A
(1)
B. tabaci MEAM1 ArgG

Ca. Portiera aleyrodidarum BT-B-HRs ArgG
B. tabaci Asia Il 3 ArgG

B. tabaci MEAM1 ArgG
Ca. Portiera aleyrodidarum BT-B-HRs ArgG
B. tabaci Asia Il 3 ArgG

B. tabaci MEAM1 ArgG
Ca. Portiera aleyrodidarum BT-B-HRs ArgG
B. tabaci Asia Il 3 ArgG

214

B. tabaci MEAM1 ArgG
Ca. Portiera aleyrodidarum BT-B-HRs ArgG
B. tabaci Asia Il 3 ArgG

396
353
312

B. tabaci MEAM1 ArgG “LMRGRRQSSSRRLDATIRAPWMCELHTEKLKASWLFLPVTECACCAARRASPVLGTNSGGYNTKPQISNSVFENLHSE‘FSFSRKKIVLSFPQ 496
Ca. Portiera aleyrodidarum BT-B-HRs ArgG  1GIKSDi 360
B. tabaci Asia Il 3 ArgG RALRDOKK 320

B. tabaci MEAM1 ArgG MNARKEAIFITAPGCNYSCSMDVRVAYRKIEGALTFLARDGMRMLRCALGLAVITLDSSFCSTENSLRCNVIRSFMGKPCETVVKNRLLRSSLRTPCLLI 596
Ca. Portiera aleyrodidarum BT-B-HRs ArgG 360
B. tabaci Asia Il 3 ArgG 320
B. tabaci MEAM1 ArgG LSHSFKWQIDRYIAKYATRLILRVWNPTEVLCTKGSTRGSLERSPNLDSKPNENIFHARGKKCQNHCF 664

Ca. Portiera aleyrodidarum BT-B-HRs ArgG 360

B. tabaci Asia Il 3 ArgG 320

(2) 2.3kb 1.3kb 2.3kb 525bp 940bp

1.2kb 255bp 179bp 87bp 124bp 139bp

. exon . intron/spacer
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B
(1)

B. tabaci MEAM1 ArgH AA QRFKL
Ca. Portiera aleyrodidarum TV ArgH ST KLV
P. venusta ASL-1 MSDTIEINKTVELNKSATDKT| N ci QIDISEFL

P. venusta ASL-2

B. tabaci MEAM1 ArgH

Ca. Portiera aleyrodidarum TV ArgH
P. venusta ASL-1

P. venusta ASL-2

B. tabaci MEAM1 ArgH

Ca. Portiera aleyrodidarum TV ArgH
P. venusta ASL-1

P. venusta ASL-2

B. tabaci MEAM1 ArgH

Ca. Portiera aleyrodidarum TV ArgH
P. venusta ASL-1

P. venusta ASL-2

B. tabaci MEAM1 ArgH

Ca. Portiera aleyrodidarum TV ArgH K| 456
P. venusta ASL-1 375
410

P. venusta ASL-2
B. tabaci MEAM1 ArgH
Ca. Portiera aleyrodidarum TV ArgH K|

P. venusta ASL-1 375
P. venusta ASL-2 BrTnkiEFKFSY 426

(2)
3.2kb 2.5kb 2.1kb

405bp 483bp 261bp 336bp

.exon . intron/spacer
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c
(1)

B. tabaci MEAM1 DapF MAENAHQIRGRKLQIRIQRPKKHKMHNVRRSKFYHHTDRRKTAMMIGISIGSLTTYIGMAVGFVKSLAVDENHRPKSHSIV
Ca. Portiera aleyrodidarum TV DapF
Ca. Hamiltonella defensa DapF
Planococcus citri DapF

B. tabaci MEAM1 DapF

Ca. Portiera aleyrodidarum TV DapF
Ca. Hamiltonella defensa DapF
Planococcus citri DapF

B. tabaci MEAM1 DapF

Ca. Portiera aleyrodidarum TV DapF
Ca. Hamiltonella defensa DapF
Planococcus citri DapF

B. tabaci MEAM1 DapF

Ca. Portiera aleyrodidarum TV DapF
Ca. Hamiltonella defensa DapF
Planococcus citri DapF

(2)
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D

B. tabaci LysA

Ca. Portiera aleyrodidarum TV LysA
Ca. Hamiltonella defensa LysA-1
Ca. Hamiltonella defensa LysA-2

B. tabaci Asia Il 3 LysA
B. tabaci LysA

Ca. Hamiltonella defensa LysA-1

Ca. Hamiltonella defensa LysA-2

181
175
191

Acg1OMAEQ GQAVSG——ﬂW " 102
! ) 181

B. tabaci Asia Il 3 LysA

B. tabaci LysA 272
Ca. Portiera aleyrodidarum TV LysA EDKA-EE LNLNBFLESLDNITLL) M YKKKIKLNIL 270
Ca. Hamiltonella defensa LysA-1 T-8GY-DCKTRIEMIRELH PMEBRAHS LB IKAQLY] 281
Ca. Hamiltonella defensa LysA-2 2 195

272

B. tabaci Asia Il 3 LysA

B. tabaci LysA 367
Ca. Portiera aleyrodidarum TV LysA -HNTETTLEE--@GRSELANTEVELTSMET IKKTK T KNEATVDAGMND FIEREA FENAWENEE VY - - - - ————--—-— - 354
Ca. Hamiltonella defensa LysA-1 L E ILIAEQ 378

Ca. Hamiltonella defensa LysA-2 I L-GI 282
B. tabaci Asia Il 3 LysA - 361

B. tabaci LysA = = =
Ca. Portiera aleyrodidarum TV LysA FLGKK-- --RYBNKLSONDLEVIHSY FV-MS| TRKRPSELEVDKNQLFLIRE-SDSLKSHECKN NLF 424
Ca. Hamiltonella defensa LysA-1 ~ KGPHRTCLSCQAFTAGHSCLDEDI ISHRFIHFPMLPOAGDELVYSNTAGYOMDLLENRFHRHP T POHT SFKDOCA-—~ 454
Ca. Hamiltonella defensa LysA-2  vrrononacLETRvEPparvDDYH T FENTEEE s -l EMEMsBrr 1 sEvEBLkNGEVOLT R—RQTIEEIISLIIF——— 356
B. tabaci Asia Il 3 LysA -- 361

PLS 437
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(1)

B. tabaci MEAM1 CM

B. tabaci Asia Il 3 CM

Ca. Hamiltonella defensa CM

Ca. Portiera aleyrodidarum BT-B-HRs CM

B. tabaci MEAM1 CM

B. tabaci Asia Il 3 CM

Ca. Hamiltonella defensa CM

Ca. Portiera aleyrodidarum BT-B-HRs CM

B. tabaci MEAM1 CM

B. tabaci Asia Il 3 CM

Ca. Hamiltonella defensa CM

Ca. Portiera aleyrodidarum BT-B-HRs CM

B. tabaci MEAM1 CM

B. tabaci Asia Il 3 CM

Ca. Hamiltonella defensa CM

Ca. Portiera aleyrodidarum BT-B-HRs CM

()

Fig. S2

—————————— pcacaBiflrmvevnTviBEEvENRDLIINOKELST 37
1
1
MNKKFKPYTKYTGNTDYOTLKLISHRAKLVSOTOLADDKONCSYNNGHEDRYFYS TKTSNKGPLSNKvIEKEFks TvsactklikkksovayicrecTFTO 100
) - EAN —ASTEAMLLLSLATTLND) 123
§ - --——l | c—IAM - 50
———— - - ——--AYKAEK-QLAIBDL----EQ---BR-- --FIL----——- 46
OAVLKYFBKS TKSEPVKDVERTHENK TMNYGVVPVENS TRGEVNNTFDSFTSSNLK BGRT I 1.8 THHALLTORONTNKNTDKTYSHO0sBs ocrBi xiy 200
KKGEBMEDL PREEKVMNSA AEELDOBNSVRCH = PE-HN] EVE-EFESEBDEE - | 213
I 1?5——'13- - - DEVHERRGRG-| -] ————-| ;qs%:IGGQG - - 121
- LL--— —-BEgK-- TTIG oI A BK L E0CRY - - 05 Dilox g 1 TRk Bonao YKPI;IQ 777777 ALl 119
BenaRkravasnaBasniTovkRnE-aaliachL - K LR INNYTRELILEDKDVABTGYDKTY-LMBY INNOTGSFYLLERpri@yNE 297

Ej -] Hj - THKG - -- 254
T“ - v[EEDF | 162
AGORBERTTSGS---MIRMBHHEOLSET) -ANOANHEIQ -~ -- 160
NILRLTTRPAPENKGVWNYI IFLE.KGH S| EKBHEERYERGAELKILGSFPEOLTKRI 359

524bp

649bp

116bp

. exon

intron/spacer
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B. tabaci MEAM1 BioA

Cardinium endosymbiont cBtQ1 BioA
Ca. Hamiltonella defensa BioA
Planococcus citri BioA

B. tabaci MEAM1 BioA 0
Cardinium endosymbiont cBtQ1 BioA
Ca. Hamiltonella defensa BioA
Planococcus citri BioA

B. tabaci MEAM1 BioA

Cardinium endosymbiont cBtQ1 BioA
Ca. Hamiltonella defensa BioA
Planococcus citri BioA

B. tabaci MEAM1 BioA

Cardinium endosymbiont cBtQ1 BioA
Ca. Hamiltonella defensa BioA
Planococcus citri BioA

B. tabaci MEAM1 BioA

Cardinium endosymbiont cBtQ1 BioA
Ca. Hamiltonella defensa BioA
Planococcus citri BioA

390
427



luanjunbo
打字机
Fig. S2


G
(1)

B. tabaci MEAM1 BioB
Ca. Hamiltonella defensa BioB

Planococcus citri BioB
B. tabaci Asia Il 3 BioB

B. tabaci MEAM1 BioB
Ca. Hamiltonella defensa BioB
Planococcus citri BioB
B. tabaci Asia Il 3 BioB

B. tabaci MEAM1 BioB
Ca. Hamiltonella defensa BioB
Planococcus citri BioB
B. tabaci Asia Il 3 BioB

B. tabaci MEAM1 BioB
Ca. Hamiltonella defensa BioB
Planococcus citri BioB
B. tabaci Asia |l 3 BioB

(2)

351bp

. exon . intron/spacer

196bp 146bp 636bp
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H BT-MED BT-Asia ll 3
8 HTGs 7 HTGs

BT-MEAM1 TV
10 HTGs 3 HTGs

AH
DUR1,2
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ArgG
Gammaproteobacteria

Halyomorpha halys symbiont WP 022564105.1
Buchnera aphidicola WP 009874007.1
Ishikawaella capsulata Mpkobe BAH82900.1
R 885413.1
‘gantoea sp. Sc1 WP 009088006.1
- Bemisia tabaci ArgG
lautia stali symbiont WP 010618728.1
,?erratia marcescens WP 015962304.1

Tatumella sp. UCD-D suzukii WP 025902367.1
Phaseolibacter flectens WP 028684870.1
Erwinia toletana WP 017800701.1
0-97 _ Gronobacter helveticus WP 024553384.1

1 Escherichia hermannii WP 002436796.1

nterobacter sp. Ag1 WP 008457567.1
Cedecea davisae WP 016538944.1
IEafnia alvei WP 004094246.1

nterobacteriaceae bacterium WP 008815806.1
Edwardsiella piscicida GAJ69054.1

gamma proteobacterium WG36 WP 017491064.1

06 By dvicia aquatic WP 029095411.1
Yersinia ruckeri WP 004719502.1

Xenorhabdus cabanillasii JM26 CDL79272.1
Photorhabdus luminescens BA1 EYU13504.1
L0.76 _ proteus mirabilis WP 017827022.1

Schmidhempelia bombi WP 024496174.1
1 _EE Gilliamella apicola WP 025315521.1
Morganella morganii WP 025151960.1

Providencia rettgeri WP 004265334.1

l———— Plesiomonas shigelloides WP 010864850.1

Grimontia sp. AK16 WP 002535244.1

Enterovibrio calviensis WP 017009586.1

Salinivibrio socompensis WP 025738521.1

Vibrio vulnificus WP 026050200.1

Aliivibrio fischeri WP 017019990.1

Photobacterium halotolerans KDM90610.1

Succinivibrionaceae bacterium WG-1 WP 010457429.1
Anaerobiospirillum succiniciproducens WP 027939353.1
Aeromonas veronii WP 021231255.1

Pseudoalteromonas luteoviolacea WP 005491884.1

0.9

0.

1
L bacterium JKG1 WP 029215154.1

0.3

Fig. S3

Portiera aleyrodidarum YP 006608109.1
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ArgH
Gammaproteobacteria

Escherichia albertii WP 00123010 F i g " S3

Shigella flexneri WP 001230091.1
Imonella enterica WP 001230049
lebsiella pneumoniae WP 0041878
Citrobacter sp. KTE32 WP 0161579
elliottia amnigena CHS 78 KDM53
nterobacter sacchari SP1 AHJ758
Enterobacteriaceae bacterium WP 015966479.1
Raoultella ornithinolytica KAJ93941.1
Yokenella regensburgei WP 006817
L Cronobacter pulveris WP 02455793
Ishikawaella capsulata BAH82901.1
Buchnera aphidicola WP 025368708
& b Halyomorpha halys symbiont WP 022564106.1

toea dispersa WP 021506828.1
na stali symbiont WP 010618
Bemisia tabaci ArgH
Erwinia toletana WP 017800702.1
Cedecea davisae WP 016538945.1

Providencia rustigianii WP 00681
Proteus mirabilis WP 004246386.1
Xenorhabdus cabanillasii CDL79271.1

Photorhabdus temperate WP 023044

Ctenarytaina eucalypti symbiont WP 014887764.1
Edwardsiella hoshinae WP 0245247

i gamma proteobacterium WP 017491065.1

uccinivibrionaceae bacterium WP 010457427.1

1 ﬁ
11 |—Catenovulum agarlvorans P 016954541.1
P01

omonas 25170

| L
1

Caldanaerobacter subterraneus WP 011026507.1
1 Thermoanaerobacter wiegelii WP 014063639.1

T

h Portiera aleyrodid:

Bacillus cereus WP 000041274.1

Pachypsylla venusta ASL-1

Pachypsylla venusta ASL-2

um TV YP 007660770.1

0.3
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DapB
Alphaproteobacteria

Rickettsia peacockii WP 012736458.1
O'Igz:kettsia sibirica WP 016769977.1
Rickettsia japonica YH YP 004884513.1
Meﬁsia rickettsia WP 012262229.1
Rickettsia conorii WP 016925975.1
Rickettsia heilongjiangensis WP 014013900.1
Rickettsia africae WP 012719418.1
L Rickettsia rhipicephali WP 014408235.1
4 Rickettsia massiliae WP 014365270.1
|- Rickettsia montanensis WP 014409920.1
- Rickettsia gravesii WP 017443366.1
B1 Rickettsia amblyommii WP 014391860.1
1Rickettsia monacensis WP 023507568.1
-é?ickettsia sp. ISO7 KDO02504.1
Rickettsia helvetica WP 010423817.1
0-65 Rickettsia canadensis WP 014363600.1
1 Rickettsia australis WP 014413170.1

_EE.Rickettsia akari WP 012013411.1
Rickettsia felis WP 011271443.1

Rickettsia prowazekii WP 004597209.1
_ERickettsia typhi WP 011190609.1
Rickettsia bellii WP 011477797 .1
Bemisia tabaci DapB

Fig. S3

6]

Butyricicoccus pullicaecorum WP 016146572.1

0.2
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Fig. S3

Shigella flexneri WP 001160655.1
5galmonella bongori WP 001160664.1
Escherichia hermannii WP 002437963.1

Enterobacter cloacae WP 023479551.1
Kosakonia radicincitans WP 007369166.1
'YS%keneIIa regensburgei WP 006816609.1

Ceratitis capitata XP 004529080.1
Klebsiella pneumoniae 342 YP 002241128.1 DapF
Cronobacter sakazakii WP 007872593.1 Gammaproteobacteria
Shimwellia blattae WP 002444191.1
Pectobacterium wasabiae WP 005969213.1
94 Brenneria sp. EniD312 WP 0091110571
Dickeya solani WP 022635234.1
gamma proteobacterium WG36 WP 017492343.1
Ctenarytaina eucalypti endosymbiont WP 014887842.1

Buchnera aphidicola WP 014500252.1

0.9 Sodalis sp. HS1 AHF75436.1
Bemisia tabaci dapF

b

0.99
Halyomorpha halys symbiont WP 022564000.1

. Pantoea agglomerans WP 022624863.1
Plautia stali symbiont WP 022548016.1
Erwinia toletana WP 017800657.1
Serratia sp. DD3 WP 023489771.1
0.63

14 |

©

0.96 — Regiella insecticola WP 006704531.1
Hamiltonella defensa CED79226.1
Blochmannia chromaiodes WP 015344817.1
Edwardsiella tarda EIB202 YP 003294180.1
20 |
0.2

Vibrio cholera WP 000545406.1
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E

LysA
Planctomycetes

Planctomyces limnophilus WP 013110036.1
Schlesneria paludicola WP 010584399.1
Zavarzinella formosa WP 020468523.1
Gemmata obscuriglobus WP 010048410.1
Bemisia tabaci LysA

»sphaera pallida WP 013564018.1

0.86

Kuenenia stuttgartiensis CAJ75324.1
Akkermansia muciniphila CAG:154 WP 022197816.1

Verrucomicrobia bacterium WP 020148747.1
|1—Rhodom|crob|um vannielii WP 013420013.1

Azospirillum brasilense WP 014197614.1
Rubrobacter radiotolerans AHY47956.1

Thermovibrio ammonificans WP 013537388.1

Ignavibacterium album WP 014559841.1

Helicobacter canadensis WP 006656295.1

Nitrospira defluvii WP 013247089.1

Methylomirabilis oxyfera WP 015744860.1
Thermodesulfovibrio yellowstonii WP 012545292.1

Leptospirillum ferrodiazotrophum EES52892.1

16 |

Desulfovibrio sp. A2 WP 007521690.1

Syntrophus aciditrophicus WP 011417333.1

Pelobacter carbinolicus WP 011342185.1
Syntrophobacter fumaroxidans WP 011696934.1
Deferribacter desulfuricans WP 013006972.1

0.2

Spirochaeta bajacaliforniensis WP 020612952.1
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CM
Gammaproteobacteria

1Edwardsnella tarda WP 012849868.1 Flg. S3
Edwardsiella piscicida GAJ68596.1

Edwardsiella ictaluri WP 015872646.1

Xenorhabdus bovienii WP 012989208.1

|—Enlv|n|a tracheiphila WP 016190033.1
cinetobacter baumannii WP 002124454.1

—10.62 [ﬁ
Acinetobacter baumannii 233846 KCY20092.1

0-8 Photorhabdus temperata WP 021324864.1

' VYersinia frederiksenii WP 004710733.1
sakonia radicincitans UMEnt01/12 KDE33836.1

o
| [ osakonia radicincitans WP 007372443.1
Enterobacter cloacae WP 023478536.1

antoea dispersa WP 021509303.1

|0.83 Er Plautia stali symbiont WP 022547182.1
Escherichia coli WP 001523402.1

Enterobacter sacchari SP1 AHJ73395.1

4':'”@_ Salmonella enterica WP 023218762.1
Pantoea sp. Sc1 WP 009093240.1

(52 1 Rahnella aquatilis WP 015696285.1

,—F—o.snt Rahnella sp. Y9602 WP 013574398.1
Bemisia tabaci CM

erratia liquefaciens FK01 GAK26322.1

S
_ESerratia plymuthica WP 004943394.1

proteobacterium WG36 WP 017491331.1

gamma
I Erwinia toletana WP 017800832.1

- Dickeya zeae WP 016943233.1
I Regiella insecticola WP 006704904.1
L Hamiltonella defensa WP 012737836."

Vibrio caribbenthicus WP 009602521.1
Labrenzia aggregata WP 006932524.1

0.2
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BioA
Alphaproteobacteria
or Bacteroidetes
or B-proteobacteria

0.85

Caenispirillum salinarum WP 009540332.1 Flg - S3

0.89 Nowféjlnllum itersonii WP 019645160.1
i loniella laminariae WP 020593800.1
052 retococcus marinus WP 011711740.1
Azospirillum brasilense WP 014199921.1

—1' Magnetospirillum magneticum WP 011385142.1
0.91 Phaeospirillum fulvum WP 021130902.1

e Desulfovibrio sp. X2 WP 020880971.1
Gemmatimonadetes bacterium KBS708 WP 025413457.1
icrocoleus vaginatus WP 006631009.1
Oscillatoria nlgro -viridis WP 015175533.1
ermos% echococcus elon atus WP 011057770.1
015186837.1

Chroogocmdlopss thermalls WP 015154 68.1
yne

0.51

hococcu: elongates WP 011243776.1
ochlorococcus marinus WP 011133100.1
Nitrococcus mobilis WP 005004 25.1
Parachlamydia acanthamoebae WP 006340832.1
Flckeﬁsla éndosymbiont of Ixodes scapularis WP 008581457.
xodes scapularis XP 002435205.1
Lawsonia intracellularis WP 011526510.1
Holospora obtuse WP 021827225.1
Cardinium endosymbiont cBtQ1 of Bemisia tabaci CDG50084.1
Cardinium endosymblom of Encarsia pergandiella WP 014934713.1
Ie}‘nococcus citri AGR65713.1

Bemisia tabaci Bio.
Advenella mimi ardeforden5|s WP 025372024.1
1 Rickettsiaceae bacterium Os18 WP 0192 4.1

0.55

\Ieonckettsm helminthoeca str. Oregon AHX11530.1
fichloria mitochondrii WP 013950979.1
Odyssella thessalonicensis WP 010301

0,92

71
Limnobacter sp. MED105 WP 008249674 1

Helicobacter bilis WP 005217282.
:1—13:(: obacier ol 0553586951

Sulfurovum sp. NBC37-1 WP 011980310.1

ghlamydla gallinacean WP 021828504.1
cteroides fragllls str. S6L5 EYE60882.1
Fluviicola taffensis WP 013

Marivirga tractuosa WP 013453160.1
0_8r—ﬁ:Fulvwlrga imtechensis WP 009577742.1
Saprospira grandis WP 015694198.1

1
1 LoZE

Pl

3]

1

G2T W

Kordia al |C|ga V¥P meﬁ

v
1 Capnocytophaga cynodegmi WP 018278644

-l L Flavobacterium sp. " P 0774950431
Schizosaccharomyces cryophilus OY26 EPV49588 1

0.2
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Fig. S3

53

0.77

0.75

Holospora undulata WP 024161357.1

Bemisia tabaci BioB

Planococcus citri AGR65710.1

—10.79 l—Rickettsiaceae bacterium Os18 WP 026071740.1

Neorickettsia helminthoeca str. Oregon AHX11523.1

0.93

Helicobacter macacae WP 023928497.1

Midichloria mitochondrii WP 013950663.1

1 — Rickettsia endosymbiont of Ixodes scapularis WP 008581465.1

Lawsonia intracellularis WP 015353734.1

1 BioB
L Rickettsia felis WP 011270859.1 Al phaprOteObaCterla

Wolbachia endosymbiont of Cimex lectularius BAP00148.1
_L
Wolbachia sp. KTCN BAP01373.1

Cardinium endosymbiont of Encarsia pergandiella WP 014934708.1 0.2
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Spirosoma linguale WP 012929515.1
Fibrisoma limi WP 009284280.1
Fibrella aestuarina WP 015330706.1

I AH
Bacteroidetes o.s

—I1_Runella zeae WP 028666910.1
! Emiticicia oligotrophica WP 015030803

Rudanella lutea WP 019989463.1
Pontibacter actiniarum WP 025606524.1
aad i koreensis WP 014217307.1
Bemisia tabaci AH
Maribacter sp. Hel_|_7 WP 027067390.1

0.98 1
|1 I Eudoraea adriatica WP 026348363.1
I—Nonlabens marinus S1-08 BAO56019.1

|1_Congregibacter litoralis WP 008295334.1
L gamma proteobacterium NOR5-3 WP 009022551.1

o7 Haliscomenobacter hydrossis WP 013764572.1
I i Lewinella persica WP 020566684.1

0.98

0.99

Hymenobacter swuensis DY53 AHJ98071.1
Myxococcus xanthus WP 011552450.1
—:Corallococcus coralloides WP 014399487.1
Gemmatimonadetes bacterium KBS708 WP 025412654.1
_|0_99 Gemmatimonas sp. AP64 WP 026849763.1

0.1


luanjunbo
打字机
I

luanjunbo
打字机
Fig. S3


Bemisia tabaci DUR1,2 Flg S3
0.91pantoea p. At-9b WP 013507792.1
Plautia stali

1

Brenneria sp. EniD312 WP 009112654.1
Erwinia billingiae P 013200676.1
Kosakonia radicincitans WP 007371 797 1

Salmonella enterica WP 000178419.1
Dickeya zeae WP 012770428.1

Enterobacteriaceae bacterium strain FGI 57 WP 015964106 1
Xenorhabdus szentirmaii DSM 16338 CDL82373.1

D U R1 ’2 Cronobacter sakazakii WP 023898739.1 Planococeus cilri AGRE5722.1

H 0.5 8 Escherichia hermannii WP 002435650.1
Gammaproteobacteria —FL“S_—F:Cewcea davisae WP 016536540, 1
Yersinia entomophaga ABG33859.1

| gamma proteobacterium WG36 WP 017492241.1
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