIP 81.94 JN175329
5004251942 Rahnella bruchi (T) FRB 226 KF308407
% 11 5004251944 Rahnella woolbedingensis (T) FRB 227 KF308409
$000392503 Yersinia intermedia (T) ATCC 29909 AF366380
20 S001187441 Yersinia entomophaga (T) MH-1 ye16s DQ400782
86 ' S002156657 Yersinia nurmii (T) APN3a-c FJ717338
S000381746 Serratia rubidaea (T) JCM1240 AB004751
5000392508 Yersinia ruckeri (T) ATCC 29473 AF366385
S000392500 Yersinia bercovieri (T) ATCC 43970 AF366377
3000979615 Yersinia massiliensis (T) CCUG 53443 50640T EF179119
5000539480 Yersinia aleksiciae (T) type strain: Y159 AJ627597
5003918161 Yersinia wautersii (T) type strain: 12-219N1 HG326166
5000392498 Yersinia pseudotuberculosis (T) ATCC 29833 AF366375
S000392506 Yersinia pestis (T) NCTC 5923 AF366383
70' S000690498 Yersinia similis (T) type strain: Y228 AM182404
= S004216270 Rouxiella chamberiensis (T) 130333 KJ526379
— 5002034063 Serratia symbiotica (T) CWBI-2.3 GU3984001
S000010448 Serratia marcescens (1) DSM 30121 AJ233431
51 | 5000116423 Serratia marcescens (T) KRED AB061685
% — S000531179 Serratia ureilytica (T) type strain: NiVia 51 AJ854062
5000903064 Serratia nematodiphila (T) DZ0503SBS1 EU036987
S000016955 Serratia plymuthica (T) DSM 4540 AJ233433
3004220578 Serratia vespertilionis (T) 52 KJ739885
5000010445 Serratia ficaria (T) DSM 4569 AJ233428
ﬂ)o%ﬂ 9 Serratia liquefaciens (T) CIP 103238T AJ306725
S000015029 Serratia odorifera (T) DSM 4582 AJ233432
5000020768 Serratia gnmesii (T) DSM 30063 AJ233430
5004220577 Serratia myotis (T) 12 KJ739884
S000015406 Serratia entomophila (T) DSM 12358 AJ233427
S000014683 Serratia quinivorans (T) DSM 4597 AJ233435
S000012783 Serratia proteamaculans (T) DSM 4543 AJ233434
SF3525
SF7S7
r 3000392501 Yersinia enterocolitica (T) ATCC 9610 AF366378
5002350732 Yersinia enterocolitica (T) Y11 FR729477
3002350734 Yersinia enterocolitica (T) Y11 FR729477
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5002350736 Yersinia enterocolitica (T) Y11 FR729477
3002350737 Yersinia enterocolitica (T) Y11 FR729477
5002350739 Yersinia enterocolitica (T) Y11 FR729477
3002350741 Yersinia enterocolitica (T) Y11 FR729477
5002350743 Yersinia enterocolitica (T) Y11 FR729477
S003722583 Yersinia enterocolitica (T) Y11 HF558392
35004063351 Yersinia enterocolitica (T) Y11 FR729477
5004063352 Yersinia enterocolitica (T) Y11 FR729477
35004063353 Yersinia enterocolitica (T) Y11 FR729477
5004063354 Yersinia enterocolitica (T) Y11 FR729477
3004063355 Yersinia enterocolitica (T) Y11 FR729477
5004063356 Yersinia enterocolitica (T) Y11 FR729477
3004063357 Yersinia enterocolitica (T) Y11 FR729477
{{ S004496755 Serratia aquatilis (T) 2015-2462-01 KT387999

o

47| | 5000007381 Serratia fonticola (T) DSM 4576 AJ233429
a0 ' 5001549187 Serratia fonticola (T) C1 FJ790328

S000003473 Bacillus subtilis (T) DSM10 AJ276351
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Figure S23 Phylogenetic tree for the family Yersiniaceae



