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Supplementary Table S1. Soil characteristics and chemicals applied at the isolation site
of Pseudomonas rhizozeae SZMC28357"

Geographic coordinates 46.08416° N, 19.26461° E
pH (KCI) 7.6
CaCO; content (w/w) 10.6%
humus (w/w) 1.84%
total soluble salts (w/w) <0.02%
K.O (mg/kg) 669
S0,—S (mg/kg) 39
NOx—N (mg/kg) 11.1
Chemicals applied in the year of isolation
Monocot-selective herbicide | 40 g/L quizalofop-P-tefuril
Dicot-selective herbicide 40 g/l imazamox
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Pseudomonas amygdali pv. ciccaronei ICMP 5710°T
Pseudomonas savastanoi pv. savastanoi ICMP 43527PT
100l Pseudomonas savastanoi pv. fraxini ICMP 7712
Pseudomonas savastanoi pv. retacarpa ICMP 16947
100 |' Pseudomonas savastanoi pv. nerii ICMP 16943PT
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Pseudomonas syringae pv. cunninghamiae ICMP 11894°T
Pseudomonas syringae pv. rhaphiolepidis ICMP 97567
Pseudomonas amygdali pv. myricae ICMP 7118FT
Pseudomonas amygdali CFBP 3205T
Pseudomonas syringae pv. daphniphylli ICMP 9757°T
Pseudomonas amygdali pv. photiniae ICMP 7840FT
L Pseudomonas amygdali pv. eriobotryae ICMP 4455PT
Pseudomonas amygdali pv. dendropanacis CFBP 3226
Pseudomonas syringae pv. castaneae CFBP 4217
Pseudomonas amygdali pv. sesami ICMP 763PT
Pseudomonas amygdali pv. mellea ICMP 5711FT
%81 Pseudomonas amygdali pv. hibisci ICMP 96237
Pseudomonas amygdali pv. tabaci ATCC 11528
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100 Pseudomonas syringae pv. broussonetiae ICMP 13650°T
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Pseudomonas tremae PA-1-10F
T Pseudomonas coronafaciens pv. garcae ICMP 4323FT
100 Pseudomonas coronafaciens pv. oryzae 1_6
Pseudomonas coronafaciens pv. zizaniae ICMP 8921PT
Pseudomonas coronafaciens pv. porri ICMP 8961PT
Pseudomonas coronafaciens pv. atropurpurea ICMP 4457FT
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Pseudomonas simiae PCL1751
Pseudomonas canadensis GZH03
Pseudomonas reactans IPO3751
Pseudomonas lurida 1.228
Pseudomonas pergaminensis 1008
Pseudomonas kairouanensis KC127
Pseudomonas nabeulensis E10BT
Pseudomonas costantinii LMG 221197
Pseudomonas tritici SWRI1457
Pseudomonas marginalis pv. marginalis ICMP 3553T
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Pseudomonas lactucae MAFF 3013817
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Pseudomonas poae LMG 21465"
Pseudomonas trivialis LMG 214647
Pseudomonas extremaustralis DSM 178357
Pseudomonas veronii R02
Pseudomonas emilianonis TNT11T
Pseudomonas fildesensis KG01T
Pseudomonas grimontii DSM 175157
Pseudomonas marginalis PgKB35
Pseudomonas asgharzadehiana SWRI132T
Pseudomonas cyclaminis MAFF 3014497
Pseudomonas sivasensis BsEB-1
Pseudomonas pisciculturae P115T
Pseudomonas haemolytica MF5694
Pseudomonas brenneri DSM 152947
Pseudomonas mucidolens LMG 22237
Pseudomonas hygromyciniae SDM007"
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Pseudomonas proteolytica LMG 227107
Pseudomonas gessardii LMG 216047
Pseudomonas shahriarae SWRI527
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Pseudomonas spelaei CCM 78937

100 Pseudomonas yamanorum LBUM636

100 Pseudomonas crudilactis UCMA 179887
Pseudomonas tensinigenes ZA 5.37
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Pseudomonas granadensis LMG 279407
100 | | Y— Pseudomonas atagonensis PS14T
Pseudomonas koreensis LMG 213187
o Pseudomonas parakoreensis BML-PP0O30"
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Pseudomonas mandelii KGI_MA19
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Pseudomonas prosekii LMG 26867T
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Pseudomonas mucoides P154a"
Pseudomonas hormoni G20-18T
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Supplementary Fig. S1. Maximum likelihood phylogram based on concatenated alignments of 16S, rpoB and rpoD sequences.
Clades were named after the publication of Rudra and Gupta et al. [1] and Girard et al. [2]. Statistical support of the best tree was calculated
with UFBoot support. Only values higher than 95% are shown. Members of the genus Perlucidibaca were used as outgroup. Type strains and
pathotypes are marked with superscript T and PT, respectively.
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Supplementary Table $2. dDDH values.

Species

G+C

difference dDDH (%)

Pseudomonas agronomica SAICEU22' 0.35 26.80
Pseudomonas alvandae SWRI17" 0.08 26.20
Pseudomonas arsenicoxydans CECT 7543" 2.02 27.70
Pseudomonas bijieensis SP1 1.47 26.50
Pseudomonas brassicacearum 3Re2-7 0.67 26.70
Pseudomonas brassicacearum subsp. neoaurantiaca 0.12

CDVBN10 26.00
Pseudomonas canavaninivorans B21-020 0.06 26.20
Pseudomonas citri OPS13-3" 0.02 26.20
Pseudomonas corrugata RM1-1-4 0.03 25.80
Pseudomonas cucumis FP1935" 0.15 28.20
Pseudomonas farris SWRI79' 0.11 27.80
Pseudomonas frederiksbergensis LMG 19851" 1.78 28.30
Pseudomonas gregormendelii LMG 28632" 2.03 27.30
Pseudomonas hormoni G20-18' 1.85 28.30
Pseudomonas kielensis ZE23)Cel16 1.18 27.30
Pseudomonas kilonensis DSM 13647" 1.69 27.00
Pseudomonas lini DSM 16768" 1.02 28.20
Pseudomonas mandelii KGI MA19 1.12 28.10
Pseudomonas marvdashtae SWRI1102" 0.38 26.20
Pseudomonas mediterranea DSM 16733" 0.05 26.20
Pseudomonas migulae LMG 21608 0.63 28.30
Pseudomonas mucoides P154a’ 1.16 27.70
Pseudomonas nunensis In5" 1.99 28.40
Pseudomonas ogarae FR1 1.48 26.70
Pseudomonas prosekii LMG 26867" 0.13 28.00
Pseudomonas rhizophila 52117 0.43 25.90
Pseudomonas silesiensis A3T 1.72 28.20
Pseudomonas tehranensis SWRI196' 1.15 26.10
Pseudomonas thivervalensis DSM 13194" 1.12 26.80
Pseudomonas uvaldensis 20TX0172" 1.94 25.30
Pseudomonas viciae 11K1" 1.39 26.40
Pseudomonas violetae TNT19' 0.02 26.90
Pseudomonas zanjanensis SWRI12' 1.21 26.70
Pseudomonas zarinae SWRI108' 1.64 26.80




NZ_JAVLSB010000017.1 - Region 1 - NRPS (Region on contig edge.)
Location: 1 - 36,576 nt. (total: 36,576 nt)

ClusterBlast

Query sequence

<D DD

: Pseudomonas frederiksbergensis strain 38F7 3... (14% of genes show similarity), NRPS,hserlactone

: Pseudomonas sp. B21-053 chromosome, complete g... (16% of genes show similarity), NRPS,hserlactone

: Pseudomonas nunensis strain In5 chromosome, co... (15% of genes show similarity), NRPS,hserlactone

: Pseudomonas nunensis strain In655 contig 15, ... (20% of genes show similarity), NRPS

DINCHDIMN DK
: Pseudomonas frederiksbergensis strain 37A10 37A... (20% of genes show similarity), NRPS
PIBONDHIIN DI
: Pseudomonas viridiflava strain T1426 chromosome (22% of genes show similarity), NRPS
IO HEED DI K M
: Pseudomonas viridiflava strain SV1779 chromosome (19% of genes show similarity), NRPS
I D<K D DM M
: Pseudomonas viridiflava strain U625 chromosome... (17% of genes show similarity), NRPS
KD D DI M<K
: Pseudomonas fluorescens isolate PS634, who... (20% of genes show similarity), NRPS
IIMOKKKH DI
: Pseudomonas fluorescens isolate PS689, who... (17% of genes show similarity), NRPS
KA DI OHND>
KnownClusterBlast
Query sequence
PO D D)
: chitinimide B/F/D/A/C/E/G (41% of genes show similarity), NRP+Polyketide
(D, e
: rimosamide (21% of genes show similarity), NRP
<KD
: detoxin N2/detoxin N3 (60% of genes show similarity), NRP+Polyketide
DI
: pseudovibriamide A1/B1/A2/A3/A4/B2/A5/A6/B3/B4/B6/B5 (13% of genes show similarity), NRP+Polyketide
2 D, S I, I
: detoxin S1 (22% of genes show similarity), NRP+Polyketide
oMK
: detoxin P1/detoxin P2/detoxin P3 (50% of genes show similarity), NRP+Polyketide
>

1 Pf-5 pyoverdlne (1% of genes show S|m|Iar|ty) NRP




NZ_JAVLSB010000019.1 - Region 1 - NRPS-like (Region on contig edge.)
Location: 32,745 - 56,775 nt. (total: 24,031 nt)

ClusterBlast

Query sequence

XK K KHammd - DD

: Pseudomonas sp. MPDS chromosome, complete genome (29% of genes show similarity), NRPS-like
— D<{—@EEmmap PoEEEY 1D S KK KK KK

: Pseudomonas sp. A214 chromosome | (26% of genes show similarity), NRPS-like
[ D¢ @D DO K< IO < H>-<OD<CC KK KKK

: Pseudomonas rhizophila strain S211 chromosome (23% of genes show similarity), NRPS-like
XXX O<ammdapy ooy 1o H><C<AD<C KK KKK

: Pseudomonas brassicacearum strain DF41 chromosom... (26% of genes show similarity), NRPS-like
[ >D<(-EEEE D BDODEEDD < HX O S>>/ KK KKK

: Pseudomonas viciae strain B21-062 chromosome, co... (25% of genes show similarity), NRPS-like
— > <D BDOETTT» < K<< KKK O K —

: Pseudomonas fluorescens strain FW300-N2E2 chro... (29% of genes show similarity), NRPS-like
— D@D POEEEY O - KKK I

: Pseudomonas viciae strain 11K1 chromosome, compl... (25% of genes show similarity), NRPS-like
~CM >D<H G D - BDOETR KO KKK

: Pseudomonas sp. B21-054 chromosome, complete genome (29% of genes show similarity), NRPS-like
— D @@ PDEEEEET» IO > K KKK

: Pseudomonas brassicacearum strain LBUM300 chromo... (25% of genes show similarity), NRPS-like

— <O -EmmRadp- PrEEEEI O O X D KK KKK K

: Pseudomonas brassicacearum strain PA1G7 Scaffold3,... (25% of genes show similarity), NRPS-like
o < ammdd PDEEEEC 1o SO KK KKK

KnownClusterBlast

Query sequence
K X KK K K+ K H > )

: fragin (25% of genes show similarity), NRP
K Km0




NZ_JAVLSB010000071.1 - Region 1 - NRPS (Region on contig edge.)
Location: 1 - 24,858 nt. (total: 24,858 nt)

ClusterBlast:

Query sequence

D D
v

: Pseudomonas sp. SCA2728.1 7 chromosome (9% of genes show similarity), NRP-metallophore,NRPS

: Pseudomonas sp. DTU12.3 chromosome, complete g... (8% of genes show similarity), NRP-metallophore, NRPS
— - DI D D I D<K H<KKID<K KO OO OO O ——

: Pseudomonas hamedanensis strain SWRI65 chromos... (8% of genes show similarity), NRP-metallophore,NRPS
— <KD KHOAKDAD D D I D> K KKK KO LoD XD

: Pseudomonas chlororaphis strain UFB2 isolate S... (9% of genes show similarity), NRPS
DIF—<DIXIKKEXKD D I D> < ID<KK KD

: Pseudomonas tolaasii strain Pt11 chromosome, c... (7% of genes show similarity), NRP- metallophore NRPS,hydrogen-cyanide

: Pseudomonas xantholysinigenes strain RW9S1A ch... (8% of genes show similarity), NRP-metallophore,NRPS

— KKK D D ) < K KIKKK KKK

: Pseudomonas brenneri strain BIGb0273 Ga030478... (7% of genes show similarity), NRP- metallophore NRPS

: Pseudomonas sp. DTU12.1 chromosome, complete g... (7% of genes show similarity), NRP-metallophore,NRPS

: Pseudomonas sp. SDM007 chromosome, complete ge... (7% of genes show similarity), NRP -metallophore,NRPS

KnownClusterBlast:

Query sequence

/D D )
: pyoverdine SMX-1 (12% of genes show similarity), NRP
KOOI D D D)< _KIKKD<KKID>
: taiwachelin (16% of genes show similarity), NRP
oD D DO
: azotobactin D (25% of genes show similarity), NRP

: Pf-5 pyoverdlne (2% of genes show similarity), NRP




NZ_JAVLSB010000059.1 - Region 2 - NRPS
Location: 180,251 - 233,252 nt. (total: 53,002 nt)

ClusterBlast:
Query sequence
{ Xe ¢ D@ -EaEaaEEd DD ¢« I D deEm <D M) e e 0> a

: Pseudomonas sp. 31-12 chromosome, complete genome (97% of genes show similarity), NRPS
(e ¢ DDe@eEeaE@EEd DD ¢ I - ¢@@ s i ) eE& e Dr &

: Pseudomonas mandelii JR-1 chromosome, complete... (97% of genes show similarity), NRPS
{Xe ¢4 D D@EaEaEd@aad D¢ T D-@aE< Db i) deE&ee Dha

: Pseudomonas sp. SW-3 chromosome, complete genome (97% of genes show similarity), NRPS
({Ode ¢4 D D@EaEaEd@amd D¢ T O-@aE< Db i) deE&ee Dha

: Pseudomonas mandelii strain KGI MA19 chromosom... (97% of genes show similarity), NRPS
(e ¢ DDe@EaEaad@EEd P D¢ I D-deeE DD ) de e Oha

: Pseudomonas sp. SJZ083 Ga0314247 110, whole ge... (97% of genes show similarity), NRPS
({de ¢4 D Du@dEacacend D¢ ImmmnssnTT—— e Db i) deE&ed ™>ha

: Pseudomonas sp. SJZ080 Ga0314246 104, whole ... (100% of genes show similarity), NRPS
({Dde ¢4 D D@eaE@@Em D D¢ I 1 Gea D H i) e e 0ha-

: Pseudomonas mandelii strain LMG 21607 chromosome | (97% of genes show similarity), NRPS
{Xe ¢4 D D@dEaaaad@and D ¢ ImmmmsnnT—— D-@aa DD i) deEdee 0>hra

: Pseudomonas fluorescens NCIMB 11764 chromosome... (97% of genes show similarity), NRPS
(DAEe4 Dh@dCCcacEaeaEd DD« ITTT—— DdeeE Db i) deE e Eh- &

: Pseudomonas helmanticensis strain BIGb0525 Ga0... (100% of genes show similarity), NRPS
{Ode ¢ D D@ddEcEacCaaEnh D4 I D@ Y Ged<IMeCHDh aE-

: Pseudomonas sp. DTU12.3 chromosome, complete g... (100% of genes show similarity), NRPS
OdE ¢4 DDUW@mcEaEaaaEand DD ¢ I D daEE DD D) deECeCH @

KnownClusterBlast:

Query sequence

MG DI
: Pf-5 pyoverdine (17% of genes show similarity), NRP
PO U< { { IO KDIHDIAUUOC— I <KX
: azotobactin D (58% of genes show similarity), NRP
(D) D D D
: delftibactin A/delftibactin B (15% of genes show similarity), NRP+Polyketide
POHDEDC T oF SDIKKD
: crochelin A (16% of genes show similarity), NRP+Polyketide
DN O oO<I@Oi¢
: corynecin lll/corynecin l/corynecin II (13% of genes show similarity), Other
HKEBOKKD
: pacifibactin (10% of genes show similarity), NRP+Polyketide
<IDOIKMDIPON K KK KK
: serobactin C/serobactin B/serobactin A (23% of genes show similarity), NRP:NRP siderophore
N0 C—
: cupriachelin (11% of genes show similarity), NRP:NRP siderophore
KKK K XD
: amphibactin E/amphibactin H/amphibactin | (25% of genes show similarity), NRP
oD
: potashchelin A/potashchelin B/potashchelin C/potashchelin D (6% of genes show similarity), NRP

KIKPPOMK KK KK KUMOIDDMXK




NZ_JAVLSB010000036.1 - Region 1 RiPP - redox-cofactor (Region on contig edge.)
Location: 76,020 - 98,185 nt. (total: 22,166 nt)

ClusterBlast:

Query sequence

: Pseudomonas sp. B21-048 chromosome, complete g... (65% of genes show similarity), redox-cofactor

: Pseudomonas viridiflava strain T157 chromosome (72% of genes show similarity), redox-cofactor
[ > g

: Pseudomonas viridiflava strain Psy35 chromosome,... (72% of genes show similarity), redox-cofactor
[ > >

: Pseudomonas viridiflava isolate p25.G2, whol... (72% of genes show similarity), redox-cofactor
[ > >

: Pseudomonas viridiflava strain CDRTc14 NODE 13... (72% of genes show similarity), redox-cofactor

: Pseudomonas fluorescens isolate PS634, wh... (72% of genes show similarity), redox-cofactor

: Pseudomonas viridiflava strain 13 3a 2er ... (72% of genes show similarity), redox-cofactor
[ > >

: Pseudomonas viridiflava strain LCYQO7 Sca... (72% of genes show similarity), redox-cofactor
[ > >

: Pseudomonas viridiflava strain CFBP 1590 isolate... (72% of genes show similarity), redox-cofactor

: Pseudomonas fluorescens isolate PS689, wh... (72% of genes show similarity), redox-cofactor

KnownClusterBlast:

Query sequence
— < DD > ST X< 1< KKK }

: lankacidin C (13% of genes show similarity), NRP+Polyketide
[ )| ), I B | ! X K

!




NZ_JAVLSB010000031.1 - Region 1 - RiPP-like (Region on contig edge.)
Location: 24,558 - 35,745 nt. (total: 11,188 nt)

ClusterBlast:

Query sequence

> PO ™

: Pseudomonas fluorescens strain FW300-N2E2 chro... (46% of genes show similarity), LAP
K ) Dy De O <K >

: Pseudomonas brassicacearum strain 36B7 36B7 ... (43% of genes show similarity), LAP
() TR DO <K oK

: Pseudomonas fluorescens strain MYb115 chromosome (27% of genes show similarity), LAP
DX XK DD D X KX

: Pseudomonas izuensis strain LAB-08 chromosome,... (62% of genes show similarity), RiPP-like
- DPDEDDI >

: Pseudomonas fluorescens isolate PS708, wh... (55% of genes show similarity), RiPP-like
)— DI KT

: Pseudomonas fluorescens isolate PS706, wh... (62% of genes show similarity), RiPP-like
) DRI K1

: Pseudomonas simiae strain PICF7 chromosome, co... (55% of genes show similarity), RiPP-like
)— DI KT

: Pseudomonas simiae strain H4-B59 chromosome, c... (55% of genes show similarity), RiPP-like
)— DI KT

: Pseudomonas simiae strain WCS417 chromosome (55% of genes show similarity), RiPP-like
)— DRI

: Pseudomonas sp. HN11 chromosome, complete genome (12% of genes show similarity), NRPS,RiPP-like

DD AP O XK > D BRI KD OO

KnownClusterBlast: No matches found.



NZ_JAVLSB010000043.1 - Region 1 - RiPP-like
Location: 174,497 - 185,357 nt. (total: 10,861 nt)

ClusterBlast:

Query sequence

I > R < >
: Pseudomonas sp. Root329 contig 9, whole geno... (55% of genes show similarity), RiPP-like
I ! > GO sy <
: Pseudomonas fluorescens NCIMB 11764 chromosome... (50% of genes show similarity), RiPP-like
- > p b >R T ey <
: Pseudomonas sp. PP3 chromosome 1, complete seq... (55% of genes show similarity), RiPP-like
[ y I G NS S G—
: Pseudomonas sp. DR48 chromosome, complete genome (50% of genes show similarity), RiPP-like
{ > p X > o Sy
: Pseudomonas fluorescens isolate PS943, whol... (55% of genes show similarity), RiPP-like
I ) > GO s <
: Pseudomonas sp. JAI111 Ga0401623 04, whole... (50% of genes show similarity), RiPP-like
1 > b )| > R o sy <C -
: Pseudomonas fluorescens strain C2 contig 29,... (55% of genes show similarity), RiPP-like
[ p B G BRSPS S GE—
: Pseudomonas mandelii strain KGI MA19 chromosom... (50% of genes show similarity), RiPP-like
8 > b b > GO sy <
: Pseudomonas sp. SJZ083 Ga0314247 108, whole ge... (50% of genes show similarity), RiPP-like
1 > p b >R ey <

: Pseudomonas sp. 31-12 chromosome, complete genome (50% of genes show similarity), RiPP-like
{ > ) ) >RGO

KnownClusterBlast: No matches found.



NZ_JAVLSB010000029.1 - Region 1 - PKS - arylpolyene
Location: 42,307 - 85,912 nt. (total: 43,606 nt)

ClusterBlast:

Query sequence

: Pseudomonas vanderleydeniana strain RW8P3 chromo... (93% of genes show similarity), arylpolyene

: Pseudomonas sp. SJZ080 Ga0314246 101, whole ... (95% of genes show similarity), arylpolyene

: Pseudomonas sp. Root562 contig 1, whole geno... (95% of genes show similarity), arylpolyene

: Pseudomonas fluorescens strain C8 FCC4LTTACXX... (90% of genes show similarity), arylpolyene

: Pseudomonas vancouverensis strain LMG 20222 ch... (95% of genes show similarity), arylpolyene

: Pseudomonas sp. Irchel s3a10 isolate Pseudom... (88% of genes show similarity), arylpolyene

: Pseudomonas taetrolens strain NCTC10697 chromo... (90% of genes show similarity), arylpolyene

: Pseudomonas sp. MIL9 contig 00008, whole ge... (90% of genes show similarity), arylpolyene

: Pseudomonas fluorescens isolate PS934, wh... (86% of genes show similarity), arylpolyene

: Pseudomonas fluorescens isolate PS922, wh... (88% of genes show similarity), arylpolyene

KnownClusterBlast:

Query sequence

: APE Vf (40% of genes show similarity), Other
EEKEC H<KEEEe Koy
: aryl polyenes (38% of genes show similarity), Other
. GGl dEEERdl J(@me aaey
:APE Ec (36% of genes show similarity), Other

EEEEK XK KKK




NZ_JAVLSB010000022.1 - Region 1 Other - hydrogen-cyanide (Region on contig edge.)
Location: 34,175 - 46,392 nt. (total: 12,218 nt)

ClusterBlast:

Query sequence

DIDPD)BBD D

: Pseudomonas canavaninivorans strain B21-020 ch... (23% of genes show similarity), NRP-metallophore, NRPS,hydrogen-cyanide
PAPER BRI IO KK KKK KK oD SO KKK-DEX

: Pseudomonas fluorescens Pf29Arp Pf29Arp scaffold2... (23% of genes show similarity), NRP-metallophore,NRPS,hydrogen-cyanide
DAPPRI IR I X KKK KKK KO M<HoED O IO KKK DX

: Pseudomonas frederiksbergensis strain 38F7 38F... (83% of genes show similarity), hydrogen-cyanide

PIDPD) BB

: Pseudomonas sp. JAI111 Ga0401623 09, whol... (83% of genes show similarity), hydrogen-cyanide
DA RO

: Pseudomonas arsenicoxydans strain ACM1 chromosome (83% of genes show similarity), hydrogen-cyanide
DADPIBBPDLOI

: Pseudomonas sp. DR48 chromosome, complete genome (83% of genes show similarity), hydrogen-cyanide
DADPD) BB

: Pseudomonas frederiksbergensis strain 36C6 36C... (83% of genes show similarity), hydrogen-cyanide
DADPD) BPRD OB

: Pseudomonas arsenicoxydans strain CECT 7543 ch... (83% of genes show similarity), hydrogen-cyanide
PADPDIBPOLO

: Pseudomonas sp. PP3 chromosome 1, complete seq... (83% of genes show similarity), hydrogen-cyanide
DADPOIBDD OB

: Pseudomonas fluorescens isolate PS943, wh... (83% of genes show similarity), hydrogen-cyanide
DADPD) BB OB

KnownClusterBlast: No matches found.



NZ_JAVLSB010000026.1 - Region 1 Other - hydrogen-cyanide (Region on contig edge.)
Location: 1 - 11,110 nt. (total: 11,110 nt)

ClusterBlast:

Query sequence

: Pseudomonas sp. B21-040 chromosome, complete g... (66% of genes show similarity), hydrogen-cyanide

: Pseudomonas oryzihabitans strain MS8 chromosome (50% of genes show similarity), hydrogen-cyanide

: Pseudomonas gingeri strain A6001 run0228 ... (75% of genes show similarity), hydrogen-cyanide

: Pseudomonas gingeri strain C2001 run0228 ... (75% of genes show similarity), hydrogen-cyanide

: Pseudomonas gingeri strain C4002 run0228 ... (71% of genes show similarity), hydrogen-cyanide

: Pseudomonas sp. Ost2 chromosome, complete genome (73% of genes show similarity), hydrogen-cyanide

: Burkholderia sp. PAMC 26561 chromosome 3, comple... (75% of genes show similarity), hydrogen-cyanide

: Paraburkholderia dioscoreae strain Msb3 chromo... (64% of genes show similarity), hydrogen-cyanide

: Burkholderia sp. Ch1-1 BCh11scaffold 1, whole ... (68% of genes show similarity), hydrogen-cyanide

: Sphingomonas baiyangensis strain L-1-4 w-11 ... (57% of genes show similarity), hydrogen-cyanide
i i

|

KnownClusterBlast: No matches found.



NZ_JAVLSB010000059.1 - Region 1 Other - NAGGN
Location: 36,334 - 51,157 nt. (total: 14,824 nt)

ClusterBlast:

Query sequence

: Pseudomonas nunensis strain In5 chromosome, comp... (100% of genes show similarity), NAGGN

: Pseudomonas nunensis strain In655 contig 21, w... (100% of genes show similarity), NAGGN

: Pseudomonas frederiksbergensis strain 37A10 ... (100% of genes show similarity), NAGGN

: Pseudomonas frederiksbergensis strain 38F7 38F... (100% of genes show similarity), NAGGN

: Pseudomonas mandelii strain LMG 21607 chromosome | (100% of genes show similarity), NAGGN

: Pseudomonas fluorescens strain G20-18 chromoso... (100% of genes show similarity), NAGGN

: Pseudomonas sp. SW-3 chromosome, complete genome (100% of genes show similarity), NAGGN

: Pseudomonas mandelii strain B2/38-Q-11l Sc... (100% of genes show similarity), NAGGN

: Pseudomonas mandelii JR-1 chromosome, complete... (100% of genes show similarity), NAGGN

: Pseudomonas mandelii strain KGI MA19 chromosom... (100% of genes show similarity), NAGGN

KnownClusterBlast: No matches found.



NZ_JAVLSB010000045.1 - Region 1 Other - ectoine
Location: 55,113 - 65,496 nt. (total: 10,384 nt)

ClusterBlast:

Query sequence

M4
LAl

: Rhizobium sp. WYJ-E13 plasmid unnamed2, complete... (54% of genes show similarity), ectoine

: Rhizobium bangladeshense strain PLR8-1a plasmid ... (60% of genes show similarity), ectoine
PODBPDIDXID

: Klebsiella quasipneumoniae strain 5012STD... (53% of genes show similarity), ectoine

PRDDPDONID< e
: Caballeronia cordobensis strain LMG 27620 sc... (44% of genes show similarity), ectoine
DO

: Caballeronia zhejiangensis strain A33 M4 a plasmid... (50% of genes show similarity), ectoine
DODd<

: Streptomyces globosus strain LZH-48 chromosome... (10% of genes show similarity), NRP-metallophore,NRPS,ectoine,lanthipeptide-class-i

: Alcaligenes ammonioxydans strain HO-1 chromoso... (50% of genes show similarity), ectoine

POD»-KKKD>

: Alcaligenes ammonioxydans strain JQ191 AF91... (50% of genes show similarity), ectoine
POIH-HCKKD

: Alcaligenes faecalis strain AN70 chromosome, com... (50% of genes show similarity), ectoine
POIH-HCKKD

: Pusillimonas sp. T7-7, complete sequence (45% of genes show similarity), ectoine
PODDCKKICKT

KnownClusterBlast: No matches found.

Supplementary Fig. S2. Biosynthetic Gene Clusters (BGCs) identified in the genom of Pseudomonas
rhizozeae SZMC 283577 sp. nov. by antiSMASH: A,B,C and D — NRPS clusters; E, F and G — RiPP clusters;
H — PKS cluster; | and J — Hydrogen cyanide biosythetic clusters; K — NAGGN biosynthetic cluster; L —
Ectoine biosynthetic cluster
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Supplementary Fig. S3. HPLC-HRMS analysis of the salt-stressed SZMC 28357" culture. (A):
Extracted ion chromatogram and MS/MS spectra of ectoine [M+H]" m/z 143.0821. (B):
Extracted ion chromatogram and MS/MS spectra with putative fragments of NAGGN [M+H]"

m/z 316.1621.
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Supplementary Fig. S4. Serial dilution spot assay of Pseudomonas aeruginosa, Pseudomonas
rhizozea and Bacillus megaterium on King’s agar medium under visible light (panel A) and UV
illumination (panel B).

Tenfold serial dilutions of overnight cultures (LB broth, 30 °C, 16 h, 180 rpm) ranging from
10° to 10™* (10° = undiluted culture) were spotted to assess growth and fluorescence
intensity after 24 h incubation at 30 °C.



Supplementary Table S3.

Polar lipid and isoprenoid quinone profile of SZMC 28357"

Reference Retention
Compound species Name m/z ion time Abundance*
(min)
Phosphatidyl- PC 18:1 522.3541 | [M+H]™ 6.8| 6.9746.34
choline PC 37:7 790.5410 | [M+H]™ 16.6 | 8.8617.97
PC 37:0 804.6466 | [M+H]"" 17.5 8.85+8.07
PC 38:0 818.6623 | [M+H]" 17.9 | 8.1247.22
Phosphatidyl- PE 14:0_16:1 660.4618 | [M-H]* 14.6 | 8.30%7.55
ethanolamine PE 16:1_16:1 686.4773 [M—H]'1 14.9 8.31+7.13
PE 14:0_17:1 674.4773 [M—H]'1 15.2 9.3118.28
PE16:1_17:1 700.4929 [M—H]'1 154 8.8817.66
PE 14:0_16:0 662.4776 [M-H]'1 15.5 9.76+8.65
PE 16:1_18:1 714.5085 | [M-H]? 15.7 |  9.74%8.40
PE 15:0_16:0 676.4930 [M-H]'1 15.9 8.90+7.51
PE17:1 18:1 728.5243 [M-H]'1 16.3 9.84+8.47
PE 16:0_16:0 690.5087 [M—H]'1 16.4 9.87+8.59
PE 16:0_19:1 730.5401 [M—H]'1 16.7 8.5817.70
PE17:1_19:1 742.5401 [M—H]'1 16.8 10.11+8.82
PE 18:1_20:1 770.5716 [M—H]'1 17.3 7.2516.22
Phosphatidyl- PG 16:1_17:1 731.4874 [M—H]'1 13.7 8.7617.77
glycerol PG 14:0 16:0 | 693.4716 | [M-H]* 13.7| 9.77+8.88
PG 16:0_16:1 719.4875 [M-H]'1 13.9 10.01+8.94
PG 15:0_16:0 707.4874 | [M-H]* 14.3 8.90+8.02
PG17:1 171 745.5031 [M-H]'1 14.3 9.4918.53
PG 16:0_17:1 733.5032 [M—H]'1 14.4 10.5+9.44
PG 17:1_18:1 759.5187 [M—H]'1 14.6 9.90+8.84
PG 16:0_18:1 747.5190 [M—H]'1 14.8 10.0718.75
PG 17:1_19:1 773.5344 [M—H]'1 15.2 9.81+7.55
PG 16:0_18:0 749.5341 | [M-H]* 15.6 9.40+8.43
Lysophosphatidyl LPE 14:0 424.2478 [M-H]? 4.3 7.4916.44
ethanolamine LPE 17:1 464.2787 | [M-H]*! 5.9 8.42+7.59
LPE 16:0 452.2788 | [M-H]" 6.4| 9.67+8.79
LPE 18:1 478.2944 [M—H]'1 6.8 9.04+8.10
LPE 19:1 492.3104 [M—H]'1 7.7 7.4316.37
LPE 19:1 492.3102 [M—H]‘1 8.3 8.6717.69
LPE 18:0 480.3102 [M—H]‘1 8.8 8.18+7.35
Lysophosphatidyl LPG 14:0 455.2424 | [M-H]*! 3.2 7.02+6.99
glycerol LPG 16:0 483.2734 [M-H]'1 4.6 9.2748.21
LPG 18:1 509.2890 | [M-H]™ 4.9 8.7247.53
LPG 18:0 511.3044 | [M-H]™ 6.8 8.0616.99
Isoprenoid quinone | Ubiquinone 8 744.5896 | [M+NH4]™ 19.4 9.6218.96
Ubiquinone 4 | 455.3153 | [M+H]" 20.8| 8.55+6.59
Ubiquinone 9 | 812.6540 | [M+NH,]"™ 20.8 | 10.54+9.60
Ubiquinone 2 | 319.1916 | [M+H]" 20.8| 8.16+7.07

*Log-transformed abundance
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Pseudomonas brassicacearum 3Re2-7 089 092 091 091 087 088 087 087 0.87 0.87 086 088 0.88 0.88 088 082 082 083 0.83 0.83 082 083 083 0.83 0.83 0.83 083 083 083 083 083 083 083
Pseudomonas kilonensis DSM 13647™ 092 092 092 088 088 0.88 088 0.87 0.87 087 083 0.88 0.88 088 083 082 083 0.83 0.83 083 083 083 083 083 0.83 083 083 083 083 083 083 083

Pseudomonas zarinae SWRI108" 092 092 091 087 085 088 088 0.87 057 057 085 088 083 083 082 082 0.83 083 03 083 083 0.83 083 083 083 083 083 083 083 0.83 083 083
Pseudomonas ogarae FR1 89 092 092 0.91 087 088 088 088 0.87 0.7 085 0.8 088 08 088 082 0.82 0.83 083 083 082 083 083 083 0.83 083 083 083 083 083 0.83 083 083
Pseudomonas viciae 11K1 089 088 0.87 087 087 087 087 087 0.86 089 0.8 0.7 087 082 082 083 0.83 083 082 0.8 083 083 0.83 082 0.83 0.83 083 0.83 083 083 0.83
Pseudomonas bijieensis SP1/082 082 082 082 0.90 087 087 087 0.87 0.87 0.87 086 0.88 088 0.88 0.87 082 0.82 083 083 083 082 083 083 083 083 082 083 083 0.83 083 083 083 083
Pseudomonas thivervalensis DSM 13194 082 082 082 082 089 088 088 088 088 0.87 0.7 085 0.8 087 087 088 082 082 0.83 083 083 083 083 0.83 083 0.83 083 083 083 083 083 0.83 083 083

Pseudomonas zanjanensis SWRI12" 081 092 081 081 089 090 088 083 088 087 085 085 087 087 087 088 082 082 083 083 083 082 083 083 083 083 082 083 083 083 083 083 083 083

subsp. DVBN10 087 087 087 087 087 087 088

094 094 0.86 085 0.85 0.86 0.86 086 0.88 082 0.82 0.83 082 082 082 0.83 0.82 0.82 0.82 082 082 082 082 0.82 082 082 082 1.00
Pseudomonas agronomica SAICEU22" 0.88 088 088 088 087 088 088 088 086 0.86 0.86 0.86 086 0.88 0.82 0.82 0.83 0.82 082 082 0.83 0.83 0.83 0.83 0.82 0.83 0.82 0.83 0.83 0.83 0.83 0.83 095
Pseudomonas alvandae SWRI17" 0.88 088 0.88 088 087 087 0.88 088 086 0.85 0.86 0.86 0.86 0.88 0.82 0.82 0.83 0.82 0.52 082 0.83 0.82 0.82 0.83 0.82 082 082 082 0.83 083 0.83 083 0.90
Pseudomonas canavaninivorans B21-020 088 088 088 088 087 087 088 088 0.86 0.86 0.86 0.86 086 0.88 0.62 0.82 0.63 0,82 0.82 082 0.83 0.83 0.82 0.83 0,82 082 0.82 082 0.83 0.83 0.82 0.83 0.85
Pseudomonas mediterranea DSM 167337 0.67 087 0.87 087 087 087 087 087 0.86 086 0.86 087 087 087 057 0.86 0.82 0.62 083 0.52 082 0.82 083 083 0.83 082 0.82 083 0.82 082 0.83 0.83 0.83 0.83 0.80

Pseudomonas corrugata RM1-1-4 0.87 0.87 087 0.87 087 0.87 087 0.86 085 0.86 086 0.86 086 086 0.86 086 082 082 0.83 082 082 082 082 082 082 082 082 082 082 082 082 082 082 083 075

Pooutnanas aldosis 0TAOIT2 081 037 057 03 aas aan o O 936 00 038 028 cos [ - RO o o2 o R[] 52 [0 o o e )
Pseudomonas rhizophila S2117 0.88 0.88 0.88 0.88 0.89 088 0.88 087 0.86 086 0.86 086 087 086 082 0.82 0.83 082 082 082 083 083 083 083 0.82 083 082 082 083 0.83 0.83 083 0.65
Pseudomonas tehranensis SWRI196" 0.88 0.88 0.88 0.88 088 088 0.88 087 0.86 087 0.86 086 087 086 086 87 0.86 082 0.82 083 082 082 0.82 083 083 083 083 082 082 0.83 082 0.83 083 0.83 083 0.60

Pseudomonas citri OPS13-37 0.88 0.8 0.87 088 0.87 087 0.87 057 085 086 0.85 0.86 0.87 0.86 0.85 057 087 06 082 082 083 083 082 082 083 0.83 083 083 082 083 082 082 083 083 083 083 055

Pseudomonas marvdashtae SWRI102" 088 088 088 088 087 087 0.88 083 0.88 088 0.88 088 0.86 086 0.85 086 0.86 086 082 0.83 082 082 082 0.83 083 0.83 083 0.82 083 082 082 0.83 083 0.83 083 ANIb 0.50
Pseudomonas protegens CHAQ" 082 082 082 082 082 082 082 082 082 082 082 082 082 082 081 082 082 082 050 083 082 082 082 082 052 082 082 082 0E2 082 082 082 082 02 02 045
Pseudomonas saponiphila DSM 97517 082 082 082 082 082 082 082 052 082 082 082 082 082 082 082 082 082 082 082 090 083 082 082 081 082 082 082 082 082 082 052 081 082 082 082 082 0.40
Pseudomonas kielensis ZE23JCel16 083 0.83 083 0.83 063 0.83 063 0.83 083 083 083 0.83 063 0.83 082 083 083 083 083 0.83 083 083 084 083 0.84 084 0.84 084 084 0.84 084 084 084 084 084 084 0.35
Pseudomonas rhizozeae SZMC 28357 sp. nov. 083 083 083 083 083 083 083 083 082 083 082 082 082 082 082 082 082 083 082 082 082 084 084 084 084 084 084 084 084 084 084 084 084 0.30
Pseudomonas gregormendelil LMG 28632" 0.83 0.83 083 0.83 083 0.83 0.63 0.83 082 082 082 082 062 0.82 082 082 082 082 082 082 082 085 085 0.85 0.85 0.85 0.86 0.85 0.85 086 0.86 086 086 0.25

Poudomonas ltas TNT15 02 083 02 08 082082 02 02 88 020810852 G R 2 2 02 042 G o - o2l o> o= o oo 4 0ss 005 ass 008 ass 005 0os 020

Pseudomonas cucumis FP19357 0.83 083 083 0.83 083 083 083 083 083 083 083 083 083 082 082 083 053 083 083 082 082 084 084 085 0.15
Pseudomonas farris SWRIT9" 083 083 083 0.83 083 0.83 0.83 0,83 082 083 082 082 082 083 083 083 082 082 082 084 084 085 0.10
Pseudomonas lini DSM 167687 0.83 0.83 083 0.83 083 083 083 083 082 083 082 082 083 083 083 083 082 082 082 084 084 085 0.05
Pseudomonas nunensis In5" 0.83 083 083 0.83 083 083 083 083 082 083 082 082 082 082 083 083 083 082 082 084 084 085 0.00
Pseudomonas prosekil LMG 26867" 0.83 0.83 083 0:83 083 083 083 082 082 082 082 082 082 082 082 082 082 082 082 084 084 085
Pseudomonas mandelilKGI MA19 0.83 083 083 0.83 083 083 083 083 082 083 082 082 083 082 083 083 082 082 082 084 084 086
Pseudomonas arsenicoxydans CECT 7543' 083 083 083 083 083 0.83 0.83 0.83 082 082 082 082 082 082 083 082 082 082 082 084 084 085
Feumoas miotes P 93 s 028 05 s 883 02 s 8 o) o O 02 2o OB o o 0.6
Pseudomonas hormoni G20-187 083 083 083 083 083 083 0.83 0.83 082 053 083 083 083 083 083 083 083 082 082 084 084 086
Pseudomonas migulae LMG 216087 083 083 083 083 0.83 083 083 0.83 083 083 083 083 0.83 082 082 083 083 083 0.83 082 082 0.84 084 085
Pseudomonas frederiksbergensis LMG 198517 083 083 033 0.83 053 0.83 0.83 0.83 0,83 053 0.83 083 083 082 062 083 083 083 083 082 082 084 084 086
Pseudomonas silesiensis A3" 083 083 083 083 0.83 0.83 083 0.83 082 083 083 083 083 0.82 082 083 083 083 0.83 082 082 0.84 084 085
E
=
H
2
a
3
5 H
Y 2 g
] - N - .
g 2 F 2 H . § 8
5 = g B & 35 2. 58 2k B & 8
2 2 (] B 3 g o g 3 T8z 3 8§ 2 g N =
3 5 ° 5 oo g 3 g g Z 8 s - S @ @3 g s = z
S & = g 1 2 Q% n 2 7 P < B8 2 2ot gl zg £
322 8 5 B8 = S e g e85 . 25 § == . e 2 £ g 8§80 < T 2 E . B
S T8 2R €5 wo §2 o025 3C 28 I 2 8 ® £ 5 835 08 B 9
NS eskege 232883552 2z88zz8g092¢ 8§ 3 2 2 E O 2, & ¢
2 z T £ .3 5393 2 H g 2B £ 2 3 2 £ g £ 8 s 3 o
§ § 5 5 228 % s 3 8 § 383 &£ 533 ¢ ¢ g 8§ § & § § 8§ 2 8¢ 8¢
g g 3 ¢ 2 § ¢ g 33 8 & £ 85t 588 8¢ § 388 £ s §
2 £ s & 8 g £ H -
RS BN RSN R s 8888 s 38
@ 2 2 2 v o8 2 8 @ wos @ owow o9 2 @ ow e @ w08 o2 80w @ 2 v 2 2 2 o8 2 o8 2 @
8 8§ 8 8 8 8 8 8 8 8 8 8 8B 88 ¢ 8 8 88 g o8oEogo8 g g 8§ 8 8 8 8 8 8 8 8
g g g g g g g g
B R § 5 5§ 8 5 8 58 5 8 ¢
§ 5 § 55§55 § 5555858555858 ¢585555¢65°65 § S S S5 §§5 s s
g g dddddddegdeeeedeeeeed ¢ dddddddda
Pseudomonas kielensis ZE23JCel16 [{80] 086 0.8 087 087 0.87 087 087 085 086 0.8 087 087 0.87 087 086 086 086 0.86 0.8 086 0.85 085 086 0.8 085 086 0.8 086 085 085 086 0.8 085 086 0.85 086
Pseudomonas protegens CHAO" 086 (41691 090 086 085 085 085 086 085 085 08 0.8 0.6 086 0.86 085 0.8 0.8 086 086 086 086 0.8 0.95 086 0.85 086 086 0.86 086 0.85 0.86 086 0.8 086
Pseudomonas saponiphila DSM 97517 0.8 0.90 [1100] 086 085 086 0.8 0.85 085 086 085 086 085 086 0.8 0.85 086 085 086 086 0.85 086 086 0.85 086 0.86 086 086 0.85 086 086 0.85 086 086 085 086 085
Pseudomonas cucumis FP1935" 067 086 088 085 089 089 0.89 088 087 0.67 087 0.86 0.8 086 086 086 086 0.8 0.85 086 0.86 086 086 086 086 0.8 0.86 086 0.85 086
Pseudomonas farris SWRIT9" 0.7 088 088 0.85 0.89 088 0.89 088 087 0.7 047 0.8 0.8 086 0.8 0.86 086 0.8 0.95 0.86 0.8 086 086 086 086 0.8 0.95 085 0.86 086
Pseudomonas lini DSM 16768" 0.87 085 088 085 089 089 0.89 089 087 0.57 057 0.86 0.8 08 0.8 085 086 0.8 095 086 0.85 086 085 086 086 0.8 0.85 085 0.85 086
Pseudomonas mandeli KGI MA19 067 086 050 0:89 0.89 089 0.90 089 087 0.7 047 0.86 0.8 086 0.86 0.86 086 0.8 0.85 086 0.85 086 086 086 086 0.8 0.86 085 0.86 086
Pseudomonas nunensis In5" 087 088 085 0.8 088 089 088 057 087 057 0.86 0.8 086 085 086 086 0.8 095 086 0.8 086 085 085 086 0.8 0.85 085 085 086
Pseudomonas prosekil LMG 26867" 0.85 087 087 085 088 089 [100| 088 0.8 088 085 0.85 087 067 057 057 0.86 0.8 08 0.85 086 086 0.8 085 086 0.86 086 086 086 086 0.8 085 085 085 086 1.00
Pseudomonas arsenicoxydans CECT 75437 086 086 086 038 085 083 080 088 087 087 0.85 085 0.85 0.8 086 0.8 0.5 085 0.86 0.5 0.8 0.86 086 086 0.5 085 085 0.85 086 0.95
Pseudomonas mucoides P154a” 0.85 (085 085 0.83 088 088 089 08 087 087 0.85 085 0.85 0.8 086 0.86 085 086 0.8 085 0.85 0.86 086 086 085 086 085 085 085 0.90
Pseudomonas hormoni G20-18" 087 0.8 086 089 089 089 0.8 0.8 088 087 0.86 086 0.85 0.8 086 0.86 085 086 0.8 0.85 0.86 0.86 086 086 085 086 086 0.85 086 0.85
Pseudomonas migulae LMG 216087 057 086 086 089 083 089 0.89 088 087 087 0.85 086 08 0.85 0.6 06 056 085 0.5 086 06 085 085 0.86 086 086 085 0.86 0.56 0.80
Pseudomonas frederiksbergensis LMG 198517 0,67 (086 086 0.89 089 089 090 089 087 087 0.8 086 0.85 0.86 086 086 086 086 0.85 0.85 0.8 0.86 086 086 086 a.se. 086 085 0.75
Pseudomonas silesiensis A3" 087 086 085 088 085 089 089 088 087 087 085 086 0.85 0.8 086 0.86 0.6 086 0.86 0.5 0.8 0.86 086 086 0.5 086 0.86 0.5 086 0.70
Pseudomonas rhizozeae SZMC 28357" sp. nov. 0.8 0.8 086 087 087 087 0.87 087 087 086 086 087 057 057 0.57 || 085 0.8 086 086 0.85 086 0.86 0.8 086 0.86 086 086 0.85 085 086 0.85 086 086 086 086 085 0.65
Pseudomonas gregormendelii LMG 286327 086 086 086| 087 0.87 0.7 087 0.7 087 087 087 088 0.87 0.7 087 0.6 160l 092 086 086 0.85 0.8 086 086 086 086 0.8 0.86 0.85 0.86 086 086 086 086 085 086 086 0.60
Pseudomonas violetae TNT197 uas- 087 087 087 087 087 087 0.87 087 0.87 0.87 0.87 0.87 0.86 086 0.5 0.86 085 0.85 085 0.86 n.ue. 0386 086 0386 086 0.55
Pseudomonas brassicacearum 3Re2-7 0.86 0.86 0.86 0.86 0.6 0.86 0.86 0.86 086 0.86 0.6 0.86 085 0.86 086 0.86 092 092 092 089 0.69 089 0.89 089 0.88 039 0.89 088 0.89 089 ANIm 0.50
Pseudomonas kilonensis DSM 136477 086 085 085 086 0.85 0.85 085 0.85 086 086 0.85 085 0.85 0.85 086 085 083 093 093 089 0.89 089 089 0.89 0.8 0.8 0.89 088 0.89 089 0.45
Pseudomonas zarinae SWRI108" 0.8 086 086 0.8 086 086 086 086 0.85 085 086 085 086 085 085 086 052 093 092 089 0.89 089 089 089 088 0.8 0.89 088 0.89 089 0.40
Pseudomonas ogarae FR1 086 0.86 086 0.86 0.85 0.86 0.85 0,86 0,85 086 086 086 086 086 086 086 052 093 092 089 0.89 089 089 0.89 088 0.89 0.89 088 0.89 089 0.35
Pseudomonas viciae 11K1 0.86 0.86 0.86 0.5 0.86 086 0.85 0.85 0856 0.86 0.86 0.86 0.86 0.86 0.86 0.86 0.86 0.86 0.90 0.91 0.90 090, 091 090 090 088 0.89 088 0.88 088 0.88 089 0.89 0.88 083 0.88 0.30
Pseudomonas bijieensis SP1 0.8 0.8 086 0.86 086 086 0.85 085 0.86 0.85 086 0.86 085 086 0.85 085 086 085 092 093 082 092 089 0.25
Pseudomonas thivervalensis DSM 13194 086 08 086 0.8 08 0.85 0.85 0.85 086 086 0.86 086 086 086 086 086 086 086 092 093 093 093 089 0.20
Psoudomonas zanjanensis SWRI12" 0.8 0.8 086 0.8 086 086 0.85 085 086 0.85 086 086 086 086 0.85 086 086 085 082 092 082 082 089 0.15
subsp. DVBN10 086 086 086 086 0.85 086 0.85 0.8 086 086 086 086 0.8 0.85 0,85 0.86 086 086 089 089 0.8 0.89 089 0.10
Pseudomonas agronomica SAICEU22" 086 0.8 08 08 085 0.85 0.85 085 0.85 086 086 086 086 086 086 086 086 086 089 089 089 089 089 0.05
Pseudomonas alvandae SWRI17™ 086 086 08 086 0.85 085 085 0.8 086 086 085 086 0.8 085 085 086 086 086 089 089 0.89 089 089 0.00
Pseudomonas canavaninivorans B21-020 086 086 086 08 086 086 086 085 086 086 086 086 0.85 0.86 0.85 086 086 086 089 089 089 089 089
Pseudomonas mediterranea DSM 167337 0.8 0.8 086 0.8 086 086 0.85 086 086 0.85 086 086 086 086 0.85 085 086 085 089 089 089 089 088
Pseudomonas corrugata RM1-1-4 086 086 086 085 086 085 085 086 085 086 0.85 086 0.85 086 0.85 086 n.u. 088 088 085 088 087
Pseudomonas rhizophila S2117 086 086 086 086 0.8 0.86 0.86 0.8 086 086 086 086 0.8 0.85 086 0.86 086 086 089 089 0.89 0.89 088
Pseudomonas tehranensis SWRI1967 086 086 0.8 085 086 0.8 086 085 086 086 085 0.85 086 0.85 086 086 0.85 08 089 0.89 089 089 088
Psudomonas vldnss 207X0172 348 0. 03 R0 AR 3 .03 5o GRS YR o2 o0 o0 025
Pseudomonas citri OPS13-37 086 0.8 086 086 0.8 0.6 0.85 0.8 086 086 0.6 085 0.8 0.85 0.8 0.86 085 086 0.89 089 0.89 0.89 08 0.89 089 089 088 068 0.85 0.83 088 0.8 088 088 0.7
Pseudomonas marvdashtae SWRI1027 0,86 0.86 086 086 085 086 0.8 0.85 086 086 086 086 0.85 085 0.66 0.8 086 086 089 089 0.8 0.89 0,83 0.8 089 089 089 089 0.69 0.89 083 0.7 088 088 057

Supplementary Fig. S5. Heatmaps of ANI values between SZMC 28357" and the most closely related
genomes determined by phylogenomic analysis. The values were obtained using pyANI-plus. ANI values
lower than 95% indicate distinct species. Heatmap was generated by Excel using the raw tabulator separa-

ted output of pyANI-plus. A —ANIb values; B — ANIm values



Supplementary methods

Analytical methods

The isoprenoid quinones and polar lipids were determined using a DionexUltimate 3000
UHPLC system (Dionex) coupled to a Q Exactive Plus hybrid quadrupole-Orbitrap mass
spectrometer equipped with a heated electrospray interface.

The quinones and polar lipids were separated using a Discovery HS C18 (3 um, 150 x 2.1 mm)
column. The mobile phases were 5 mM ammonium acetate (A) and methanol/2-propanol
(1/1) containing 5 MM ammonium acetate (B) both supplemented with 0.1% acetic acid. The
linear gradient was as follows: 0 min, 75% B; 2 min, 75% B; 14 min, 100% B; 19 min, 100% B;
19.5 min, 75% B; 20 min, 75% B. The flow rate was 0.2 mL/min, the injection volume was 5
pL and the column temperature was maintained at 45 °C. The quinones were analyzed in
positive ionization mode and the polar lipids were analyzed both in positive and negative
ionization mode.

The ion source had the following settings: the temperature of the probe heater and ion
transfer capillary, spray voltage, sheath gas flow rate, auxiliary gas flow rate and S-lens RF
level were set to 300 °C, 350 °C, 3.5 kV, 35 arbitrary unit, 10 arbitrary unit and 50 arbitrary
unit, respectively. The mass spectrometer acquired data using a full-scan/data-dependent
MS/MS method (Full MS/ddMS2). The full scan MS spectra were acquired at a resolution of
70,000 from m/z 100 to 1200 with a maximum injection time of 100 ms. For every full scan,
10 ddMS2-scans were carried out with a resolution of 17,500 and a minimum automatic gain
control target of 1.00 x 10°. Isolation window was 1.0 m/z. LC-HRMS data were acquired
using Trace Finder 4.0 software. The raw MS data files were processed using Compound
Discoverer™ (3.3) software.
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