yebU AP009048.1_orf_1858 yellv AP .1y orf_1860 ryeA APF 09048.1_%”_1862 holE AP{)09048.1_ rf_1 yobB AP009048.1_orf_1868
predicted methyltransferase DNA polymkrase Il theta tonserved hypothetical protei

Escherichia coli str. K12 substr. W3110 DNA

yebU ECB_01806
predicted methyltransferase

808 holf ECB_0113 yobB ECB_01814
jeiothetical pfotein DNA polymFrase 11l theta hypothetical protein

serine/th

Escherichia coli B str. REL606

ZV79_1817 |
E3 ubiquitin——protein ligase |

pv79_182 ZV79_1823
DNA polynjerase Il sfibun| Carbon-nitrogen hydrolase

CopC

Salmonella enterica subsp. enterica serovar Typhimurium strain FORC_015

NA0039 YE5303_15981 YE‘§303_15q91
putative exported protein hypothetical p*nein

'YE5303_15961
putative| putative copper resistance protein D

YE5303] miscHNA0038

Yersinia enterocolitica (type O5) YE53/03 —p.c.VAL82.57%—tax|D1262462

yebU ECOLIN_09850
RNA methyltransferase RsmF

EqOLIN_OQiQO ECOLIN_09895

DNA polyn‘erase 11 sfibun| hypothetical protein

Escherichia coli Nissle 1917




AU98_06685 A¢987066P5 Al P{ AU98_06725

tail fiber fpssembly protein Iy ‘
o] T ] Tl
integrase e i1 lyti Ime

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20093543 genome—p.c.VAL54.69%—tax|D1412520

AU98_06700 |
typ| E2 hypothetical protein

! ein _
AU98_06530 AU98_06535 AJos_o6540 A|]98_06510
xodeoxyribonuclease hypothetical Piotepolymefase 1 lsubunittheta ekcisionas}e

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20093543 genome-p.c.VAL98.02%-tax|D1412520

hyp| ein

N643_08315 Nq43_08310 N643_08345
hypothetical prote|n lipopoly: sferase DNA polymx*ase 11t} n—nitrogen family hydrplase

Salmonella bongori serovar 48z41-- str. RKS3044

AUoo_o6do0 Alp907063b0 A P{ AU90_06730

tail fiber fpssembly protein Iy ‘
8 I W -
integrase e m Iyti me

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20093430 genome—p.c.VAL54.69%—tax|D1412512

AU90_06705 |
typ) E2 hypothetical protein

! ein _
AU90_06535 AU90_06540 AJo0_o6545 A|]90_06515
xodeoxyribonuclease hypothetical Photepolymefase I lsubunittheta ekcisionask

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20093430 genome-p.c.VAL98.02%-tax|D1412512




si_ozdo4 sIN otpos | SIN_01899 S| SIN_01901
hypothticallprotein Ph| se F|(301045706:L| ftimetica prate ite tran|@otD, ; hypothetical protein

S|| 7
hypot rotein

Salmonella enterica subsp. enterica serovar Infantis SINFA

sl 08 s[N_o19}7 SIN_01918
Iyti me FIGO: r DNA polyméa.se 11l fhefutative amidohydrol;

uramidase orlysozyme FIG010R62& Pl C precursor

Salmonella enterica subsp. enterica serovar Infantis SINFA

¢Y43_0985p CY. B7( C| 0 6*43_09 00 CY43_09905
hypgthetical prgtein hypotl bing] pin DNA polymx*ase 1 rbon-nitrogen hydrolake

Salmonella enterica subsp. enterica serovar Typhimurium strain 138736

Ag1_o67%0 afs1 o670 A b{ Ava1_06800
tail fiber issembly protein | | Iyt :
AV81 06775 A i AV81_06785 AV 05
typ pE2 hypothetical protein 2 (i Iyinme

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120580 genome—p.c.VAL54.69%-taxID1412603

hvml _

L

odeoxyribonuclease )| hypotheticalpiagiolymerase Il Fubunittheta

AV81_06605 AVB1 06610 | Afe1_o6dis - Al/81_oe6ds
ekcisiona*

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120580 genome—p.c.VAL98.02%-tax|D1412603




5
hyp rotein

1Y69_05865 1Y69_05870 IYP9_05875 | 1Y69_05900 I 697059¢5
ekodeoxyribonuclease ppon-nitrogBiNKyp ase llljsubunit theta | integrase €] cisionaﬁie

Salmonella enterica subsp. enterica serovar Enteritidis strain OLF-SE11-10058

Copper reSismrotein

P243_19B1 P243_1i

¥fase Illtheta subunit hypothgtical pr¢ ) otein

P243_1980

Klebsiella pneumoniae subsp. pneumoniae 1158

SF1847 SF1848 SF1849 | holE SF1§5: SF1854
1S600 ORF2 putItive excisiJ | DNA polymetase Il | th
SF1845 SF1851
15629 ORF cqErved | conservej al protein

Shigella flexneri 2a str. 301

AUL9_06700 Al AU 740
tail fiber ly protein pothetical prote[n

AU 745
1} Iyti me

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20110357

hypm _
AU19_06545 AU19_06550 |AU19_06%55 AL|]19_065}35
ekodeoxyribonuclease pthypotheticBlopeilymefase Il jsubunit theta ekcisionaie

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20110357




a76_osebo A76_067po af76_067p] AU76_06730
tail fiber ssembty protein | | lyfic enz =
AU76_06695 AU76_06705 | Al . AU.:!S
tyde 1ll secretion protein SopE2 hypothetical protein integrase € I Iyti e

Salmonella enterica subsp. enterica serovar Enteritidis str. SA19983126 genome—p.c.VAL54.69%-tax|D1412498

hy ein _
AU76_06530 AU76_06535 A76_06540 4]76_0655]0
lexodeoxyribonuclease X|| hypothetical [potaipollymdrase Iil #ubunit theta elxcisionas}z

Salmonella enterica subsp. enterica serovar Enteritidis str. SA19983126 genome-p.c.VAL98.02%-tax|D1412498

yebU APECO78_12980
rRNA (cytosine-C(5)-)-methyltransferase RsmF

APEFO78_1ho2[ APECO78 13025
DNA polymérase 11 n-nitrogen family hydrglase

Escherichia coli APEC O78

1607_09650 1607_09655 1607_09670 1607_09675
serine/threonine protein kinase BeybiAahinestmasadety! e patch superfa putativel periplasmic immui@Erigmain-containing protein

Alteromonas macleodii str. 'lonian Sea U4’

1Yj69_06015 |¥|69_06015 I
tail fiber ssembfy protein | | lylic enzymehypothetical proteil
1Y69_06020 1Y69_06030 | | ™ 1v69_06040 Iy 60
tye Ill secretion protein SopE2 hypothetical protein € m lyti e

Salmonella enterica subsp. enterica serovar Enteritidis strain OLF-SE11-10058




hy ein _
AV90_06530 AV90_06535 A90_06840 AP907065:.|O
xodeoxyribonuclease hypothetical pidfejpolymerase Il #ubunit theta 4>_<cisionas}:-

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120774 genome—p.c.VAL98.02%-tax|D1412612

VU14_11270 VU14_11275 VU14_11280 Vi 5
ATPase AAA DNAse recombinase hypo otein

yebU VU14_11290 VU14_11295
RNA methyltransferase RsmF mammalian cell entry protein

Aeromonas hydrophila strain AH10

rsmF ECABU_c20940
ribosomal RNA small subunit methyltransfecasséijed

holE 103yobB ECABU_c21030
010
serine/threol syt ein CopC

Escherichia coli ABU 83972

SPA@'BOQ S| 1810 SHAB_0141{SPAB_01314
hypoths*ﬁ prots ical jrotein hypothetical fivbothetical protpin
SPAB_01311 SPAB_01312
hypothetical protein hypothetical protein hypothetical protein Ii

Salmonella enterica subsp. enterica serovar Paratyphi B str. SPB7

hy|
SPAB_01299  SPAB_0}1301
hypothetical protéigpoth tica| protein

hy

SPAB_01291 SPAB_01292 SHAB 01203
hypothetical protein hypothetical proteinhypothetical [*otein

SP; 04
hypott rotein

Salmonella enterica subsp. enterica serovar Paratyphi B str. SPB7




amino acid A bindingprotein

Salmonella enterica subsp. enterica serovar Sloterdijk str. ATCC 15791

ﬁEs*Jm_oﬁ SEESL791_012950aL
e

DNA polyms*a.se I rbon-nitrogen hydrol.

Salmonella enterica subsp. enterica serovar Sloterdijk str. ATCC 15791

AU40_06485 A440706395 AU40_0672¢ AU40_06725
tail fiber pssembly protein | | lyfc enzyi
AU40_06690 AU40_06700 Al | AU40_06710 AU 30
typ¢ Il secretion protein SopE2 hypothetical protein - i Iyti me

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20090531

il ein _
AU40_06535 AU40_06540 | AJao_osdhs A| 40706515
xodeoxyribonuclease }| hypotheticalpKAgiolymefase IIII;ubunit theta *cisiona*

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20090531

AY90_06485 A\IQO_06¢5
tail fiber hssembly protein | |
AV90_06690 AV90_06700 A I Aveo_o06710
typ¢ 1l secretion protein SopE2 hypothetical protein -

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120774 genome—p.c.VAL54.69%-taxID1412612




hyml _
AU22_06530 AU22_06535 Al 22_06q40 Alj227065}0
xodeoxyribonuclease hypothetical piseejrolymgrase I Fubunit theta ekcisionas}:

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20110223

S 15 SEI EN538_008835

hyj ein I pothetical protgin
SEEN538_008795 SEE 533_048800 SEF] 820 | SEEN538_008825

rban—nitrogerﬂuﬂrpmase Iil fubunit theta |

Salmonella enterica subsp. enterica serovar Newport str. CVM 21538

SEEN538_008790
xodeoxyribonuclease

42 114755 KPMZZAZ_lH KPN2242_14780
bthetical| protein DNA polymﬂrase 11l fuigxodeoxyribonuclease
Kl 0
hyp| lein

Klebsiella pneumoniae KCTC 2242

CFSAN 2490 Cl 1y CFSAN002069_22470 CFSANOOZOGQ 22ICFSAN002069_2244!
i me integrase DNA polymdrase Ilhﬁ—nitmgen family hyd?Llase
CFSAN002069FS24§002069) 24305 FS. 455

Salmonella enterica subsp. enterica serovar Heidelberg str. CFSAN002069

SEEN425_007900 | SEF] 905 SEEIiMZS_O 799 SEEN425_007930
| DNA polymefrase IIIHrbon-nitrogen hydrolale
SEEN425_0078! 895 SE| 20
hypothetical prot hyj lein

Salmonella enterica subsp. enterica serovar Newport str. CVM 22425




Adro4_15450 ACTO04_15155
DNA polym*rase 1l qubutarbon-nitrogen hydrolas

yebU ECSP_2409

ACTO04_15140 CT04_15145
membrane protein othetical protgin

Salmonella enterica subsp. enterica serovar Typhi strain B/SF/13/03/195

id|cted prptein

predicted methyltransferase

serine/thres

holf ECSP_341  yobB ECSP_2417
DNA po\ymdrase 1, H conserved protein
yebZ ECSP_2414 yibA ECsP_24]5

inner proteirpnserved protefn

Escherichia coli O157H7 str. TW14359

SPS4_12562 spfa_12p11
| L]

I SPS4_12681

SopE SPS4_12601 SPS4_12621

| SPS4_12631 H recE SPS4_12661 | spfzuzlsgl

Salmonella enterica subsp. enterica serovar Pullorum S44987_1

[sPsa_12031 SPS4_12041 HSP54712051 I
exoX SPS4_12001 H SPS4_12011 TOIE SPs4_1po21 | SPS4_12061 1PS471207|1_| SPS4_12081 SPS4_12101
Salmonella enterica subsp. enterica serovar Pullorum S44987_1
ap22_oe6hs Ap22_o66)s
tail fiber[assembl} protein | |
AU22_06690 AU22_06700 | Au22_067 AU22_06710
hypothetical protein |integrase integrase

type Il secretion protein Sopg2

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20110223




A\25_o66po AY25_067ho I

tail fiber pssembly protein | |

AV25_06695 AV25_06705 | A AV25_06715 AV. 35
type Ill secretion protein Sopf2 hypothetical protein integrase g | Iyt e

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120229 genome—p.c.VAL54.69%-tax|D1412547

| ein _

AV25_06535 AV25_06540 AY25_065}5 Ast_oes?fs
exodeoxyribonuclease X || hypothetical petgirpolymgrase IiI *ubunil theta r{xcisiunas]&

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120229 genome—p.c.VAL98.02%-tax|D1412547

AWS57_26000 AW57_26010 | Af57_26050 AW57_26060
Exodeoxyribonuclease 8 Phage integrase | DNA polmerase 11 ub protein yobB

AW57_25990 |
Protein gp55 | in CopC

Salmonella enterica subsp. enterica serovar Anatum str. CDC 06-0532

EP12_10215 EP12_10220 0240
serine/threonine protein kinase palmitoyl-CoA hydrolase pothetical protei|

Alteromonas australica strain DE170

ACTP4_1 055 FCTO4_1507q | ACTO04_15080 AC ACT04_15090
hypothptidsl protein n1u|tidrug DMT transporter permeagem! fide bond formation prltein
TP4_15065 AC 75
blastici ferase arjspodase hypotl rotein

Salmonella enterica subsp. enterica serovar Typhi strain B/SF/13/03/195




hyypothetical phyteq

AN479_00575

ferritin

AN479_0054p
hyppthetical profein hy|

Serratia marcescens strain RSC-14

AY47_06670 AlIi47_066h0 Al Py AU47_06710
tail fiber pssembly protein | | [ :
AU47_06685 | A I Au47_os695 AU 15
ty) E2 hypothetical protein €] 1} Iyti Ime

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120007 genome—p.c.VAL54.69%-tax|D1412469

hy ein _
AU47_06515 AU47_06520 AJ47_o65ps A[ ;47_06535
xodeoxyribonuclease hypothetical pridteipollym raselll{;ubunit theta eixcisionasia

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120007 genome—p.c.VAL98.02%-taxID1412469

n\[s6_oeegs Afs6_o66ps A b{ Avs6_06725
tail fiber hssembly protein | | [ :
AV86_06700 | p ‘ AV.30
ty| E2 hypothetical protein integrase e Il Iyti me

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120687 genome—p.c.VAL54.69%-taxID1412608

hy ein _
AV86_06530 AV86_06535 A\[86_065}0 Arss 06570
xodeoxyribonuclease hypothetical prigeipollym raselll{;ubunil theta elxcisionas}a

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120687 genome—p.c.VAL98.02%-tax|D1412608




yebU CF60_16595

RNA methyltransferase RsmF

CF60_16640

cif60_166p5
DNA polymirase Il $uby hypothetical protein

Escherichia coli strain ST2747

AU54_05960
tail fiber pssembly protein

ty|

DN.

AU! 70
tase

hy,

AU54_05840
lexodeoxyribonuclease X|

AU54_05845

AU54_05975
hypothetical protein

Al | AU54_05985
integrase € I

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20094682 genome-p.c.VAL54.69%-tax|D1412476

54_05850
hypothetical [dtaipolymdrase I {;ubumt theta

putative

.0

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20094682 genome-p.c.VAL98.02%-tax|D1412476

STM474_1903
phage integrase protei

holE $TM474 19 STM474_1909
DNA polymdrase lll fubutative amidohydrolast

07

S

1615 rRNA m(5)C1407 methyltransferase, SAM-depe

rsmF CS35_1873

putative in

Salmonella enterica subsp. enterica serovar Typhimurium str. ST4/74

ryef Cs35_J877

yobB CS35_1883

holef €s35_]8s:
DNA polym#ase III,HN hydrolase family proth
Bl
ein

Escherichia coli strain SQ2203




| Shal_2372
putativte RNA methylase, NOL1/NOP2/sur} fa

AV15_07p10 AV15_07p20 AV15_07p45
tailfiber;@y protein | | I lyti¢ enzyme
AV15_07215 AV15_07225 AV] AV15_07235 AVl 255
mLecretion proteinlSopTLypothetical proteil i - e VIl lyticlenzyme

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120528 genome—p.c.VAL54.69%-tax|D1412537

A 0
hypo| otein

l AV15_07055 u AV15_07060 M?mbes A 0 Avi5_o7dos
exofl ib i 3 |||subunitlheta exgisiongse

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120528 genome—p.c.VAL98.02%-tax|D1412537

[ shal_2373 al_23' Shal_2375 Shal_2377
nucl tein hpdrolasypé’am;fmni iogene: inodeoxychorismate lyase

Shewanella halifaxensis HAW-EB4

FORC2_1785
resistance protefyg

Yersinia enterocolitica strain FORC_002

Yersinia pestis Pestoides F




AU 885

Iyti me exg pE2
AUS53_10890 A 95

S e =

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20093266

Alp53_110I40 AU53_11¢470] AU53_11075
ekcisionaie DNA polymefase lllfsujhypothetical protein

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20093266

Al 0 FK66_0775!
hyp tein

Cronobacter malonaticus LMG 23826

SFy_2647 sFj24s sFy_zeﬂs
transposase hypothi protein DNA polymeMuhunit family protein
t'.e _

Shigella flexneri 2003036

SerAS13_1896 1897 S 9
hypothetical protei g protein hyp tein
SerAS13_1898
alphﬂbeta hydrolase fold pJJ;tein

Serratia sp. AS13




STY1993 /{18984 AL §183820_orf_1831 sfvzo00 AL513382&1U@:,W2 AL513382.1_0:[_1835

hypotpeticai protein |putative membrane protéiyoth tive membrane prgtein

STY1991 orf_1829 STY1995 AL513382.1_orf_1832 |
putati ferase |

Salmonella enterica subsp. enterica serovar Typhi str. CT18

BTY2074 AL513382.1_orf_1907H I % P83 AL513382.1_orfl 1917
conserved hypothetical protein & 9 sprved hypothetical pfotein

Salmonella enterica subsp. enterica serovar Typhi str. CT18

YP_160acjP2 YP_1$04 vp_16d9
putatije memitedive pcyl carrigr protein hypothEticaIProtein

Yersinia pestis biovar Microtus str. 91001

CH43_2441 CH43_2443 q
H43_244 CH43_2446
hypaotheficshiide membrane protein

Yersinia pestis Pestoides G

yebU CF58_16855
RNA methyltransferase RsmF

Escherichia coli strain ST2747




ROD_18751 R )_18f71 RQPD_188 ROD_18821
conserved hypothetical protemnserved: ity pothieinal protein DNA polymelagrittitftd carbon—nitrogen hyfdrolase

ative nce protein

Citrobacter rodentium ICC168

| S| SSON_1323
| I 1 1S600 ORF2

ipaH_3 SSON_1317 SSON_1318 S 9 S$ON_13p4

invasion plasmid antigen 1S600 ORF2 | 1 conserved hypothelical protein

Shigella sonnei Ss046

SSON_1304 SSON_1305 holE SON|1306 JON_1 SSON_1312 SON_131j540ON_1314
consgrved hypothetical ith hy pBtNétipal lase llljtheta subunit I51 ORI 1S2 ORF2 IS2 ORF1] 1 ORH

Shigella sonnei Ss046

yebU ECMDS42_1510  yeb{ E 5 ryeA EEMDS4p_1514
predicted methyltransferase l

serine/threoni

Escherichia coli str. K-12 substr. MDS42 DNA

HI51BRBP AL$133G22_orf_1843

@4 ;?(Seﬂddggﬂﬂh)
STY280¥. 33 D 1338p.1_orf_B3v2018 AL513382.1 STY2014 AL513382.1_orf_1846

putativeppiatioddpl lichfiosteirotein(pseudod inver eudog@uedtive acteriophage:u putative bacteriophage tail protein

Salmonella enterica subsp. enterica serovar Typhi str. CT18




yob, 1320
Protein y roRFECUrsor

eixox SENTW_lSlﬁ:bB SENTw_naW_me int | 1322

¢ nt f {20 | 1llf theta subunit ot P33 Cell tein
yebU PCN061_1884
rRNA (cytosine-C(5)-)-methyltransferasg

Escherichia coli PCN061

hyp
AA102_21050 AA102_21055AH@060 yebU AA102_21100
exddeoxyribonucleasgy L) II!subunit theta RNA methyltransferase RsmF

Escherichia coli strain CFSAN029787

P 901
e |lf subunit theta hypoth protein

Klebsiella pneumoniae subsp. pneumoniae Kp13

CH55_891  yol
er resistance D family

Yersinia pestis strain Harbin35




F464_1951 A4p4_ 1964 A464_1965
hyptthetical prileiltipopolysaccharid saminetransferase DNA polymergiseRllttfive amido hydrplase

A46f_1956 A46p_1959 A A464_1962 64_1963
hypotheficdl protein hypotheMl protein Puthyipet per reSipecegsistehce protdin C precursor

Salmonella bongori N268-08

LI
peptidogiyo]

L189_12320 LJ89_12335 189_1233
s resistance prdtgpofhetical pfotein ferritin

Yersinia enterocolitica strain FORC-002

DNArecombina:

A380340.1_orf_1

Salmonella enterica subsp. enterica serovar Gallinarum DNA recombinase pseudogene

AV@E av{7 oekss I AV
tail fiber apsemply protein | | lyti¢ enaydothetical profein
AV17_06680 AV17_06690 AV_ - AV1l720
type Il [secretion protein| SopE2 pothetical protei integrag| integrasaogiq e VI lytic| yme

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20111514 genome—p.c.VAL54.69%-taxID1412539

AY17_065] AV17_06540 Al 5

hypo'letical p| membrane prdigpo ot
AV17_06520 uAv17_oeszsAMﬁ¢s30 A 5 AV]L7_06%60
exolleoxyuiuo: f g I_II| subunit theta exliisionése

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20111514 genome—p.c.VAL98.02%-tax|D1412539




avfa_osd7o AVfL4_06q80 A
tail fiber gssemfily protein
AV 715
11} Iyti'me

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120544 genome—p.c.VAL54.69%-taxID1412536

type,

hyp tei _
AV14_06515 AV14 06520 |AVil4 06925 Afu_oes]ss
ekodeoxyribonuclease [fhypotheticBiNbtopeiyiefase lllfsubunit theta ekcisionaie

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120544 genome—p.c.VAL98.02%-tax|D1412536

hyp|

L282_4228 |'l L282_4229 L182_42130 L2¢214B2 4 8 yebU L282_4239
exodeoxyribc [fnitrogen | IIIIsubunittheta hypothgtiotietida| roffNA (cytosine—C(5)-)-methyltransferase RsmF|

Escherichia coli APEC IMT5155

AP17_059p5 Al|17705q15 Al
tail agsembly grotein Iyt
AU 950
Iyti me

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20110354

[

"y tei _

I( AU17_05780 H AU17_05785 AEF7_05190 | AU17_05810 |
€]

odeoxyribonuclease jf-nitrogen I Illlsubunit theta | integrase |
Salmonella enterica subsp. enterica serovar Enteritidis str. EC20110354




Shewmr4_1662 ewmr4_16$3 Shewmrd_1664 |

IA polymerase lIl, delta primé\spbuf biogenesig protein pilZ hydrolase, TatD family |
Shewmr4_1665 |
putative RNA methylase, NOL1/NOP2/sun family |

Shewanella sp. MR-4

AY43_066B5 APAS_OSG*)S
tail fiber pssembly protein | |
AV43_06690 AV43_06700 | A AV43_06710
type Ill secretion protein Sopf2 hypothetical protein q

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121671 genome—p.c.VAL54.69%-tax|D1412565

hy ein _
AV43_06530 AV43_06535 AY43_065ho ﬁVaz_oes?p
exodeoxyribonuclease X || hypothetical pRiteirpolymgrase Il *ubunn theta r{xmsmnas*

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121671 genome—p.c.VAL98.02%-tax|D1412565

A58 066l AY58_06645 A58 067

tail fiber ssemblb/ protein | | lyfic enzy
AV58_06680 AV58_06690 | A AV58_06700 AV 20
type lll secretion protein Sopf2 hypothetical protein g | Iyt e

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121986 genome—p.c.VAL54.69%-taxID1412580

h ein _
AV58_06520 AV58_06525 AY58_065p0 qus_oesao
exodeoxyribonuclease X || hypothetical pigirpolymgrase IiI *ubunit theta *xcisionasj&

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121986 genome—p.c.VAL98.02%-tax|D1412580




AMEC673_09795 AMEC673_09800 AMEC673_09815 MEC673_0982
serine/threonine protein kinase CGanyleioAnhiydsteestackty | ne patch superfami e putative|periplasmic immu@@gedigmain—containing protein

Alteromonas macleodii str. 'English Channel 673'

hy, ein

AV31_08280 AV31_08285 |
xodeoxyribonuclease hypothetical protein |

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120697 genome—p.c.VAL64.46%-tax|D1412553

A31_08445 A1317084F5
tail fiber pssembly protein | |
| AV31_08460 | AV. 85
hypothetical protein Iyti me

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120697 genome—p.c.VAL54.69%-tax|D1412553

V469_11405 V469_11410 V469_11415 |
ATPase AAA DNAse recombinase |
yebU V469_11425 V469_11430
hyp RNA methyltransferase RsmF mammalian cell entry protein
Aeromonas hydrophila J-1
ECE24377A_2064 CE: 4377A_1066 holE ECIE2437 4 ECE24377A_2072
putative RNA methylase, NOL1/NOP2/sun sigrl/edt hypothetfeal protein DNA polymel'ase 1} lase, carbon-nitrogen family

ECE24377A 2069  E]E24377A_2470
copper resistance pouppel istance pro‘ein CopC

Escherichia coli E24377A

serine/t




CH45_2455 CH45_2457
HA45_245
hyp¢thetiqali otein

Yersinia pestis strain Nairobi genome-p.c.VAL86.92%—tax|D632

crsAN002050 5815 CFSA.lSBZS cFSANoozosﬁcmmoozoso_wsstjp
lase

hypqthetical prl)tein DNA polym#ase 1l n-nitrogen family hydi
CFSANO0$20%0_15820 FS 840
tail|profein hyj lein

Salmonella enterica subsp. enterica Serovar Cubana str. CFSAN002050

yebU ECR091_12800
RNA methyltransferase RsmF

Cl 05 ECI*OQl_l 83! ECR091_12840 ECRO091_12845
pof otein DNA polym#ase 1 bon-nitrogen hydrolagxodeoxyribonuclease

E 0
serineft hatase hyp| ein

Enterobacter cloacae ECR091

AU43_05930 AU 40 Al 6y AU43_05970
tail fiber hssembly protein tase q diypothetical protei

typ

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20100134

A

AU43_05810 AU43_05815 AJa3_osgo 0
xodeoxyribonuclease hypothetical phbéepolymdrase I isubunit theta

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20100134




S' MMW_185}31

ST 5] STMMW_18581
DNA polymetase @ofibgrved hypothetical grotein

L

S 61
ative ce protein

Salmonella enterica subsp. enterica serovar Typhimurium str. D23580 —p.c.VAL98.02%—tax|D568708|RFAM_PROOFED_NEW

af72_oszho

AV[2_08%40] AV72_08545
DNA polymefase lll|suhypothetical proteil

e*cisiona}e

A i AV72_08530 b
yed | hyp btein

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121177 genome—p.c.VAL98.02%-tax|D1412594

jase Illljsubunit theta

Klebsiella pneumoniae subsp. pneumoniae KPNIH24

CFSA| AN001992_02p90
I rted phage prdtein

[ CcFsAN001992_02075

ibor

CFs
hyp
CIFSANOO1992_0204H=SAN001992_0W702055
L

JfEnitrogent

llljsubunit theta

CFSAN001992_02080 |

| phage integrase exodeoxyribonuclease 8
Salmonella enterica subsp. enterica serovar Javiana str. CFSAN001992

yebU EC958_2054
hypothetical protein

holE EC958]| 20 EC958_ 2063
DNA polymefase Ill|thdhypothetical protei

Escherichia coli ST131 strain EC958




yebU P423_09730
rRNA methyltransferase

P§23_097f0 P423_09775
DNA polymérase lll fub hypothetical protein

Escherichia coli JJ1886

L085_18950
hypothetical profein

Serratia sp. FS14

AW70_18790
LygF

AW70_18750 A 0
hypothetical protein Ph: ge

Salmonella enterica subsp. enterica serovar Montevideo str. USDA-ARS-USMARC-1921

B0
Copper rg el otein

AW70_18620 H AW70_18630 A%/70_186|40

Exodeoxyribonuclease 10 protein yobBNA polymgrase Il 1ubunit theta hypothetical|protein

Salmonella enterica subsp. enterica serovar Montevideo str. USDA-ARS-USMARC-1921

ETEE_3656 | ETHE 3657 [ ETEE_3658
Hypothetical protein | Hypothetica| protein | Putative autotransporter protein

Edwardsiella tarda 080813




type bpE2

AV['7_06705 AV77_06915 A
tail fiber 3ssemily protein Iyt
AV 750

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20100089 genome—p.c.VAL54.69%-taxID1412599

hyp te _
AV77_06550 AV77_06555 [AV[7_06460 A\{77_065b0
ekodeoxyribonuclease [fypotheticAN#qgielgnefase llifsubunit theta etcisionﬁe

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20100089 genome—p.c.VAL98.02%-tax|D1412599

[SNiH2_06BgNIH2_06320PsN[H2_dss30
hyjothetical hetical pifotein |
PSNIH2_06485S|IH2_0§490 [ PsniHz 0e510 | PsNiHz_o525

ase Illfsubunit theta |_

Pantoea sp. PSNIH2

yebU ECNIH3_12865 Cl 870 ECNIH3_1290] ECNIH3_12905 ECNIH3_12910
RNA methyltransferase RsmF ol rotein DNA polymefase IlI on-nitrogen hydrﬁudeoxyribonucleasJ X
Ef 5
serine/th| phatase lyp tein

Enterobacter cloacae ECNIH3

SE 09810 SEEC] ECO0708_009830

hypg rotein Iyti

SEECO0708_009780|[SEEC0708_009 CPp708_(o9790 SE 815 |SEECD708_009820| SEEC! 09835
e|<0deoxyrib0nucleaseIfon—nitrogﬁhlhmw ase lllfsubunit theta Iyti me

Salmonella enterica subsp. enterica serovar Choleraesuis str. ATCC 10708




KPREQZB_%S KPR0928_16545
1 .

DNA poly 1 mn P
KP} 5

hyp ein

Klebsiella pneumoniae subsp. pneumoniae KPR0928

ECs2545 BA000007.2_orf_259ECs254( orf_2598 ECs2552 BA0000BE.82553 BA000007.2_orf] 2604
putative rRNA methylase hypo] i i DNA polymefase Ill the| hypothetical protein

orf_2602

Escherichia coli O157H7 str. Sakai DNA

EAE_22745 EAE_22750 | efE_227fo[  EAE_22775
fimbrial biogenesis outer membrane usherprotein coat U domain—containing pr{)tein DNA polymetase Ill fekodeoxyribonuclease

hyp ein
Enterobacter aerogenes KCTC 2190

Aoz _osdoo AJo1_06700
tail fiber @ssembjy protein | |

AV01_06705
hypothetical protein

typq
Salmonella enterica subsp. enterica serovar Enteritidis str. SA20091739 genome—-p.c.VAL54.69%—tax|D1412523

hyml _
AV01_06535 AV01_06540 | Ao1_o6H45 AP01_065}5
xodeoxyribonuclease X| hypotheticaDptatpiiymefase Ill ubunit theta ekcisionaie

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20091739 genome-p.c.VAL98.02%-tax|D1412523




AJ64_06680 A\f647066}30 A64_0671{ AV64_06720
tail fiber ssemb'y protein | | lyfic enzy: =
AV64_06685 AV64_06695 | p | AV.ZS
type Il secretion protein SofE2 hypothetical protein egrase e 1} Iyti Ime

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20100100 genome—p.c.VAL54.69%-tax|D1412586

hy,
AV64_06525 AV64_06530 AJ64_065B5
lexodeoxyribonuclease hypothetical pridieipolymgrase Il {;ubunit theta

Av64_06545

4xcisiona5}a

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20100100 genome—p.c.VAL98.02%-tax|D1412586

yebU LI62_14870
RNA methyltransferase RsmF

Lp2_149]0 L162_14915 L162_14920
DNA polymdrase 11l $ubgrbon-—nitrogen hydrolaggxodeoxyribonuclease

serine/| hatase ein

Enterobacter cloacae strain 34977

B224_2299 B224_2300 B224_2301 | B2pa_2po2 B2§4_2Bo3
NA polymerase |ll, delta’ subuniffative deoxyribonuclease Y{¢fH phage integrase family protein | hypothgticallprotein hypoth#tica‘ protein

B224_2304 B224_2306
rRNA —-methyltransferase RsmF paraquat-inducible protein B

Aeromonas media WS

eci ofkso
Ccopper r ein hyputhttical protein
ECL_01452 ECL_01453 EPL_014}4 EfL_014ps EfL_o014bo [EcL_o1461] EC
ondeoxyribonuclease )Hatase and apdlipN@p rase |1l Imliem'smeta hypol‘]etical Hrotein hypothetical drolein hygothetical pi

Enterobacter cloacae subsp. cloacae ATCC 13047




| Shal195_2569 al195_25 Sbal195_2571
| hydrolase, TatD faryipe IV |pilug biogen polymerase IlI, delta prime sul

Shewanella baltica 0S195

W909_09245 59909_09260
| KipR | hytothetical pro#in

1909_0924 w§09_09350
TdcF hypothetical grotei hyp| tein

Dickeya zeae EC1

| Shal195_2568
| RNA methylase, NOL1/NOP2/sun family

SeSA_A2022 SeSA_A2023 S SA7A20'24 quA7A2 30 SeSA_A2031
exodeoxyribonuclease 8 phage integrase conservdd doml lase, carbon—nitrogen family

sefA_AspSA_A20}1 SeS,
Ijtic enzy

in CopC

Salmonella enterica subsp. enterica serovar Schwarzengrund str. CVM19633

A27_05980 AV 40 A2 AV27_05970
tail fiber semb|y protein DN, tase lygc enzymdiypothetical protei
AV27_05935 AV27_05945 A ; Av'75
type Il secretion protein SojE2 hypothetical protein integrase e 1] Iyti me

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20111510 genome—p.c.VAL54.69%-taxID1412549

hy ein _
AV27_05810 AV27_05815 Af27_0s8po 0
xodeoxyribonuclease hypothetical préfejolymdrase Il {subunit theta

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20111510 genome—p.c.VAL98.02%-tax|D1412549




rsmF WFL_09850
rRNA (cytosine-C(5)-)-methyltransferase RsmF

holfWFL_0pss{  yobB WFL_09890
DNA polym#rase i n—nitrogen family hydrglase

Escherichia coli W

SPC_1850
hypothetical pro pL

exoX SPC_1838
exodeoxyribonuclease X

|

SPC_1839 holf SPC_1p40

Y] SPC_1 8
putative cf ein hypottpef ge|

hypthetical prdtein

I SPC_1853

Salmonella enterica subsp. enterica serovar Paratyphi C strain RKS4594

hypothetical gdtaipolymerase Ill,iheta subunit

740 SPYCDC_1y41
roteihypothetical pfotein

SPC_1844 S 8
putative phage integrase prot}zin hypott rotein

Salmonella enterica subsp. enterica serovar Paratyphi C strain RKS4594

1!

rsmF ECD_01806
rRNA m(5)C1407 methyltransferase, SAM-depend¢hgr;

SPUCDC_1742 | holE QPUCDC‘JJI SPUCDC_1747
putative integrase | DNA polym#ase I, fhetd hypothetical protein
45
hyj e protein

Salmonella enterica subsp. enterica serovar Gallinarum/pullorum str. CDC1983-67

sdsR HCD_n04325 hOIEI ECD_0}81] yobB ECD_01814
DNA polym#ase 1, N hydrolase family prot¢in

serine/thred

Escherichia coli BL21(DE3)




SE 461 SEE N550_008480
hyp teil I othetical profein
JSEEN550_008435 ”SEEN550_008 EN550_0ps44s5 SEE| 8465 | SEEN550_008470

el ibont fon-nitroga f lifsubunit theta i |

Salmonella enterica subsp. enterica serovar Newport str. CVM 21550

rsmF SG46_1873
16S rRIJA m(5)C1407 methyltransferase,SAl

1875 ryeA|SG46, tl877 holE [5G46_|18] yobB SG46_1883
DNA polymerpse I tein
bye 81
ptein

Escherichia coli strain SQ110

serine/threoni

SMWW4_v1¢19110 SMWW4_v1c19120
e recT family protein exodeoxyribonuclease

Serratia marcescens WW4

hyp

[ AB180_04550 J_I AB180_04555 hB{80_04k60
p i fpdn—nitroge f Il|subunit theta

yebU AB180_04595
RNA methyltransferase RsmF

Citrobacter freundii strain CAV1321

DNA polymefase IlI

Salmonella enterica subsp. enterica serovar Heidelberg str. B182




ETAE_1637
hypothetical protein

iprotein

[ETAE_1641 ETAE_1642
putative qilsy—l prophagehppothetical protein

Edwardsiella tarda EIB202

HTAE_159p | ETAE_1593 cog149] ETAEnd ETAE J1595
i “.H

putative phhge integifase proteputative phage integrase @i rophagk protein

Edwardsiella tarda EIB202

A3UG_13840 A3WG_13B6J A3UG_13865 A3UG_13870
glycosyl transferase DNA polymefase llijsu| protein YobB e)Hdeoxyribonucleasl X
5
yp! tein CopC

Enterobacter cloacae subsp. dissolvens SDM

AVB5_06675 AVFFLOGQSS AVB5_06]1 Av8 715
tail fiber ly protein | Iytig enz} n

AV85_06680 AV85_06690 AV
type |l secretion protein §opE2 hypothetical protein me

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120686 genome—p.c.VAL54.69%-taxID1412607

5
hyp tei

,L AV85_06520 JL AV85_06525 ths_oeino A\{85706*0
expdeoxyribe qpyp: i ’l.c.lmc Ill|subunit theta e)kcisionai;e

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120686 genome—p.c.VAL98.02%-tax|D1412607




sphatase

hyp

J EO53_08675 Jl EO53_08680 ltoEs_osbss
eq L 1t iy Il subunit theta

yebU EO53_08725
RNA methyltransferase RsmF

Escherichia coli str. K-12 substr. MG1655

AUT4_06f00 AUF4_06f10 AUF4_06f{AU74_06740
tail fiber assemiply protein | | Iytif enzigy in
AU74_06705 AU74_06715 Al | AU74_06725 AU 745
type Il secretion protein L}pEZ hypothetical protein i 1v g Wit Iytic}

Salmonella enterica subsp. enterica serovar Enteritidis str. SA19971331 genome-p.c.VAL54.69%—taxID1412496

0

hypt ote
AU74_06545 AU74_06550 AUF4_06p55 0 ALI74_06385
exldeoxyribonucleasHypothemm\mo i e |ll| subunit theta e>{cision§.lse

Salmonella enterica subsp. enterica serovar Enteritidis str. SA19971331 genome-p.c.VAL98.02%-taxID1412496

yebU ECRM13514_2342  ECRMiasadnaf351}_2344 holE ECTMIST%CRMIE)SMLBSI
orHy ECRM13514_EW5T135141 ECRM13514723E1M135147F349

Escherichia coli 0145H28 str. RM13514

BZ22_298B722 2942
putativé mem hetical pfotein

Yersinia pseudotuberculosis YPIII




| CH62_284qH62_283|4
putati\k etical p!lolein

Yersinia pestis strain Java9

40 holE ARN_(11480 | pabB ARN_01510
DNA polymeiase Illfsubunit theta paia-aminobenzoate synthase component |

ARN_01460 h
ferritin g

Arsenophonus nasoniae whole genome shotgun assembly

ARN_01390
tail-specific protease precursor(C-terminal-processing peptida

KR75_25130
deoxyribonucleasg X

DNA polymefase il

KF{75_25105
hypottetical drotem

Klebsiella variicola strain DX120E

AUB2_06{00
tail fiber ly protein

type

AuUp2_ 0619 Aus2_06740
Iyt enzyfrypoth:

Salmonella enterica subsp. enterica serovar Enteritidis str. SA19970769 genome—-p.c.VAL54.69%—tax|D1412474

hyp tei _
AU52_06545 |_l AU52_06550 I/quz_ms%ss Alfsz_erhs
exodeoxyribc |fyp: AN | Iljsubunit theta e*cisioni*e

Salmonella enterica subsp. enterica serovar Enteritidis str. SA19970769 genome-p.c.VAL98.02%-tax|D1412474




yebU SH04_13215

5 sfio4 13245 SHO04_13260
DNA polymprase lll uibuj  hypothetical protein

Escherichia coli K-12 strain ER3446

MASE_09550 MASE_09555 MASE_09570 MASE_09575
serine/threonine protein kinase acylcahanticettpdiasds/ace! patch superfamily pr putative periplasmic immunog&Ad¢-omain—containing protein

Alteromonas macleodii ATCC 27126

| SPA1012 |
| | put: ase
SPA1008 pagO SPA1010 | S| SPA1014
utative membrane pyqrefl rotei putative membrane protein | putati rotein hypoth rdtgpgthetical prgtein

Salmonella enterica subsp. enterica serovar Paratyphi A str. ATCC 9150

I SPA1003

hypothetical prote|n

SPA1001
hypothetical protein putative e protein hypot

Salmonella enterica subsp. enterica serovar Paratyphi A str. ATCC 9150

sHAd SPA0999
putative i jotdtic ptein hypothetical protein

exoX SPA0991 SPA0992 hgE SPAO$3 SPA0998 |
exodeoxyribonuclease X [¢nserved hypotheticBll lym¢rase I, lheta subunit

Salmonella enterica subsp. enterica serovar Paratyphi A str. ATCC 9150




| Shal678_2571
| RNA methylase, NOL1/NOP2/sun family

| Sbal678_2572 al678_25 Sbal678_2574
| hydrolase, TatD family tjpe IV pilus assBMA polymerase lll, delta prime sul

Shewanella baltica OS678

yebU ECRM12761_11060 EFRgilzmac 2761]11070 holE EckM127d|1__1| ECRM12761_11105
pphA ECRM12761_110]E(:12mﬁM12761_11| ECRM12761_11090 EC|ZM12761_11P95

Escherichia coli 0145H28 str. RM12761

E 5 E\[46_11§15
multiple stress e protel In DNA polymdrase 1] Fubunit theta
0 E»{Zs_uﬂoo EV46_11910 |

otein cold—Ehuck éotem hyj ein ferritin

Pectobacterium atrosepticum strain JG10-08

A\84 06680 A\{847066P0 A{84 06711 AV84 06720
tail fiber ssembly protein | | ly§c enz =
AV84_06685 AV84_06695 | A | AvIzs
typp Ill secretion protein SogE2 hypothetical protein integrase e Il Iyti me

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120597 genome—p.c.VAL54.69%-taxID1412606

hy ein _
AV84_06525 AV84_06530 AJ84_06555 /\534_06535
xodeoxyribonuclease hypothetical pisgejolymdrase 11 l;ubunit theta elxcisionas}a

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120597 genome—p.c.VAL98.02%-tax|D1412606




hyp tei _

AU55_06675 UB5_064380 All;55706 7110
ypothetidaN#gielpmefase llljsubunit theta etCiSiO"ﬂe

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20084384 genome-p.c.VAL98.02%—tax|D1412477

rsmF ER2796_1886 yehV o

obB ER2796_1894
dghypothetical protein|

serine/threoni

Escherichia coli ER2796

AUB3_06705
tail fiber 3ssemHly protein

Al 4 AU63_06745
AU 750
11} Iyti me

Salmonella enterica subsp. enterica serovar Enteritidis str. SA19981522 genome-p.c.VAL54.69%—tax|D1412485

type

hyp teil

AUB3_06555 Up3_06460 A¢63706§P0
lypothetidaNgqtelpmefase Ilifsubunit theta etcisiong}e

Salmonella enterica subsp. enterica serovar Enteritidis str. SA19981522 genome-p.c.VAL98.02%—tax|D1412485

AB186_23600 AB{s6_23po0s

k DI 1llfsubunit theta
e e B

Klebsiella pneumoniae strain CAV1344




5
hypt tei
AV69_06520 AV69_06525 RAVH9 06530 A\.{69706360
exI)deoxyribonucleasﬂypotheunuﬁp imefase Il subunit theta e)IcisionaI;e

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20130348 genome—p.c.VAL98.02%-taxID1412591

C813_01100C8y3 01}05
e Ill|subunit theta

Ci 0
hypo'otein serinelthr-sphatase

Enterobacter sacchari SP1

hyp

BU34_24020 BU34_24025 |
exdgdeoxyribonucleasfiypothetical protei+

yebU BU34_24065
RNA methyltransferase RsmF

Escherichia coli strain ST540

V428_11975 yebU V428_11980
mammalian cell entry protein RNA methyltransferase RsmF

V428_11990 V428_11995 V428_12000
recombinase DNAse ATPase AAA

Aeromonas hydrophila AL0O9-71

AUPB5_06B25 AUPB5_06835 AU55_06865
tail fiber gssemiply protein i hetical prot¢in

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20084384 genome-p.c.VAL54.69%—tax|D1412477




| ABY61_00595 ABY61_00600
| spore coat protein U fimbrial assembly protein

Enterobacter aerogenes strain CAV1320

YEW_HU34490
hypothetical drotein

Yersinia enterocolitica W22703 biovar 2

yebU AP0122| yebU ECDHIMEB569dng#ea HIME}B809278geA ECDHIMESE69_00034
RNA (cy ~C(5)-)-meth b

Escherichia coli DH1 (ME8569) DNA

6
PrOtemSphatase 1
txo)( P12B_c124H P12B_c1242hdIE]| 243 | yebU P12B_c1248
Exof ibor HyROthetizhlky i heta subunit I*NA and rRNA cytosine-C5-methyl

Escherichia coli P12b

AV$9_06p75 AVEB9_06p85 |AV69_06715
tail fiber assemiply protein othetical protpin

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20130348 genome—p.c.VAL54.69%-tax|D1412591




ABfrs5_15965 [ ABTS55_15970

H ABT55_15975

|

DNA polqurase Il $utog 1-nitrogen hy i
hy in
Enterobacter cloacae strain UW5
Ale1_oseps Al
tail fiber pssembly protein | lyi
AU61_06680 | A

ty) hypothetical protein

| AU61_06690
integrase €

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20121703 genome-p.c.VAL54.69%-tax|D1412483

hy,

AU61_06510
lexodeoxyribonuclease X|

AU61_06515 61_065p0
hypothetical [dtaipolymdrase I {;ubumt theta

Aus1_ossdo

- i_iXCiSionas

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20121703 genome-p.c.VAL98.02%-tax|D1412483

yobB BWG_1657
conserved protein

rsmF BWG_1649
predicted methyltransferase

ryef BWG_J227

hol BWG_]65
DNA polymefase lll, fhe

Escherichia coli BW2952

ryeA E{HMS174_o1827

rsmF ECHMS174_01823
16S rRNA m[5]C1407 methyltransferase

yeby E

holE EqHMSI7?__Q|0bB ECHMS174_0183;

DNA polymerase IlI, theta subunit, subunit ofDNA pol*merase IIl,| conserved protein tolymerase 1I1,holoenzyme

protein phosphatase 1 mo

Escherichia coli ECHMS174Chr




SerAS9_1895
hypothetical protéiy|

SerAS9_1891 1L896 S 8
ppper reg q protein hyp tein
SerAS9_1897
alpha/beta hydrolase fold

Serratia plymuthica AS9

hyp

CF61_13225 CF61 13230 |
ibor dpypothetical protein|

yebU CF61_13270
RNA methyltransferase RsmF

Escherichia coli strain ST540

VY86_18095
carboxy-terminal protease

VY86_18060 VY86_18070
VYB6_18055 \% 80
DNA polymefase lll|subunit theta hypott rotein

AVB5_06490 AVB5_06100
tail fiber gssemly protein
AV35_06695

type
Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121542 genome—p.c.VAL54.69%-taxID1412557

hypm _
AV35_06535 u AV35_06540 5st_06345 A\f35_065|75
efodeoxyribc IK i | llljsubunit theta e*cisionaie

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121542 genome—p.c.VAL98.02%-tax|D1412557




A57_06695
tail fiber pssembly protein

Af57_067ps
|

A Bl Av57_06735
I dypothetical protei
AV

AV57_06710 | Al | AV57_06720 40
ty| E2 hypothetical protein integrase € I Iyti me
Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121989 genome—p.c.VAL54.69%-taxID1412579
v ein _
AV57_06540 AV57_06545 57_06550 4757_06530
xodeoxyribonuclease hypothetical pfiteipolymdrase 111 {;ubunit theta 4xcisionasia

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121989 genome-—p.c.VAL98.02%-taxID1412579

ftnA YPD4_1579

putative cf

ein

YPD4_1581
ative copper resistance proteirpiZp|

PD4_158:

Af24_067p0

putative] acyl carri

Yersinia pestis D106004

AU24_o6do0
tail fiber pssembly protein

Al P{ AU24_06730
I dypothetical protei

AU24_06705 | Al | AU24 06715 AU 35
ty) E2 hypothetical protein integrase Il Iyti me
Salmonella enterica subsp. enterica serovar Enteritidis str. EC20110361
v ein _
AU24_06535 AU24_06540 Af24_06545 4124_06515
xodeoxyribonuclease hypothetical piteipolymdrase 111 {;ubunit theta elxcisionasia

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20110361




JT31_21655
protease 2 hyp tein|

JT31_21660 JTB1_21€65
»rodeoxyribordblagsaltmerase Il jsubunit theta

o]

Cedecea neteri strain SSMD04

AUK4_06475
tail fiber ly protein

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120002 genome—p.c.VAL54.69%-tax|D1412466

15
hyp rotein
l AU44_06525 H} 'AU44_06530 Mmss [ 'AU44_26220 Ak|iA4_065F5
eKc b €]

K onuclease ppon-nitre f LI |subun|t theta | integrase cisionaﬂe

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120002 genome—p.c.VAL98.02%-tax|D1412466

| 'Sput200_2233

| RNA methylase, NOL1/NOP2/sun family

_ [ Spu2002232 |sfut20027) Sput200_2236 Sput200_2238
TatD—rPIated deoxyribonuctedk P—bﬁulalpolymerase Il delta prime s

Shewanella putrefaciens 200

rsmF ECH74115_2568 EC}-‘;4115 k573 holE EGH74115_| ECH74115_2578
rijosomal RNA small subunit methyltransf DNA polymerta dise, carbon-nitroger| family

Escherichia coli O157H7 str. EC4115




>

af21_osdss Af21_o66bs b{™ AU21_06725
tail fiber hssembly protein | | :
AU21_06700 | A ; AU.730
ty) E2 hypothetical protein integrase e Il Iyt me

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20110359

hy! ein _
AU21_06525 AU21_06530 AJ21_ 06585 A[]zl_ossas
xodeoxyribonuclease hypothetical piéfejpolymgrase 111 lsubunit theta 4xcisionasia

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20110359

R haq72§|76 Rghaq_2g78 Rahag_2B80 Rghag_28B5
| DNA polymerase Il peta subunit

Rahaq_2873 haq_2814| Rahaq_2875
Integrase catalytic region | I53/1S911]

Rahnella sp. Y9602

LH86_17975
DNA polymdrase Il fubt
LH86_17955
transporter hyp| ein

Cedecea neteri strain ND14a

JT31_21970 | JT31_21990
bacteriophage protein | transporter

Cedecea neteri strain SSMD04




9365 SE EEP7378_00938:
otein I hypothetical protein|

SEEP7378_009335 SEEP7378_009340 SEE! 7378_0¢)9345 | SEEP7378_009370 SEEP7378_009375
exodeoxyribonuclease X garbon-nitrogen Iykirol mgrase Il *ubunit theta | integrase

Salmonella enterica subsp. enterica serovar Panama str. ATCC 7378

AY51_066p5 Af51_067i)5 A B] AV51 06735
tail fiber pssemblly protein | | y =
AV51_06710 | A AV51_06720 AV 40
ty) 2 hypothetical protein q | Iyt e

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20122045 genome—p.c.VAL54.69%-tax|D1412573

hy ein _
AV51_06540 AV51_06545 AY51_065F0 &51_06530
exodeoxyribonuclease X || hypothetical pRiteirpolymgrase Il *ubunit theta *xcisionas*

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20122045 genome—p.c.VAL98.02%-taxID1412573

AY96_059p0 AV 60 A

tail fiber pssembly protein DN. tase [
AV96_05965 A AV96_05975 AV 95
ty) 2 hypothetical protein q [ Iyti.ne

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120929

h ein _
AV96_05830 AV96_05835 Af96_058ho o
exodeoxyribonuclease X || hypothetical pigirpolymgrase IiI *ubunit theta

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120929




TY21A_05165 |

TY! 70 TY21A Op1j
hypotl rotein hypothdtical pr] putat] rase

Ty2fA0p190

TY21A _05155TY. 160
hypothefictdtpreieine| ran|

hypothetical protein |

hy,
TY21A_05100

hy ein hypothgtical|protein

Salmonella enterica subsp. enterica serovar Typhi str. Ty21a

TY] 40
ein putative phage en A-binding protein

TY21A_05095
lexodeoxyribonuclease X|

TYp1A 0505
hypothetical [pdtaipolymdrase 111 #ubunit theta

A‘f787067k5

; 5 _

ph se
Salmonella enterica subsp. enterica serovar Typhi str. Ty21a

A\78_067[L5
tail fiber ssemb‘y protein | |

AV78_06720

AV78_06730 |

A\78 _067p] AV78_06755
lyfic en: ypothetical protei

tyfle Il secretion protein SopfE2

hypothetical protein

hy

AV78_06565

A AV78_06740 AV 60
integrase € I Iyti Ime

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20100325 genome—p.c.VAL54.69%-tax|D1412600

Av7g_oe6qo

AV78_06560
lexodeoxyribonuclease X|

Af78_065f0
hypothetical pdtaipolymdrase 1 #ubunii theta

yebU ECNA114_1881

- I_Ixcisionas

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20100325 genome—p.c.VAL98.02%-taxID1412600

rRNA cytosine-C5-methyltransferase

EC*A114 884 yobB ECNA114_1890
DNA ponmdrase Il fhety Hypothetical protein

Escherichia coli NA114




71 osdlro Af71_osspo af72067p]  AUTL 06710
tail fiber ssembv protein | | lyfic en: =
AU71_06675 AU71_06685 | A AU71_06695 AU 15
tyge Il secretion protein Sopf2 hypothetical protein o o Iyti.me

Salmonella enterica subsp. enterica serovar Enteritidis str. SA19942384 genome—-p.c.VAL54.69%—tax|D1412493

hy ein _
AU71_06515 AU71_06520 Ap71_065p5 4]71_06535
exodeoxyribonuclease X|| hypothetical gdtdipolymdrase Il #ubunit theta elxcisionas}z

Salmonella enterica subsp. enterica serovar Enteritidis str. SA19942384 genome-p.c.VAL98.02%-tax|D1412493

| Ssed_2644
| putative RNA methylase, NOL1/NOP2/sun family

| Ssed_2645 ISsed_2646] Ssed_2647 Ssed_2649
| hydrolase, TatD familytypg: IV jpilus assen] DNA-directed DNA polymerase aminodeoxychorismate lyase

Shewanella sediminis HAW-EB3

Afoo_oeebo AYo0_067po afo0_o67pd  Av00_06730
tail fiber ssembv protein | | lyfic en: =
AV00_06695 AV00_06705 | A AV00_06715 AV 35
tye Il secretion protein Sopf2 hypothetical protein o 11 Iyti me

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20093538 genome—p.c.VAL54.69%—tax|D1412522

hy ein _
AV00_06535 AV00_06540 AJ00_065)5 Apoo_oesﬂs
exodeoxyribonuclease X|| hypothetical gpdtdipolymdrase Il #ubunit theta elxcisionas}z

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20093538 genome—-p.c.VAL98.02%-tax|D1412522




nyp tei -

M942_11330 M942_11335 [M442_ 11340 M 70 yebU M942_11375
ejodeoxyribonucleasep-nitrogen 2hiA ase lllfsubunit theta hypot rof] rRNA methyltransferase

Enterobacter cloacae P101

YPK_2433 |YPK_243
conservgaidigpotifatitghown funcfion DUF1493

YPK_2436 YPK_2438
mpper resistance D doopgierpe] i Ferroxidase

Yersinia pseudotuberculosis YPIII

L960_1138
rijosomal RNA small subunit methyltransfer.

L960_1145 L960_1146
DNA polymefase lll}suff hypothetical protein

C precursor

serine/threoni

Escherichia coli B7TA

yebU ADZ27_09475
RNA methyltransferase RsmF

AD}27_091{ ADZ27_09520
DNA polymefase Il sull hypothetical protein

tein

Escherichia coli strain DH1Ec104

EbC_24800 EbC_24820 | holE[EbC_2}8}
Befa-lactamase domain proan_| L-serine dehydratase | DNA polymefase Il th
T)c_zuqo Ebd 24810 Elfc_248]
Uncharpcterized|protein Uncharaciﬂed protein Unchardgcteri L] nce protein

Erwinia billingiae strain Eb661 complete —p.c.VAL84.26%-taxID634500|RFAM_PROOFED_NEW




D| 9 d586_21
Protein of unk tiorjiJF2511 Endorilonu I in family 3

rfdss6_216p 4d586m16JZ171 | Ddsse_2172 |
conservecl hypothetii:al protein conserve(’ t al : il " ional Icl‘e family

Dickeya dadantii Ech586

S 20 STMDT12_C18960
integrase

SMDT12_ST84| TM|
phage ta]l assembly-Iiy P tein

Salmonella enterica subsp. enterica serovar Typhimurium str. T000240 DNA

gpP PANAS3[ gpQ PANA5342_1985
terminase,IA X family phage portal protgin
flla PANAS347 1983

major tail tukt protei* (protein FIl)

Pantoea ananatis LMG 5342 main —p.c.VAL83.18%-taxID1123863

AN203_10570 || AN203_10575AN403_14580

excldeoxyrihn leas ol II!subunittheta

yebU AN203_10620
RNA methyltransferase RsmF

Escherichia coli strain SF-088

STM14_2275

Salmonella enterica subsp. enterica serovar Typhimurium str. 14028S




yebU SH03_13225

stfo3_13%5 SHO03_13270
DNA polymdrase ll fub] hypothetical protein

Escherichia coli K-12 strain ER3445

Y4 BZ23_1289
bpper resistance D family protefmyp ein

92 pz23_1294
hyppthet tical|protein putativq membranﬂ protein

Yersinia pseudotuberculosis strain 1

AY18_06680 ALF187068P0 AJ18_06 AU18_06720
tail fiber pssembly protein | | lyjic enzymeypothetical protei
AU18_06685 AU18_06695 | Al AU18_06705 AU18_06710 I AU 25
type Il secretion protein SogE2 hypothetical protein integrase odeoxyribonuclease VI|I Iyt e

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20110356

v ein _
AU18_06525 AU18_06530 Al18_065ks 4]18706535
lexodeoxyribonuclease hypothetical prsi&ipolymdrase 111 {;ubunil theta e{xcisionas}a

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20110356

CFS] 70! CFSAN00192: SAN001921_077%5

hy ein lyfic enzyi

CFSANO001921_07680 ||CFSAN001921_07 Al 001921L07690 CFSAN001921_07710 CFSAN _07730
lexodeoxyribonuclease XHn—nitrogen farilyA rase IIl {;ubunit theta integrase Iyti Ime

Salmonella enterica subsp. enterica serovar Typhimurium var. 5- str. CFSAN001921




b

AU97_06515 H AU97_06520

odeoxyribonuclease

al protein

AJo7_06925
hypotheticaDpiatpmlfmefase Ill pubunit theta

hym

Ap977065¥5

*cisionaie

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20093950 genome—-p.c.VAL98.02%—tax|D1412519

holE PMK1_(4] exoX PMK1_04722

hyp

DNA polymefase Ill Exodeoxyribonuclease |0
20
C precursor

Klebsiella pneumoniae strain PMK1

hyp

RY45_11550
mammalian cell entry protein

yebU RY45_11555

KPN'H27_1E3 KPNIH27_16315
DNA polyme}ase Il fekoc ibonucl

—=_r

ein

Klebsiella pneumoniae subsp. pneumoniae KPNIH27

H

RNA methyltransferase RsmF

|.ein

RY45_11565
recombinase

RY45_11575

DNAse ATPase AAA

|_|

RY45_11570 H

IJGG_ISSZ LIf6_135B0(66_13535
hypgthetical prgeeginc fhetical pfof

L166_13540

Aeromonas hydrophila strain ALO6—06

L|66_139
pothetical protein ¢ ng

hyp

LIp6_135f0 LI66_13575 L166_13580
DNA polyme}ase IIl bon-nitrogen hydrolgkodeoxyribonuclease

ein

Enterobacter cloacae strain 34399




32
ical protein

_|6985 KPNIH32_1}0o{  KPNIH32_17010
pthetical|protein DNA polymdrase 11l ugxodeoxyribonuclease

K 0
phatase hyp ein

Klebsiella pneumoniae subsp. pneumoniae strain KPNIH32

AY45_0680 Ali45_066b0 Al 1y AU45_06720
tail fiber pssembly protein | | [ :
AU45_06695 | A [ Au4s_o6705 AU 25
typ E2 hypothetical protein e i Iyti me

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120003 genome—p.c.VAL54.69%-tax|D1412467

hy ein _
AU45_06530 AU45_06535 AJ45_06540 A[]as_oes}o
xodeoxyribonuclease hypothetical Piatepolym: raselll{;ubunit theta 4>_<cisionas|e

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120003 genome—p.c.VAL98.02%-taxID1412467

yebU HW42_13365
RNA methyltransferase RsmF

Hvy42_131oo HW42_13405

DNA polymefrase Il fub) hypothetical protein

Escherichia coli strain RM9387

AY97_06470 A497_066I30 Al 0y AU97_06710
tail fiber hssembly protein | | [ -
AU97_06685 | A [ Au97_o6695 AU 15
typ E2 hypothetical protein e i lyti me

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20093950 genome-p.c.VAL54.69%—taxID1412519




5 Al 5
proteil teil hypt tein serine/th

AFK64_06915 64_06920 AFF64706*)40
ase lll{subunit theta hypothetical drolein

Cronobacter sakazakii strain NCTC 8155

STBHUCCB_10840
putative transporter

Salmonella enterica subsp. enterica serovar Typhi str. P-stx-12

STI 0760

Copper re rotein

STBHUCCB_10700{STBHUCCB_10: HYCCB 10720 STB UCCB_1p790
EJodeoxyribonuclease |£ypothetical proteypothjetical protein Pha] -

Salmonella enterica subsp. enterica serovar Typhi str. P-stx-12

AVP3_06955 AVE3706§65
tail fiber gssemifly protein cal
| AV23_06960 | AV23_06970 A ‘ Avdeioqooo
type Il secretion protein SppE2 hypothetical protein i { integrase efd n Iytig me

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120498 genome—p.c.VAL54.69%-taxID1412545

hyp tei

AV23_06800 AV23_06805 AyFa_oeho
efodeoxyribc | Kypotheticahprptel efase Il|subunit theta

]
Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120498 genome—p.c.VAL98.02%-tax|D1412545




hypm _
AU51_06535 AU51_06540 [AUB1 06445 ALI]517065|75
ekodeoxyribonuclease ffhypotheticl efase lllfsubunit theta ekcisionzﬁe

Salmonella enterica subsp. enterica serovar Enteritidis str. SA19970510 genome—p.c.VAL98.02%—tax|D1412473

AUB2_06695 Al
tail fiber ly protein

type

740
U} Iyti me

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20110222 genome—p.c.VAL54.69%-tax|D1412456

hypml _
AU32_06535 AU32_06540 [AUB2_06445 AlI;32_065|75
ekodeoxyribonuclease ffhypotheticBll efase llljsubunit theta ekcisionaﬂe

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20110222 genome—p.c.VAL98.02%-taxID1412456

putative lipoproteinperved hypothetical pr putative porin hate starvatior{inducible protein

[ XyIE EFER_4123 malG EFER_4124
| D-xylose transporter maltose tfansporter slibunit; membrane compongntof ABC superfamily

Escherichia fergusonii ATCC 35469

yibF EFER_4119 | yjbG EFER_4120 yibH EFER_4121 ipA EFER_41p2
putative ph

conserved hypothetical protein, putative proteinyolpditatae ! i

exoX EFER_1229 EFER_1230 _misc| RNA_25 yebVy ERER! 12! yebU EFER_1239
IDNA exonuclease X} profei. L i protein) conservem)h;pmhd tive RNA AdoMet-dependent methyltransfefa:

Escherichia fergusonii ATCC 35469

CJ




Cl dos chiea_she o
putative m E:. otijetical protein phage inte: ily protein
CH64_82QJi64_8p8

CH64_831 (H64_8 H64_83;
esistance Ddal lomain pfemsiim—{ike domair| protein

Yersinia rohdei strain YRA

VRR-|

WV71_22565  AV71_22570 AV71_22580 |
carrrnlipin synthj:a@mbrane protein I pothetical proteih
Avfi_23575
membfane protein

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121176

AV71_00910 p15 AV i 30|
DNA-directed RNA polymerase subunit beta' H protein hypotl ) rot]

A 0 AVT1_00p45
i extlsmnése

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121176

yebU SF31_13530 S| 13540 SF31_135]SF31_13575
RNA methyltransferase Réyygth d DNA polymergse |lhypothetical protgin

Escherichia coli K-12 strain ER3435

AUH1_0¢690 AU41_04700
tail fiber agsemply protein [

[ AUs1_06695 | [ AUs1_06705
type Il fecretion proteiff SopE2 Hypothetical prote

Auq1_044U51_0673p
Iytid ehgppthetical prqtein

Salmonella enterica subsp. enterica serovar Enteritidis str. SA19970510 genome-p.c.VAL54.69%—taxID1412473




i ein _
AU27_06545 AU27_06550 Al 27_065F5 Ap27706535
exodeoxyribonuclease X || hypothetical pEgrpolymgrase I *ubunit theta stxcisionas}

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20110353

AY54_066B0 Af54_066’)0 A q

tail fiber pssemblly protein | | y d
AV54_06695 | A AV54_06705 AV 25
ty) 2 hypothetical protein q | Iyt e

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20122026 genome—p.c.VAL54.69%-tax|D1412576

hy ein _
AV54_06525 AV54_06530 AY54_065p5 &54_065%
exodeoxyribonuclease X || hypothetical pRiteirpolymgrase Il *ubunit theta *xcisionas*

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20122026 genome—p.c.VAL98.02%-taxID1412576

AY26_067po Af26_067}0 A b Av26_06740
tail fiber pssemblly protein | | | d
AV26_06715 | A Av.:a
ty| 2 hypothetical protein integrase q | Iyti e

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120219 genome—p.c.VAL54.69%-taxID1412548

h ein _
AV26_06545 AV26_06550 AY26_065p5 &26_065%
exodeoxyribonuclease X || hypothetical pigirpolymgrase IiI *ubunit theta r{xcisionas]&

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120219 genome—p.c.VAL98.02%-tax|D1412548




nyp tei _

AUB8_06545 AUB8_06550 A$8_06355 ALI]687065P5
ekodeoxyribor ypotheti [ IIllsuhuninheta etcisionaie

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20083636 genome—p.c.VAL98.02%—tax|D1412490

exoX ES15_1610o|E|ES15_fi611
exodeoxyrilioNéAcfEzganxfase Illjsubunit theta

Cronobacter sakazakii ES15

AVB0_06¢85 AVFO_OGqQS A 2 AV50_06725
tail fiber dssemHly protein Iyti n
AV50_06700 A | AV50_06710 AV! 730

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20111561 genome—p.c.VAL54.69%-taxID1412572

nyp| tei _

I AV50_06525 AV50_06530 A\_/F0_06335 A‘f507065i55
eodeoxyribor ypotheti [ Illlsuhuninheta etcisionaie

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20111561 genome—p.c.VAL98.02%-taxID1412572

AUR7_06705 AL.|27_06115 Al
tail fiber gssemily protein Iyt
AU27_06720 Al | AU27_06730 AU 750

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20110353




Sama_2037 | Sama_2039
arlti-ECFsigma factor, ChfR | NOL1/NOP2/sun family protein
Sama_2040 lama_20: Sama_2042 Sama_2044
sp| in hydrolase, Tag2 1M1|lilyJEPiogB#s olymerase lIl, delta prime §

Shewanella amazonensis SB2B

llljsubunit theta

Ent638_2405

rve ein CopC

Enterobacter sp. 638

yebU ECDH10B_1974 yeb} Ef 5 ryeA EEDH10B_1978
predicted methyltransferase

serine/threoni

Escherichia coli str. K12 substr. DH10B

AUB8_067100 ALES_OG 110 AUB8_0619 AU68_06740
tail fiber gssemily protein lytic en: ' n
AUB8_06705 AU68_06715 Al | AU68_06725 AU 745
type III secretion protein SLpEZ hypothetical protein 1 q 1]} Iyt me

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20083636 genome-p.c.VAL54.69%—tax|D1412490




SEI SEEA0421_014720

p leucine-rich repeat protein
SEEA0421_014675 EEA0421_014W14685 SEE 4710
ibor oN—nitrc P i |suhunil theta

1

Salmonella enterica subsp. enterica serovar Agona str. 460004 2-1

AVD9_06495 A\159_06105 Avp9_0614 Av09_06735
tail fiber 3ssemHly protein Iyti enzyn
AV09_06700 AV09_06710 A | Av09_06720 A 740
typelll secretion protein Sl;pEZ hypothetical protein 1 q mn Iyti me

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120963 genome-—p.c.VAL54.69%-taxID1412531

hyp tei _

AV09_06540 AV09_06545 A\_/FQ_OGHSO A‘fOQ_DBSbO
ekodeoxyribor ypotheti [ I Isubunn theta etcisionaie

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120963 genome—p.c.VAL98.02%-taxID1412531

U876_11825 U876_11830 U876_11835 |
ATPase AAA DNAse recombinase |

RNA methyltransferase RsmF mammalian cell entry protein

Ui
hypol

yebU U876_11845 H U876_11850

Aeromonas hydrophila NJ-35

06885
| protein

S! CSSP: 06890
ase llljsubunit theta i i hypothefiegl protein

Cronobacter sakazakii SP291




| F652_1374 F652_1375
| Alcohol dehydrogenase hypothetical protein
| F652_1373 |

Transtriptional regulator, AraC ramily

Enterobacteriaceae bacterium bta3-1

AB182_15535 AB182_19 AB182_15560
transposase DNA polymeraseshtipdeoxyribonucleasp X

AB182_1552pB1B2 1%$525
ransposasepothptical jprotein

Kluyvera intermedia strain CAV1151

hyp

VK74_02690 VK74_02695 YKf4_02f00
exddeoxyribonucleasfypotheidhppotgierase Il subunit theta

yebU VK74_02740
RNA methyltransferase RsmF

Escherichia coli strain CI5

[ 9lpQ mma_o582 alaS mma_0583
glycerophosiphoryl diester phospho alanyl-tRNA synthetase

gInS mma_0579 mma_0580 ggtl mma_0581
Glutaminyl-tRNA synthetase nchajacterized conserved |prot gamma-glutamyltranspeptidase

Janthinobacterium sp. Marseille

SARI_01080
hypothetical protein

hypq
SARI_01068 SARI_01069 101070 X
ypothetical proteirfypothetical prdtgittietical protein i ) icapieiotein

Salmonella enterica subsp. arizonae serovar 62z4




Af72_os6po Ap72_066ho a7z 067} 4
tail fiber ssemblp protein | | lyfic en:
AU72_06685 AU72_06695 | A AU72_06705 AU 25
type Ill secretion protein Sopf2 hypothetical protein g | Iy\i.ﬂe

Salmonella enterica subsp. enterica serovar Enteritidis str. SA19943269 genome—p.c.VAL54.69%—tax|D1412494

h ein _
AU72_06525 AU72_06530 Al72_068p5 4]72_06535
exodeoxyribonuclease X || hypothetical petgirpolymgrase IiI *ubunil theta r{xcisiunasj&

Salmonella enterica subsp. enterica serovar Enteritidis str. SA19943269 genome-p.c.VAL98.02%-tax|D1412494

[ yebU PDP_0291 [ sbcB PDP_0294
putat sase | rRNA (cytosine-C(5)-)-methyltransferase RsmF putat] sase | exonuclease |

[PoP_0292]

hypEthetical prdtem

Photobacterium damselae subsp. piscicida contig_001_A09

Alea 067ps Al6a_067)5
tail fiber ssemblb/ protein | |
AUB4_06710 AU64_06720 | A AUB4_06730
type lll secretion protein Sopf2 hypothetical protein q

Salmonella enterica subsp. enterica serovar Enteritidis str. SA19981857 genome—p.c.VAL54.69%—tax|D1412486

h ein _
AU64_06550 AUB4_06555 AlJ64_06550 /{]64_065§0
exodeoxyribonuclease X || hypothetical pigirpolymgrase IiI *ubunit theta r{xcisionas]&

Salmonella enterica subsp. enterica serovar Enteritidis str. SA19981857 genome-p.c.VAL98.02%-tax|D1412486




ACZ76_00160
hypothetical proteisipho

Yersinia aleksiciae strain 159

AC 10 AcTfa_dos|
hypott rotein transpogas| blastici sferase
1 ACTO03_00595AC 600 ACT03_00605 | fcTos o061} ACTF@G%
disul

ide bond formatiner rotefiltidrug DMT transporter permealse hypoth ptbgtical|protein

Salmonella enterica subsp. enterica serovar Typhi strain PM016/13

55 jrcT03_0057q
hy,

ACT03_00525 ACT03_00530 Al 03_00$35
lexodeoxyribonuclease Xfgrbon-nitrogen iy rase 1l {;ubunn theta

A\44_066B0 Af447066l)0
tail fiber ssembp protein | |
AV44_06685 AV44_06695 | A AV44_06705
tyrJe Il secretion protein SogE2 hypothetical protein [

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120555 genome—p.c.VAL54.69%-taxID1412566

hy ein _
AV44_06525 AV44_06530 Af42_065p5 1\544_06535
lexodeoxyribonuclease X|| hypothetical br@ipolymdrase 111 #ubunit theta e{xcisionas};

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120555 genome—p.c.VAL98.02%-tax|D1412566




AV45_06p75 AVH5_06$85 AV. V|Av45_06715
tail fiber assemiply protein Iyti pbothetical protfin

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20111554 genome—p.c.VAL54.69%-taxID1412567

5
hyp ote

AV45_06520 AV45_06525 AV45_06530 Avﬁs_oeﬂeo
exdgdeoxyribonucleasfy)XotheBdA irerpse Il subunit theta e){gisionf_xlse

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20111554 genome—p.c.VAL98.02%-taxID1412567

yebU RORB6_03015
(cytosine—-C(5)-)-methyltransferase RsmF

Raoultella ornithinolytica B6

ST

U 5735 S

hypoth protein bacteriophage el ibonuclease
$TU288_057H

exporte

Salmonella enterica subsp. enterica serovar Typhimurium str. U288




yebU AB285_11565
RNA methyltransferase RsmF

AB'ZSS_ll?OS AB285_11610 H AB285_11615 )l

DNA polymdrase 11l $ubgrbon-nitrogen hydrolagexodeoxyribonuclease

seri rle/-hatase

Enterobacter cloacae strain CAV1669

AJ11_06680 A\{ll_OGGPO A 14 AvV1il 06720
tail fiber hssembfy protein | | Iyt .
AV11_06695 | Al ] AVl 06705 AV. 25
ty] E2 hypothetical protein €] 11} Iyti Ime

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120775 genome—p.c.VAL54.69%-taxID1412533

hym _
AV11_06525 AV11_06530 AJ11_065B5 A,Uu_oesas
xodeoxyribonuclease hypothetical pisteipolymdrase Il {;ubunit theta 4xcisionas}a

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120775 genome—p.c.VAL98.02%-taxID1412533

AU 55 AU56_02275 A 0 AU56_02285
Iyti Ime e 11} hypothetical protein ty) E2
AU56_02260 A 65 AU 90

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20084824

Al 0 AYs6_02410 AU56_02415
DNA pulymdrase Il $uby hypothetical protein

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20084824




A\[737024|ZO AV[I3_02450] AV73_02455
e*cisionaie DNA polymefase lll|sulfhypothetical protein}

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121178

3_08460 A g AVO 490
AV03_08465 /{V03_0847b AV 95
type pE2 i ex 1L} Iyti me

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121541 genome—p.c.VAL54.69%-tax|D1412525

PAGR_g1914
methyl ing ct is citrate p GntR fam| lator YidP

Pantoea ananatis PA13

yebU SHO2_13285

sHp2_13}29  sH02_13330
hypot i i DNA polymefase lll|sulhypothetical protein}

Escherichia coli K-12 strain ER3440

rsmF G2583_2285
Riposomal RNA small subunit methyltransferasepét!

62583_1_2287 GdSBB_ZiBQ holE §52583] 22yobB G2583_2295
i i DNA polymefaselyidfaidse, carbol trogef family

93

Protein phosphatase 1 mod|

Escherichia coli O55H7 str. CB9615




yebU 72882

putative nucleolar proteins  orf,

protein phosphatase 1 mod

hdlE Z28p1 72893
DNA polymefase Ill|thdhypothetical proteit

rotein

Escherichia coli O157H7 EDL933

SEE2_05965
tail fiber gssemily protein

sef2_o5§7s I

SEE2_05980

SE| by SEE2_06000
i pothetical protejn

type pE2 hypothetical protein

Iyt
S 5 SE| 005
[ exi 1 Iyti me

Salmonella enterica subsp. enterica serovar Enteritidis strain SEE2

60
hyp rotein

eF2_05h40 |
ase Illfsubunit theta |

SEE2_05830 SEE2_05835
exodeoxyribonuclease[Kon—nitrogeN Aybt

SEE2_05865 S E2_058I70
integrase & cisiona#e

Salmonella enterica subsp. enterica serovar Enteritidis strain SEE2

holE|LF82_{

rsmF LF82_2026 v
ribpsomal RNA small subunit methyltratsiena

IAI34 1208

DNA polymefase U

Escherichia coli LF82

EXOX ECIAISQ_lZO)HObB ECIAI39_1R0

NA exonuclease X¢rved hyp@tNetipal e lIl|theta subunit

yebU ECIAIZ9_1215
give RNA AdoMet-dependent methyltransfer:

Escherichia coli IAI39




KPYH43_c1876K

ase llljsubunit theta

tcp PANA_2181 tyed PAfVA JncrRNAL
Tep

exoX PANA_2186

ExoX

Pantoea ananatis LMG 20103

holE ER$451416_{RS451416_01974
DNA polymefase lll|8ultative amido hydrolgse

921 01973

tein CopC

Salmonella enterica subsp. enterica serovar Senftenberg NCTC10384

Aupo_osfs0 A
tail fiber gssemfly protein

hyp tei

bq AU20_06690
g
AU 695
I Iyti me

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20110358

)I AU20_06495 uhAuzo_oesoo IeuFo_oeisos
. :

odeoxyribc |fyp rqteliyne|ase Il|subunit theta

Alﬁzo_ossbs
e*cisionaie

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20110358




SEE1L 12065 1258 SEE18569_12995 | SEE18569_13005
lyti me integrase hypothetical protein typd Ill secretion protein StlpEZ
BEE18569_1 K1 18569_: SEE]8569_13000
- (i

Salmonella enterica subsp. enterica serovar Enteritidis str. 18569

SEE[18569_ SEE18569_13110 |
ekcision integrase |

SEE.
cytop)

Salmonella enterica subsp. enterica serovar Enteritidis str. 18569

Q7S_23031 Q7S_23036 | Q7S_23051 Q7S_23056 Q7S_23061 |
hypothetical protein hypothetical protein | phosphoestenlase PA-phosphatage-like protein acyltransferase acyltransferase 3 |

Q7p_23pa1 Jrs_230de Qfs_23] Q7S_23071
hypothttical protemhypo‘hetical ploteln hypot||etical T7 tail fiber protein

Rahnella aquatilis HX2 plasmid PRA1

AU6B5_06¢485 Al4|65706a95
tail fiber 4ssembjy protein

AUB5_06690 AUB5_06700
Il secretion protein SqpE2 hypothetical protein

typ
Salmonella enterica subsp. enterica serovar Enteritidis str. SA19960848 genome—p.c.VAL54.69%—tax|D1412487

hypml _
AU65_06530 AU65_06535 |AU65_06440 Aﬂ]es_oes}’o
odeoxyribonuclease H hypotheticabNiigatymefase Ill subunit theta ekcisionaie

Salmonella enterica subsp. enterica serovar Enteritidis str. SA19960848 genome-p.c.VAL98.02%-tax|D1412487




! ein _
AV95_06545 AV95_06550 A 95_065'55 Ap957065§5
exodeoxyribonuclease X|| hypothetical bdtéipolymgrase I *ubunit theta 4xcisionas}a

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120927 genome—p.c.VAL98.02%-taxID1412617

D 72 DC51_1876 hoIEI DC51_188 DC51_1881
Iyti e Mobile element protein DNA polymdra.se n Mutative amidohydrolasej
DC51_1873 |D| 4 9
phage| F n Put: peri C precursor

Salmonella enterica subsp. enterica serovar Typhimurium strain VNP20009

FPRC7_19%3 FO 975
Phag¢ tail fiber grotein Phage vertase
FORC7_1976 Fq | FORC7_1978 982
invas otein hypothetical protein Mobilg 5 { e

Salmonella enterica subsp. enterica serovar Enteritidis strain FORC_007

Copper 'ml _

FORC7_1947 H> FORC7_1948 F%Rc7_1q49 | FORC7_1953 |

Exodeoxyribonuclease X|putative amidohpiitalasd/mdrase Iil freta subunit | Mobile element protein |

Salmonella enterica subsp. enterica serovar Enteritidis strain FORC_007

AWY5_1 AWS55_19920
Copper i Lyti¢ en: Protein gp55
AWS55_19830 AWS55_19840 Afi55_19850 | AWS55_19890 AWS55_19900 |
ondeoxyribonuclease 14.| protein yobBIA poHﬂase 1 *ubunit theta | Phage integrase Exodeoxyribonuclease 8

Salmonella enterica subsp. enterica serovar Anatum str. USDA-ARS-USMARC-1175




MADE_1009920
serine/threonine protein kinase

—— _'

MADE_1010115 ADE_101012(
hypotheticatemteiethighine—(R)-sulfoxifle reductase

UM 969
putative bacterio| embrane protein

bacteriophag-

Alteromonas macleodii str. 'Deep ecotype'

UMN798_1972

UMN?798_1977
hypothetical protein

| holE JMN798] 19)
Integrase | DNA polymefase lll, fhet

UMN798_1970
exporfed bacteriophage grotein

1166_05940

utati e protein

Salmonella enterica subsp. enterica serovar Typhimurium str. 798

tail fiber ssemb‘\/ protein

1Y66_05945

tyfe Il secretion protein Sopf2

Y 50
DN. ase

1Y66_05820

hy,

1Y66_05955
hypothetical protein

6 05915 Iv66_05980
I [ 1v66_05965

Salmonella enterica subsp. enterica serovar Enteritidis strain OLF-SE8-1021710

| 1Y66_05850 |

1Y66_05825 11f66_0s830
exodeoxyribonuclease X fhrbon-nitrogen rase Il fubunit theta

al95_067ps

Afos_o67}s

| integrase |

Salmonella enterica subsp. enterica serovar Enteritidis strain OLF-SE8-1021710

tail fiber pssembly protein

AV95_06710
tyge 1l secretion protein Sopf2

AV95_06720
hypothetical protein

AY95 067 AV95_06745
lyfic enzymehypothetical protei

A AV95_06730 AV 50
integrase o Il Iyti e

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120927 genome-—p.c.VAL54.69%-taxID1412617




11 65 ! 1137_07685
lyti me hypothetical protein ty| E
585 137 0767 I

Salmonella enterica subsp. enterica serovar Pullorum str. S06004

5 1137_07955 | 11j87_079}5 1137_07980
rby in integrase | DNA polymeirase 1 n-nitrogen family hydrglase

in

Salmonella enterica subsp. enterica serovar Pullorum str. S06004

rsmF E2348C_1960

ygbv E2348C11962 ryeA EE348C7F|CR725 holE k23480 194 yobB E2348C_1968
predicted methyltransferase pre: icted profein DNA polymerase IIl, fhet|  predicted protein

serine/threo| n

Escherichia coli 0127H6 E2348/69

>

Al80_o6eps A 807067b5 h{

tail fiber pssembly protein | | I q
AU80_06710 | A . AU.:O

ty) 2 hypothetical protein integrase € Il Iyti e

Salmonella enterica subsp. enterica serovar Enteritidis str. SA19982831 genome—-p.c.VAL54.69%—tax|D1412502

i ein _

AAUB0_06540 AUB0_06545 A80_06550 A[]so_ossao
lexodeoxyribonuclease X|| hypothetical [potaipollymdrase Ii1 #ubunittheta elxcisionas}z

Salmonella enterica subsp. enterica serovar Enteritidis str. SA19982831 genome-p.c.VAL98.02%-tax|D1412502




0
hyp rotein

I 1Y59_05930 Hg 1Y59_05935 IYfQ_OquO | 1Y59_05965 |»1597059}’0

X ibor on-1 I llljsubunit theta | integrase e cisiona*e

Salmonella enterica subsp. enterica serovar Enteritidis strain OLF-SE1-1019-1

D78[81 800 D782_1803
N R i 1

uncharacterized protein, coj n (| 2511) lipid A bio: lauroy 1sferase
D782_1794 ” D782_1795 |D}82_17p6 | D782_1801 D782_1802 |
DNA polymerase I|f epsilon subunit-likftit i i IIl,|theta subunit Wpothetical proten glycosyl transferase |

Enterobacteriaceae bacterium strain FGI 57

phosphatase 1 modi alsproteinmisfolding

¢ ECHS_A1926
p

ative RNA methylase, NOL1/NOP2/sums family

Escherichia coli HS

FHYU2 0748 FH42_07890
DNA polymefase IIl

hyp tein

Klebsiella pneumoniae strain blaNDM-1




NCTC1_01993
1S600 ORF2

iophpge lambda i

CTC1_0199f NCTC1_01995 |
phage integrase al domain

Jan#polymerase IIl, theta subunit

putative histidinol-phc

rogsistance proteinCopC

Shigella flexneri NCTC1

AVJ33_06880
tail fiber hssembly protein |

AV33_06685
typ¢ |l secretion protein SopE2

AV33_06695

hy,

!

AV33 06530 | Af33 06585

hypothetical protein

AJ33_06 AV33_06720
A | AV33_06705 AV. 25
g (il Iyt me

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121765 genome—p.c.VAL54.69%-tax|D1412555

ein _

AV33_06525 )H

odeoxyribonuclease §| hypotheticalpkAgiolymdrase Il Isubumtlheta

- Alr33 06545

ei)_(tislonasie

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121765 genome—p.c.VAL98.02%-tax|D1412555

nA XNC2_1863]
smid ferritin (iron storgge protein)

Xenorhabdus nematophila AN6/1 XNC2

552 xfic2_1gNc2_1xskc2 1] XNC2_1857
t-mteticaias pothE transposase
xn§2 153 yebZ XNC2_1861
hypothdticall protein hypog putative resistance proteifrotd
1Yp9_060B0 |Yi59_060¥0
tail fiber Essemby protein | |
1Y59_06085 1Y59_06095

typ¢ Il secretion protein SopE2

hypothetical protein

1vp9_061pd 1v59_06120
| 1Y59_06105 Iy 25
S (il Iyti me

Salmonella enterica subsp. enterica serovar Enteritidis strain OLF-SE1-1019-1




CFSAN001080_07365 ] CFSA-07370 cFSAr1oomsolgjc:FSANoomso_ongs

exodeoxyribonuclease VIl | DNA polymfirase Il $uby hypothetical protein

cFSAN001080_073%801080_p7360 FS 385
ypothetical proteirftic enzy: hy in

Salmonella enterica subsp. enterica serovar Bredeney str. CFSAN001080

S 5
blastici sferase
SEEB0189_01SHEB! 101} SEEB0189_010185 | SE 190 SEEB(j189_p10200
disulfide bond formatr rotg| lite transporter DMT pem'ease hypothgticalfprotein

Salmonella enterica subsp. enterica serovar Bareilly str. CFSAN000189

SE]| 0125 SEEB0189_01BEEB0189_010144
SEEB0189_010095 SEEB0189_010100SEE 0189_0l0105 SEE 130 SEEB 10150
lexodeoxyribonuclease XHm—nitrogen farﬂumm;ﬁrase mn {;ubunn theta Iyt e

Salmonella enterica subsp. enterica serovar Bareilly str. CFSAN000189

AT03_11535 | AT03_11550
membrane protein | membrane protein

pT03 11549 [ AT03_11555
hypEtheticaI prﬁein hypothetical protefn

Hafnia alvei FB1

AMBAS45_10000 AMBAS45_10005 AMBAS45_10020 MBAS45_1002!
serine/threonine protein kinase GeybeDrathinyestaresiadetyl| e patch superfanp e putative periplasmic immur@4e ain—containing protein

Alteromonas macleodii str. '‘Balearic Sea AD45'




AV[L8_06680 AVIL8_06490
tail fiber gssemily protein

AV18_06685
Il secretion protein SppE2

type

hyp

avfig_o6}{ Avis_o6720
lytik enzyfypothetical pr

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121751 genome—p.c.VAL54.69%-tax|D1412540

te _

J AV18_06525 u‘Avm_oesso IA_VW%
ejodeoxyribe |pypothetiENproteliy 1ll|subunit theta

A\[18_065|55
e)lcisiona}e

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121751 genome—p.c.VAL98.02%-tax|D1412540

SVI_2568
NOL1/NOP2/sun family protein

putati

AK3:
membl

| SVI_2569 piF vazsl holB SVI_2571 SVI_2573
|hydro|ase, yylus pi | 11, delta prime linodeoxychorismate lyase farhily

Shewanella violacea DSS12 DNA

55 AK38_75
hetical prptein

AEAI| 5 ¥
thgtieabdeoxyribonucleasg¢ X

Erwinia amylovora ATCC BAA-2158




yebU RR31_09765
RNA methyltransferase RsmF

letical protein

Escherichia coli strain 6409

ervel

hon‘:{ SFV_iBM
DNA polymetfase lll, thetal | protein

| protein

Shigella flexneri 5 str. 8401

hyp

x§Wi_23p1

hoIE|KPN_Oa( exoX KPN_02360
DNA polymerase 1, odeoxyribonuclease
8
ein

Klebsiella pneumoniae subsp. pneumoniae MGH 78578

prc XBW1_2348
Tail-specific protease

protein of junkn

ebR XBW1_235p
Protein yebR | conserved

rsmF PPECC33_02000

PE| [cca3 03002
libosomal RNA small subunit methyltransferasehffpot hetical pfotein

yebZ XBW1_2353  yo
putative resistance protein

Xenorhabdus bovienii str. CS03

serine/t

Escherichia coli PCN033




0
hyp otei

l AV16_06525 u AV16_06530 ﬁv[e_os]sss

0 A\/ﬁ8706365
¢ il I Ilf subunit theta e>tisiona|5e

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20111515 genome—p.c.VAL98.02%-taxID1412538

A 45 AVOQ| 570
type | opE2 i exo il Iyti me

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121004 genome-p.c.VAL54.69%-taxID1412530

Av({8_07400Q
hypotheticalpro|

A 05 AV08_07415
i excisionage

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121004 genome-p.c.VAL83.33%-taxID1412530

ambt_07985 ambt_07990 ambt_07995 ambt_08005 |ambt_080afibt 0805
serine/threonine protein kinase lcyl-CoA thioesterase (I putati eapdriplasmic i@AR in—camypivihetical giotein

Alteromonas sp. SN2

H6$0_04] H650_04950

pr

- o hyp.ein

Enterobacter sp. R4-368




af89_oe6ps

tail fiber ssembv protein

A‘P 897066b5
L |

AV89_06690

type 1l secretion protein Sopf2

hy,

AV89_06530
exodeoxyribonuclease X

AV89_06535 A189_065|f10

AV89_06700 |

AY89_067p AV89_06725
lyfic enzyrhehypothetical prot

hypothetical protein

A AV89_06710 AV 30
integrase o I lyti e

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120773 genome—p.c.VAL54.69%-tax|D1412611

ein _

hypothetical gpotaipolymdrase Il *ubunil theta

SE45. 5280
Iyti e

A}\_/sg_oes?]o
elxcisionas}z

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120773 genome—p.c.VAL98.02%-taxID1412611

SE451236_15300 |

SE4$123671 32| SE451236_15325
integrase | DNA polymdrase Il n-nitrogen family hydrdlase

5

hy in

Salmonella enterica subsp. enterica serovar Typhimurium str. 08-1736

1636_10260

serine/threonine protein kinase

1636_10265

Al16_066B0

1636_10280 1636_10285
azib@vAdhinasiEsasmbety| e patch superfa per|plasmic immunoge@iaprdfimain—containing protein

Alteromonas macleodii str. 'lonian Sea UM4b'

tail fiber pssembly protein

o=
L

AV16_06685

tyge 1l secretion protein Sopf2

AV16_06695

AY16_067[14 AV16_06720
lyfic enzymehypothetical protei

hypothetical protein

A AV16_06705 AV 25
integrase o Il Iyti e

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20111515 genome-—p.c.VAL54.69%-taxID1412538




yebU AC789_1¢20200 yel
methyltransferase

hole AF789_1}20y0bB AC789_1c20280]
DNA polymdfrase Ill fre protein YobB

Escherichia coli strain 789

A2 0 A(2! Ly Av29_06720
tail fiber pssembly protein | | Iyfic enzy =
AV29_06685 AV29_06695 | A [ Av29_o6705 AV 25
typg Il secretion protein SopE2 hypothetical protein e 1} Iyti Ime

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121753 genome—p.c.VAL54.69%-taxID1412551

hy ein _
AV29_06525 AV29_06530 AVJ29_065B5 /\Uzg_oesas
xodeoxyribonuclease hypothetical pidgepolymerase I #ubunit theta elxcisionas}a

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121753 genome—p.c.VAL98.02%-taxID1412551

SeHA_C2084
iical protaprophage; exonucl integrase

SeHA_C2082 SeH,
protein gp55

sefA_C2doo [ seHA_c2001
conservdd doml lase, carbon-nitrogen family

in CopC

Salmonella enterica subsp. enterica serovar Heidelberg str. SL476

ECA2470 ryeA BX93085).1_orf_16 holE ECA2]175
putative profi tein putativf exported |protein DNA polymefase 1, [heta subunit

ferritin

e protein cold $hock pfotein
Erwinia carotovora subsp. atroseptica SCR11043




[flu268$

prc plu2682 | proQ plu2683 H plu2684 I plu2686 plu2687 plu2688 ftnApIu2689|

Photorhabdus luminescens subsp. laumondii TTO1 ; segment 10/17-p.c.VAL65.25%-taxID243265|RFAM_PROOFED_NEW

Kvar_1821 ar_18 Kvar_1823
hypothetical protein Jothetical | DNA-directed DNA polymerase

Kvar_1824

4BRUF1480

protein offlunknown function) DUF159

Klebsiella variicola At-22

Kvar_1749
Exonuclease Nase DhiAdfdlyApfase I¥bsealBubunit

ar_1735Kvhr 1956 ki r_1<2}:ar_11$ar_17j Kvar_17soJ
Alpot I L I 1 =4

57 family prqtein

Klebsiella variicola At-22

YPTS_1786
resistance D @

YFTS_lﬂO
protein of unkrlown funi:tion DUF1493 merrlhrane p!})lein

Yersinia pseudotuberculosis PB1/+

copper res|
EcolC_1788 EcolC_1789 chlc_l}so EcolC_1797
ExonuclebseilgNase T and DNApsd oy I NA methylase, NOL1/NOP2/sun fami

Escherichia coli ATCC 8739




AX05_26230
Protein gp55 Pl tein CopC

Salmonella enterica subsp. enterica serovar Typhimurium str. CDC 2011K-0870

AX( 220 AX05_26250 Axps_26bo]  AX05_26300
hypoth protein Exi Phage integrase DNA polymerase lllfsyf  protein yobB

yebU ECO26_2605 yel

ECO26_2609

T3SS secrpted effector NleG-Jike protein

p
p methyltrar

[ Ecoz6_2610 EC026_2 ECO26_2612
serine/threonin| hatase 1 T3SS set:reted effector O [ predi putative side tail fiber protein

Escherichia coli O26H11 str. 11368 DNA

ECO26_2671
probable exonuclease

ryeB Ef

c protein

Escherichia coli O26H11 str. 11368 DNA

yebU i02_2062 i holf} i02_307 yobB i02_2071
rRNA (cytosine-C(5)-)-methyltransfer: i i DNA polymerase Ill| sijypothetical protei

Escherichia coli str. ‘clone D i2'

8 P¢1_1840 PC 42
erved it tm'rDNAJ[bindifg domain prokgipothi protein e

PC FfCl_leIl P
conservéaN| iyase lldiata subunit ExcalibLlr domai!! pmakervm:tion DUF1471

Pectobacterium carotovorum subsp. carotovorum PC1




n\Js6_o6ds0 Af56_066po AJ56_06741{ AV56_06720
tail fiber pssembly protein | | lytic enzy -'
AV56_06685 AV56_06695 Al ] AV56_06705 AV 25
type Ill secretion protein SopE2 hypothetical protein ~ ) IyliIme

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121990 genome—p.c.VAL54.69%-tax|D1412578

hvml

AV56_06525 AV56_06530 AVf56_06535
xodeoxyribonuclease Y| hypotheticalpKAgiolymerase Il Fubunitlheta

Alr56_06545

- uCiSiona

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121990 genome—p.c.VAL98.02%-tax|D1412578

EAMY_}035 EAIY_: 4ho|E|EAMyéH1Y _ix exoX EAMY_2045
it ffeci

hypothetical protein piedidted byGlimmer/Criticahypothetical protein p odeoxyribonuclease
3 2
bi A I3 B "y pi@liritiver/Critica

Erwinia amylovora CFBP1430 —p.c.VAL68.38%-taxID665029|RFAM_PROOFED_NEW

Aoa_06700
tail fiber pssembly protein

afoa_osgpo b{ " Avoa_06830

L B

AV94_06805 AV 35
11 IytiIme

hypothetical protein
Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121689 genome—p.c.VAL54.69%-taxID1412616

AV94_06795
type Ill secretion protein SopE2

hy_-‘ETl _
AV94_06635 AV94_06640 AVfoa_06ds5 AP94_06615
xodeoxyribonuclease X| hypotheticalpxAgiolymerase Il Fubunit theta ekcisiongfk

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121689 genome—p.c.VAL98.02%-tax|D1412616




i ein _
AU30_06510 AU30_06515 Al 30_065'20 Ap30706530
exodeoxyribonuclease X|| hypothetical fpdN@ipolymgrase III#ubunit theta c{xcisionas}a

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20090698

A\J93_066p5 A‘{93_067‘)5 A Bl AV93_06735
tail fiber pssembly protein | | [ .
AV93_06710 | A AV93_06720 AV 40
ty) 2 hypothetical protein o | Iyt e

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120925 genome—p.c.VAL54.69%-tax|D1412615

hy ein _
AV93_06535 AV93_06540 AJ93_065}5 Apga_ossﬂs
exodeoxyribonuclease X|| hypothetical gddd@irpolymgrase Ill#ubunit theta ({xcisionask

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120925 genome—p.c.VAL98.02%-taxID1412615

41_13400

DNA polymgrase Il $ubu

VWA41_13180
transporter hy, in

Klebsiella michiganensis strain RC10

| Shal_2455
| putative RNA methylase, NOL1/NOP2/sun family

| Sbal_2456 Shal_2457 Sbal_2458
| hydrolase, TatD famitype IY pilug biogenesiIA polymerase IIl, delta prime subi

Shewanella baltica 0S155




ryeA Dd5393|7704691

Dda3937_03321

Dda3937_04330
hypothetical protein

Dda3937_03320
ignal transduction histidine kinas

yeaQ E1da393; 03324
hy| served \nrler mer_rlbrane protein

Dickeya dadantii 3937

ryeB Dda b¥. 3322
pre in

Swoo_1981
aminodeoxychorismate lyase

Swoo_1986 |

BZ17_838 pz17_83
putatife membréaeqthetical prptein

Swoo_1983 Wwo0_198: Swoo_1985 |
bolymerase IIl, delta pypad\8fhilus asserpb| hydrolase, TatD family |

RNA methylase, NOL1/NOP2/sun family |

Shewanella woodyi ATCC 51908

2

BZ17_841 y«tzA BZ17_8

hyp per resistance D family profprotein YobA plotein

Yersinia pseudotuberculosis IP 32953

yebU AHML_11630

AHML_11625
paraquat-inducible protein B rRNA (cytosine-C(5)-)-methyltransferase RsnjF

Al 5 AHML_11640 AHML_11645 AHML_11650
hypo otein|phage integrase family protein leoxyribonuclease YcfHINA polymerase Ill subunit delfa’

Aeromonas hydrophila ML09-119

AU30_06465
tail fiber 4ssemily protein

AY30_06475 AU30_06701 Al
lytle enzyfn
AU30_06670 AU30_06680 AU30_06690 AU 710
typ4 11l secretion protein SqpE2 hypothetical protein d >< n Iyt me

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20090698




STMDT2_18001 |

STMDT2_18051

ST™M 7961
putative phag brane protein phage en|

Integrase |

STMDT2_179785 981
e}portegptatige phatete b (pseudogene)

holE SfrMDT2] 18
DNA polymefase 11, foetjserved hypothetical profein

S i
utati e protein

Salmonella enterica subsp. enterica serovar Typhimurium str. DT2

Alp33_066h5
L |

AU33_066J75
tail fiber pssembly protein

AU33_06690 |

Al 1J AU33_06715
lyi ehypothetical protei
AU 20

ty] 2 hypothetical protein

hy ein

AU33_06520 AU33_06525

A AU33_06700
integrase o I Iyti e

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20111175

Auaz_oes5do

33_065B0
exodeoxyribonuclease X|| hypothetical fpdtaipolym: raselll*ubunit theta

- I_iXCiSionas

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20111175

A3t _os6ps Af31_o66ps
tail fiber pssemblly protein | |

AU31_06700 |

Al Pl AU31_06725
I ghypoth prof
AU

ty] 2 hypothetical protein

hy| ein

AU31_06525 AU31_06530

A AU31_06710 30
integrase H il Iyti e

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20110221

Aus1_o065d5

A31_068p5
exodeoxyribonuclease X|| hypothetical fpdtéipolymdrase Il *ubunit theta

- i—iXCiSionas

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20110221




N898_05310
protein

[N8g8_05305
hypothetical pr

N898_05340
E3 ubiquitin—protein ligase SspH2

N898_05290 N898_05295 Npos_053ho
exodeoxyribonuclease X fon-nitrogen famiNhidr rase |l 1ubunit theta

SFETH391_09
hypothetical prot

SEETH391_09350
membrane protein

N 25 N8ds_09330
hypot rdtgpothétical|protein

Salmonella enterica subsp. arizonae serovar 62z36- str. RKS2983

SEETH391_09365

SEETH391_09330 H SEETH391_09335 iEElH391_C49340

exodeoxyribonuclease X [darbon-nitrogen hptital me¢rase Il #ubunil theta

[L167_012380]
hypothetical pro

LI67_012385
hypothetical protein  hy|

ein

integrase

SEETH391_09370 |

SEETH391_0pJ SEETH391_ 09380
Iytic enzynpe|hypothetical protein

Salmonella enterica subsp. enterica serovar Thompson str. ATCC 8391

L167_012365 LI67_012370 LI 7_0123‘75
exodeoxyribonuclease X[darbon-nitrogen Hpdital merase I 1ubunn theta

| SN31241_29700
| Exodeoxyribonuclease 8

SN31241_29710
Phage integrase

Senne-alase

L] yebU LI167_012410
hypof RNA methyltransferase RsmF

Enterobacter asburiae strain 35734

sm{mu_zj% SN31241_29760

DNA polym#rase Il gub protein yobB

SNI31241 29600
rotein gp5!

S| SN31241_29730 N31241_2974p
Inner membrane protei sistance prot+in CopC

Salmonella enterica subsp. enterica serovar Newport str. USMARC-S3124.1

| SNSL254_A2028
| exodeoxyribonuclease 8

SNSL254_A2029
phage integrase

SN#L254_A 03! SNSL254_A2036
conserv*d domaif lase, carbon-nitrogen fgmily

SNSL254_A2033

S| 1SL254_A2127

copper resistance protspp2r

TSLZSA_Azo:{zt

rfsistance protdin CopC

Salmonella enterica subsp. enterica serovar Newport str. SL254




AU50_06735 Alp50706;145
tail fiber hssembly protein | |

AU50_06750 |

A { AU50_06775
I dypothetical protei
I

ty) E2 hypothetical protein

hy,

AU50_06585

Al  AU50_06760 AU 80
integrase e lyti Ime

Salmonella enterica subsp. enterica serovar Enteritidis str. SA19980677 genome—p.c.VAL54.69%—tax|D1412472

ein _

AU50_06580 50_06500
xodeoxyribonuclease hypothetical pfsteipolymdrase 111 {;ubunit theta

- AP50_o6630

elxcisionas}a

Salmonella enterica subsp. enterica serovar Enteritidis str. SA19980677 genome—-p.c.VAL98.02%—tax|D1412472

AJ26_o6dos Allize_oe?ps
tail fiber pssembly protein | |

AU26_06710 |

Al Bl AU26_06735
I dypothetical protei
1

ty) E2 hypothetical protein

hy,

AU26_06545

Al | AU26_06720 AU 40
integrase e Iyti Ime

Salmonella enterica subsp. enterica serovar Enteritidis str. SA19992322 genome—-p.c.VAL54.69%—tax|D1412452

ein _

AU26_06540
xodeoxyribonuclease

26_06550
hypothetical pristeipolymgrase II1 {;ubunit theta

M482_2853
bpper resistance D family prote

- Ap26_06540

4xcisionask

Salmonella enterica subsp. enterica serovar Enteritidis str. SA19992322 genome-p.c.VAL98.02%—tax|D1412452

482_285!
hyppthetitziye protein

Yersinia pestis 3067




hy
[EL48_09800)]
DNt—binding prdtein

EL48_09820 E-5
1.48_0983]
yp¢thetical prgtein hyp| ein

Salmonella enterica subsp. enterica serovar Choleraesuis strain C500

BZ19_1087 BZ19_1089
Z19_109] BZ19_1092
hypgthetigaltpty/e membrane protein

Yersinia pseudotuberculosis str. PA3606

Al

H11 01331
hypofhetical pfotein

Serratia marcescens strain SmMUNAM836

NnA ABH11_0132p
ferrifin iron storage prgteiCoppe!

CSF007_10040
Beta—lactamase

Yersinia ruckeri RuckeriPB—H2




odeoxyribonuclease

EL ENC_06500

ENC_06510 | | ENC_06590
dicted amidohydrole#e Uncharac bacteria | 16S rRNA m(5)C-1407 methyltransferase

Enterobacter cloacae subsp. cloacae NCTC 9394 draft genome-p.c.VAL96.08%—taxID718254|RFAM_PROOFED_NEW

A225_3650 A225_3651 | Ab25_36ks| A225_3656

Sigma-fimbriae usher protein Sigma-fimbriae tip adhesin | DNA polymefase IlI odeoxyribonuclease

Putat eripl| ursor

Klebsiella oxytoca E718

'L rsmF N840_1874 ryeAl N84071878 holE|N840_|
16S

AY94_06700 AU94_06710 3| AU94_06740
tail fiber aissembly protein pothetical proteil

NA m(5)C1407 methyltransferase, SAM-depehde| DNA polymefase Il ft

serine/threonf

Synthetic Escherichia coli C321.deltaA

AU94_06715
hypothetical protein

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20094383 genome-p.c.VAL54.69%—tax|D1412516

hvml _

[

AU94_06545
odeoxyribonuclease

AU94_06550 | AU94 06455 A1]94_065];5
hypotheticaDptatpmiymerase Ill fubunit theta Me

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20094383 genome-p.c.VAL98.02%-tax|D1412516




SSHAOY SSPA0935

putative phage] thetical pre
SSPA0933 SPAOQSHSPAOQS S:
hypothetical protein putative phage ir i otein (

Salmonella enterica subsp. enterica serovar Paratyphi A str. AKU_12601

BIP 0 SSPA0931 S 09Bla
putative cd ! el rotein hypotheRostpretpiage tgi| fibre] protein (fragment)
I( SSPA0924 H" SSPA0925 SPPA0926 SSPA0930a
e “%

odeoxyribonuclease [#rved hypddieigail e Il theta subunit putative pl‘lage integrase protein (ps}eudogene)

Salmonella enterica subsp. enterica serovar Paratyphi A str. AKU_12601

H222_09490 2 09495
exodeoxyriidNéclezgehxfase [ll|subunit theta

Klebsiella pneumoniae UHKPC33

SEEA'18625 “ s650 SEEA0014_18655 l SEEA0014_18665 L
lyti me exd integrase | type |lll secretion protein SppE2
JEEAoo014_186dp{0014 ) 8635 SEEAJOTA] 18660
enzyme DN. tase

Salmonella enterica subsp. enterica serovar Abony str. 0014

SEHA0014 SH] 10 SEE 8715
recom| Rgpdth i ein

Salmonella enterica subsp. enterica serovar Abony str. 0014




rsmF ECOPMV1_01926 EC|
Ribosomal RNA small subunit methyltr

CFSA| CFSAN000658_17935
exodeo integrase |

Escherichia coli PMV-1 main

drolase

—
AN000658, 17950

otein

Salmonella enterica subsp. enterica serovar Abaetetuba str. ATCC 35640

swp_2828
Nop2p

[ swp_2829 swp_2831 swp_2833

Bifunctional ofppnBvp_2827

Tatq—like depayidqilusibiog| directed DNA polynmg served hypothetical progein

Shewanella piezotolerans WP3

SSPA0943a
transposase (pseudogene) putative |sferase

SSPA0948S| 941 SSPA0942 |
putatife m ipdtati protdin

SS| PA09{5
putative ic protein hypoth ptietical protein

Salmonella enterica subsp. enterica serovar Paratyphi A str. AKU_12601




AVI60 , 5 AV48_04590
Iyti Ime e 11} integrase | hypothetical protein ty| E2
- 0 I A48 _0ashs
pothetical protei e

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120916 genome—p.c.VAL54.69%-taxID1412570

/\548_04735 Afa8_047ps AV48_04760
elxcisionas}a DNA polym#rase 1l $ub| hypothetical protein

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120916 genome—p.c.VAL98.02%-taxID1412570

A\J42_06§70 A\{42_066F0 AV42 06710
tail fiber pssembly protein | |
AV42_06685 | A | AV 15
ty] E2 hypothetical protein - €] I} Iyti Ime

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120765 genome—p.c.VAL54.69%-taxID1412564

hyj ein

AV42_06515 AV42_06520 A 42_065'25 A\U427065§5
xodeoxyribonuclease hypothetical prisgipolymgrase Il {;ubunit theta 4xcisionask

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120765 genome—p.c.VAL98.02%-taxID1412564

F384_08870 F384_08875 | F{e4_ossps F384_08900
hyjpothetical progein hypothetical protein | DNA pulymdrase 1l $ubgrbon-nitrogen hydrolage

hyp| in

Citrobacter amalonaticus Y19




exoX PAJ_1500
oxyribonuclease X exoX

tcp PAJ_1495 | hol
transcriptiol family YidP méthyl- ing ct is citrate Tep

Pantoea ananatis AJ13355 DNA

Klebsiella pneumoniae subsp. pneumoniae strain 234-12

B M481_2969 M481_2971
fteber resistance D familgaod ptein ferritij—like domain pfotein

Yersinia pestis 1522

A g AV76_06790
Mipothetical protefn

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20100088 genome—p.c.VAL54.69%-taxID1412598

Avfs_os}s0 AV76_06760
tail fiber gs: ly protein

type

hyp tei _
AV76_06590 AV76_06595 |AV[6_06600 A\f76_066b0
exodeoxyribonuclease|KypothetidaNgx efase lll|subunit theta e*cisionaie

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20100088 genome—p.c.VAL98.02%-taxID1412598




Q7S_03690 |Q7S_03695 Q7S_03700
nucleoside redognition domain—copu#ieicgirptei amidohydrolase

AsnC family transcriptionpl regulator

Q7S_03730
peptidase C26

Q7S_03715 Q7S_03720 | [ Q7S_03725
putative arabinose traRipmstenpHiidisia-NidBnent C DD-carboxy]|

Rahnella aquatilis HX2

uM146_079 UM146_07960 U
hyp:}theticalp' er membrane proteirhyp

L UM146_07940 J'I UM146_07945 l{MPG_O:,i%O
ex i i
JL

deoxyribont 1 IIfsubunit theta

d yebU UM146_07990
A (cytosine—-C(5)-)-methyltransferase Rs|

Escherichia coli UM146

L 5
hypg pteil
u—Eg_oﬂgs
hypotl'!etlcal droteln hy ein

Cedecea neteri strain ND14b

33_08435 AAZ33_08430 | [ AAZ33_08435
hypgthetical prgtein transcriptional initiation protein Tat | | hypothetical protein

Edwardsiella sp. LADL05-105

xN¢1 Joz22

hypothdical protein

et
xN¢1_Jo10 yebZ XNC1_1920 1(NCl_192 InA XNC1_192]
hypothﬂ protein hypothetidgipubies d : : q putative resi prateirtefn yob fpusrsi [erritin (iron stofage protein)

Xenorhabdus nematophila ATCC 19061

90| 01*<Nc1_1xﬁ1_1ﬁ XNC1_1914 X

oty trar hypot]




P

AJoa_os7po Afo4_o67h0 b{ Av04_06740
tail fiber hssembly protein | | =
AV04_06715 | A i Av.745
typ| E2 hypothetical protein integrase e I} Iyti Ime

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121825 genome—p.c.VAL54.69%-taxID1412526

hy ein _
AV04_06545 AV04_06550 Afoa_06555 APO4_065§5
xodeoxyribonuclease hypothetical piafepolymdrase 111 };ubunit theta elécisionask

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121825 genome—p.c.VAL98.02%-taxID1412526

yebU ECRM12581_11565 EFRI:IlZSﬂC 2581]11575 holE EclezsdH ECRM12581_11610

pphA ECRM125817115F@I25x1M12581_1ﬂ ECRM12581_11595 Ecrmzsm_n}soo

Escherichia coli 0145H28 str. RM12581

KPIiIIHl_ldH KPNIH1_16575

DNA polyméase 1l pugxodeoxyribonuclease
K 5
hyp ein

Klebsiella pneumoniae subsp. pneumoniae KPNIH1

rsmF B21_01794
16S rRNA m[5]C1407 methyltransferase

hDIEI B21_0180| yobB B21_01802
DNA polymerase IlI, theta subunit, subunit ofDNA pol)lmerase I1l,] conserved protein [ polymerase Ill,holoenzyme

protein phosphatase 1 mot

Escherichia coli BL21(DE3)




. 5P9120_0 SEEP9120_012645 | sEeH9120_0]261 SEEP9120_012675
rect r n xcisionaj integrase | DNA polym#rase i Harbon—nitrogen hydrolasL
SEEH i 65
cytof dhy !

pin

Salmonella enterica subsp. enterica serovar Pullorum str. ATCC 9120

5 Al 25 48188_0393])
hyp tein hypot] rotein cytpplasmic profein
_ el

hyqothetical pro]ein hyq e in
Serratia marcescens strain CAV1492
QY76_11935 | | QY76_11940
hypothetical protein | | transcriptional initiation protein Tat
Edwardsiella sp. EA181011
yebU NRG857_09185 NR G857_09]95 NR857_0gp2 NRG857_09230
rRNA (cytosine-C(5)-)-methyltransferase RsmF Hypol thetical prptein DNA polym#rase Il guby hypothetical protein
serine/f n
Escherichia coli O83H1 str. NRG 857C
Entcl_1951 |
copper re n D 11 diguanylate phosphodiesterase |
Entcl_1945 ” Entcl_1946 Hmd_mzqv fntcl_1953 ntcl_195}
Exonucleage RNase T and DNA popy d apolif gijurprase I I}ﬁmxsebunit protein of unkbown fungtion DUF1471 hypothetical pfotein

Enterobacter lignolyticus SCF1




tei _

hyp
1Y67_05800 u 1Y67_05805 IYf7705§10 1Y67_05830
ibor 1-nitroga I llljsubunit theta integrase

L JL
Salmonella enterica subsp. enterica serovar Enteritidis strain OLF-SE9-10012

M478_13031478_13
putative phage m hetical pfotein
Yersinia pestis 2944

AVp5_06¢85 AVP5_06¢95 A\55_067| AV55_06725
tail fiber §ssemijly protein h
AV55_06690

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20122022 genome—p.c.VAL54.69%-taxID1412577

nyp tei _

AV55_06525 u AV55_06530 Iﬁ_\vF5_oe$35 A\155706%35
i i llljsubunit theta e}kcisiona#e

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20122022 genome—p.c.VAL98.02%-taxID1412577

ETAC_07490 5
Attachment invasion loc ein

efac_o74fTAac_0747p EfAC_07480
hypotheticatppglglutathi sulfotrfnsfer e (

Edwardsiella piscicida C07-087




SEE1_05820 SEE1_05825 SHE1_05§430 | SEE1_05855 S| E1_058'50
xodeoxyribonuclease Jbon-nitrogeRNipduol ase lll pubunit theta | integrase cisionade

Salmonella enterica subsp. enterica serovar Enteritidis strain SEE1

YP 58
ferritin i i

PA_ro4p PA_1164 YPA_1163
Hutative|acyl paraig/e membrane rlrotein

Yersinia pestis Antiqua

Q786_05855
E3 ubiquitin—protein ligase SspH2

hy,

Q786_05815 Q786_05820 | Q786_05d25
xodeoxyribonuclease ¥h—nitrogen fadiix ase Ill pubunit theta

Salmonella enterica subsp. enterica serovar Agona str. 24249

LIg5_0144os L165_014010 L165_014015
DNA polymefase IlI bon-nitrogen hydrolH(odeoxyribonucleaseIX
LI65_013975 L165_013980
thothetical proteln_| hyp ein

Enterobacter cloacae strain 34998

IYB7_059p0 Y6 30
tail fiber dssembly protein DN,
1Y67_05925 1Y67_05935
{n s sJ

typ
Salmonella enterica subsp. enterica serovar Enteritidis strain OLF-SE9-10012




5 A [ sTmis70 STM1871 | hofE sTM1§76 STM1877
lyti e | putative phage integrase pro[einl |

STM1869 TM18694 197] STM1873 STM1874 0bA STM187$
thetical prptein

Salmonella enterica subsp. enterica serovar Typhimurium str. LT2

SﬁEAlSQZ_Ol SEEA1592_01910 5| 15 SEEA1592_(1{SEEA1592_01935
hyjothetical prof protein  hy| ein Iyfic enzyrfidhypothetical protei

SEEA1592_01890 SEEA1592_01895 HEE, 1592_41900 SEEFISQZ_O],QZO | SEEA1592_01925
exodeoxyribonuclease X|| hypothetical fadtéipolymdrase I *ubunil theta Iintegrﬁ | exodeoxyribonuclease VIII

Salmonella enterica subsp. enterica serovar Anatum str. ATCC BAA-1592

AJ19_067i5 A‘f197067I25 19 067p( Avi9_06755
tail fiber ssembv protein | | lyfic enz :
AV19_06720 AV19_06730 | AV19_067: AV19_06740 AV 60
tyfe Il secretion protein Sopf2 hypothetical protein integrase| d I Iyti e

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121750 genome—p.c.VAL54.69%-taxID1412541

|AV19_06575 AV19_06580
hyjotheti prul e protein | ein
AV19_06560 AV19_06565 Af19_065)0 &197066(10
exodeoxyribonuclease XH hypothetical MmoHrase 1 *ubunit theta elxcisionas}a

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121750 genome—p.c.VAL98.02%-taxID1412541

SHE1_05965 SiEl_DSQbS SHE1_05! SEE1_05990
tail fiber pssembly protein | | Iyfic enzyrfiehypothetical protei
SEE1_05960 SEE1_05970 | sEE1_05915 | seEioseso | SE 95
type Il secretion protein Sopf2 hypothetical protein integrase| Iyt me

Salmonella enterica subsp. enterica serovar Enteritidis strain SEE1




| SF2A_10040 SF2A_10045 | sif2A_100p5 SF2A_10070
| | DNA polym#rase 11l gub

[EF2A_1003d
trasposase 15§ ho1 hyd

Shigella flexneri G1663

AV22_074p5 Afzz_om}'s AN22_075p5

tail fiber pssembly protein | | Iylic enzyfre
AV22_07470 AV22_07480 | AV22_07490 22_074F5 Ar22_075 0

type Il secretion protein Sopf2 hypothetical protein integrase hy;H\elical othypofhetical pjotein

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120505 genome—p.c.VAL54.69%-tax|D1412544

hy ein _
AV22_07300 AV22_07305 Ay22_073}0 @22_073710
exodeoxyribonuclease X || hypothetical pRiteirpolymgrase Il *ubunn theta r{xmsmnas*

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120505 genome—p.c.VAL98.02%-tax|D1412544

1M60_06010 If607060a0 160_0610¢5)
tail fiber ssemblb/ protein | | lyfic enzy
1Y60_06075 1Y60_06085 | I I IYl5
type Il secretion protein Sopf2 hypothetical protein integrase q | Iyti e

Salmonella enterica subsp. enterica serovar Enteritidis strain OLF-SE2-98984-6

6! o
hy| i tein
1Y60_05920 Ha 1Y60_05925 I460_059$0 | 1Y60_05955 Lreo_osgep

exodeoxyribonuclease X Harbon—nitrogen (ol mgrase Il *ubunittheta | integrase xcisionask

Salmonella enterica subsp. enterica serovar Enteritidis strain OLF-SE2-98984-6




Afs9_osdro Afigo_osspo Af89_o67p{ AUB9_06710
tail fiber sembty protein | | ly§ic enzy: =
AUB9_06675 AUB9_06685 | A | AU.715
type Il secretion protein SogE2 hypothetical protein integrase e I} Iyti Ime

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20093788 genome-p.c.VAL54.69%—tax|D1412511

hy ein _
AUB9_06515 AU89_06520 AJ89_06525 4]89_06555
xodeoxyribonuclease hypothetical pridieipolymdrase 11 lsubunil theta elxcisionasia

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20093788 genome-p.c.VAL98.02%-taxID1412511

fnA XPG1_1516] yebZ XPG1_1518 h | RNA_21 ebR XPG1_152 prc XPG1_1523
Ferritin-1  Hrote putative resistanmnpesteid expprt un n function Protein yebR Tail-specific protease
xpc1_1sbo

protein ofl unknﬂh function

Xenorhabdus poinarii str. G6

hole HUS2019 2{  HUS2011_2247
DNA polymefase Ill, fhe] hypothetical protein

rsmF HUS2011_2239
16$ rRNA m(5)C1407methyltransferase, SAM-depei

Escherichia coli HUSEC2011 —p.c.VAL90.48%-tax|D562

yebU ECS88_1888 bV ECS88 1890 ryeA Ecs|aa_m|sE| RNA_31 hole [ECS88 ]18{ yobB ECS88_1897
utative RNA AdoMet-dependent methyltrar ed) hypothetical protein DNA polymefase , erved hypothetical pratein

Escherichia coli S88




AV§3_06f25 AV$3_06[35 AV§3_06f{AV63_06765
tail fiber assembply protein | | Iytig end in
| AV63_06730 | AV63_06740 A ‘ AV6RL0770
type Il secretion protein FopE2 hypothetical protein i | integrasesxdd b VI Iytic}

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20090530 genome—p.c.VAL54.69%-tax|D1412585

5
hyp ote]
AV63_06570 AV63_06575 AV$3_ 06580 5 A\/E3_06a10
extjdeoxyribonucleasu/ylothdnmw se |1f subunit theta e%isionglse

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20090530 genome—p.c.VAL98.02%-tax|D1412585

sch_10445 sch_10450
late control protein Dail 3ssembly protein

Serratia plymuthica strain V4 genome-p.c.VAL82.57%—tax|D82996

AsediAbH d ABE81_07100
trandpofa ! transposase

ABE81_07075 |
E3 ubiquitin——protein ligase |

yebU ABE81_07120
RNA methyltransferase RsmF

Shigella boydii strain ATCC 9210

AH ABE81_06990
hypo hy

LABE81_06970 u ABES1_06975«E1@980
exc by
f

gppotheibial ol II! subunit theta

ABE81_07025
transposase

Shigella boydii strain ATCC 9210




yebU ABY64_11730
RNA methyltransferase RsmF

Asfr64_11f70[  ABY64_11775 ABY64_11780
DNA polymeirase 1l sulbgrbon-nitrogen hydrolaggxodeoxyribonuclease

Serine/-ha[ase

Enterobacter cloacae strain CAV1668

Rahag2_2898 Rah$g Rahag2_2909
hypothetical protein | DNA polyme}ase Ill, fheta subunit

| Rahaq2_2899 Rahag2_2900 | |Rahaq2_2905|

cation diffusipn facilitator @ynilptfome b(N-terminal)/p6/petB emluansferﬁ Protd

Rahnella aquatilis CIP 78.65 = ATCC 33071

rsmF ERS451419 04092 yeby E ) holE ERIS45141 0| ERS451419_04102
ribosomal RNA small subunit methyltransferase F protein DNA polyme‘rase 1P e carbon—nitrogen hydfolase

serine/t]

Escherichia coli NCTC9001

BZ 087
ferrif per resistance D family protel

jpz16_1089

|Bz16_109i|
hypElheticaI prjtein pula[iv«i membranﬂ protein _

Yersinia pseudotuberculosis PB1/+

AXI 80
Iyti Ime €
AX02_26290 A{102_486p0

A*OZ_ZG 0 AX02_26360
DNA polymdra.se 1l subgrbon-nitrogen hydrolage

Salmonella enterica subsp. enterica serovar Typhimurium str. USDA-ARS-USMARC-1899




1Y$1_06dso 1Yp1_06090 1Y
tail fiber gssemifly protein Iyt
| Y61 06105 25

Salmonella enterica subsp. enterica serovar Enteritidis strain OLF-SE3-98983-4

type

0
hyp rotein

1Y61_05930 u 1Y61_05935 |1vf1_05d40 | 1Y61_05965 1M61_05970
exodeoxyribc i\ N-nitre ¥ Iifsubunit theta | integrase € cisiona*e

Salmonella enterica subsp. enterica serovar Enteritidis strain OLF-SE3-98983-4

Klebsiella variicola strain DSM 15968

ndESTHhe

DNA polymerhfe liljtheta ein
51916

hypd hyp tein

Shigella flexneri 2a str. 2457T

hyp

[ 03M_10695 ” 03M_10700 og{M_loi]os
¢ i qpitrogenDabAilpdiyg I Illjsubunit theta

yebU O3M_10740
A (cytosine—-C(5)-)-methyltransferase Rsj

Escherichia coli 0104H4 str. 2009EL-2050




AY46_066[/5 Alp467264b0 Al L] AU46_06715
tail fiber issembly protein | | [ =
AU46_06690 | A | Au.jo
ty| 2 hypothetical protein integrase € ( Iyti e

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120005

41 0
hy, i otein
AU46_06525 AU46_06530 A46_065B5 | AU46_26475 46_065q5
lexodeoxyribonuclease XHarhon—nitrogen meaerase n #ubunit theta | integrase icisionask

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120005

Z042_22910 Z042_26335 [042_2634 42_229
pothetical protei cisiona

Z042_22875
hyp o ein ferritin

Chania multitudinisentens RB-25

Afs2_os6bo Afig2_067po Al b~ AU82_06730
tail fiber issembly protein | | [ ;
AU82_06705 | p . Au.js
ty) 2 hypothetical protein integrase € 0 Iyti e

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20094350 genome-p.c.VAL54.69%—tax|D1412504

i ein _
AU8B2_06535 AU82_06540 As2_065h5 4]82_06515
exodeoxyribonuclease X|| hypothetical [otaipolymdrase 11l fubunit theta elxcisionasl;

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20094350 genome-p.c.VAL98.02%-taxID1412504




SeD_A1428 sep_a1}30 eD_A. SeD_A1435

phge tail assembly protpin |_| ytic enzym{  protein gps5
SeD_A1429 SeD_A1431 | SeD_A1432 SeD_A1433 |
guaninfe nucleotide exchange factof SopE conserved hypothetical protein| | integrase exodeoxyribonuclease 8 |

Salmonella enterica subsp. enterica serovar Dublin str. CT_02021853

copper 11
SeD_A1371 SeD_A1372 D_A1313 SeD_A1379 | skD_A13d0 S
exodeoxyribonuclease 10 Jfolase, carbon-nitrogesofeyeilygd domai|1 protein phage integrase | hypo|hetica| p‘makerved i

Salmonella enterica subsp. enterica serovar Dublin str. CT_02021853

YE1802 H tnpB YE1803
ro|

ftnA YE1795 YE1797
fen putative ¢ utative copper resistance proteiptat otein
etical phage transposase B

Yersinia enterocolitica subsp. enterocolitica 8081 —p.c.VAL82.57%-taxID393305|RFAM_PROOFED_NEW

Sbal223_1893 baI223_189F Sbal223_1895 |

INA polymerase lll, delta piype ISupilgg biogenesis [protein hydrolase, TatD family |
Shal223_1896 |
RNA methylase, NOL1/NOP2/sun family |

Shewanella baltica 0S223

rsmF EC1303_c20080
16S rRNA m(5) methyltransferase, SAM-dependent

holE E|C1303_t1203 yobB EC1303_c20160

DNA ponmdrase I, N hydrolase family proteln

Escherichia coli 1303




14231920
DNA polymgrase Il $ubu
LH23_19230
transporter hy) in

Cedecea neteri strain MO06

hy,

Serine/-ha(ase

yebU ABY65_13235
RNA methyltransferase RsmF

ABY65_13185 ABY65_13190 | ABfr65_13]95
xodeoxyribonuclease Xfrbon-nitrogen rase 1l #ubunitlhela hypotigetical frf

Enterobacter cloacae strain CAV1411

AU 95 AU58_10015 A 0 AU58_10025
Iyti e e 11 hypothetical protein ty) 2
AU58_10000 A p5 AU 30

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20084644

0 ALr58_10 0 AU58_10155
DNA polymdrase Il fub] hypothetical protein

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20084644

1533_09885 1533_09890 1533_09905 1533_09910
serine/threonine protein kinase GeybdDiAahiyesesesadety | e patch superfa putative] periplasmic immui@gErdgmain—containing protein

Alteromonas macleodii str. 'Aegean Sea MED64'




AU59_08%30 AUB9_08%55
lytic enzyine
AUB9_08}50

hypolrletical !)rolein

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20100239 genome-p.c.VAL54.69%—taxID1412481

AUB6_06470 AU36_06480 AUB6_06
tail fiber 3ssemily protein lytie enzyfnypothetical prote|n
AU 715
mn Iyti me

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20100103

hyp| tei _
AU36_06520 AU36_06525 [AUB6_06%$30 AlI]SG_OGSbO
ekodeoxyribonuclease [fhypotheticl efase Ill|subunit theta ekcisiona§e

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20100103

yebU SR36_09290
RNA methyltransferase RsmF hy

DNA polymefase lllfs

tein

Escherichia coli strain BL21 (TaKaRa)

1633_10740 | 1633_10760 1633_10765
Cafboyle Gohyitiasstéaaseytr| ine patch superfamily protein putative p}eriplasmic im@afodemain—containirlg protein

Alteromonas macleodii str. 'English Channel 615'




SE 10
Iyt e

SE14_02014 SE{4_0215 holE[SE14_0po2: SE14_02021
| |putative phage integrase protein| DNA polymr*rase mn Hputative amidohydrolase
2011 [SE14_02002 SE1
hypothetical protein|lyfic enzynfe

Salmonella enterica subsp. enterica strain YU39

ftnA PAU_01847 PAU_01849 PAU_01852 prc PAU_01854
ferritin—1 onser putative copper transporteconge rote consgrved hypothetical grots carboxy-terminal protease for penicillin-bindingprotein 3

hold PAU_03al501B46
dna polyme}ase iii, zeal| puotiein conserved| [cal protein

Photorhabdus asymbiotica ATCC43949 —p.c.VAL66.67%—-taxID291112|RFAM_PROOFED_NEW

Sputw3181_1796 S|Iutw3181_1 Sputw3181_1798 |
A poly 11l, delta pyipeslgysilufs biogenesis|p| hydrolase, TatD family [

Sputw3181_1799 |
putative RNA methylase, NOL1/NOP2/sun family

Shewanella sp. W3-18-1

EI*L_0174)0 EBL_c17260 BL_c1727(
hypotpetical gfotein hyjpothetical protdimothetical profein

EBL_c17180

BL_c17190 EBL_c17210 BL_c1722
putative transposase hetical prptein hypothetical protein hyppthetical prgtein hy, in protein

Shimwellia blattae DSM 4481 = NBRC 105725

XJ20_14145
il assembly prote|

XJ20_14150
In late control protein D

hyg ei pin

Serratia liquefaciens strain HUMV-21




AV52_06695 A\I52706;b5 A B
tail fiber issembly protein | | Iyt
AV52_06710 A . AVIAO
typ pE2 hypothetical protein integrase 2 1l Iyti me

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20122033 genome—p.c.VAL54.69%-taxID1412574

ein _

hy,
AV52_06540 AV52_06545 A:{sz_oesko A52_oe530
i hypotheti polymefase Il fubunit theta ekcisionafk

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20122033 genome—p.c.VAL98.02%-tax|D1412574

Kpn2146_3445

Kpr[2146_
DNA polymerase IIijodeoxyribunuclease
13

Klebsiella pneumoniae ATCC BAA-2146

yebU AA953_15880
RNA methyltransferase RsmF

AAP53_15 20| AA953_15925
DNA polymefase lll fu] hypothetical protein

Escherichia coli strain NCM3722

NJFO1EI_1785 |NTO1EI_1786 NTO1EI_1788 NTJLEI_3791
hypdthetivat: less protein farhily, putative hypothetical protein | hypothtical il Prop ~like protein
yTo1EI_178)
hypEtheticaI prﬂtein

Edwardsiella ictaluri 93-146




AUT3_06¢75 Al
tail fiber gssemifly protein

type boE2

AU 720
I lyti me

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20123395 genome-p.c.VAL54.69%-tax|D1412495

hyp tei _
AU73_06520 AU73_06525 |AU[3_06$30 All]?s_oesbo
ekodeoxyribonuclease [fhypotheticBNqteiginefase Illjsubunit theta etcisionée

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20123395 genome-p.c.VAL98.02%-taxID1412495

yebU SH06_13530

Escherichia coli K-12 strain ER3466

CF57_12500 CF57_12505 |
exodeoxyribonucleasd [kypothetical protein|

yebU CF57_12545
RNA methyltransferase RsmF

Escherichia coli strain ST540

KPN|H10_: KPNIH10_16570
DNA polymefase IIl deoxyribonucleasg X

hyp tein

Klebsiella pneumoniae subsp. pneumoniae KPNIH10




ampC AW19_1474 |

beta-lactamase |

1H30_{17090

big]

Yersinia frederiksenii Y225

thdtica| protein

bphatase

PSNIH1_14680

PSNI 4675
RND orter

hypothetical protein

PSN|H1_1#670
hypothgtical protein

yebU L163_015300
RNA methyltransferase RsmF

Klebsiella pneumoniae subsp. pneumoniae strain KPNIH30

PSNIH1_14 PSNIH1_14695
ase i q

Pantoea sp. PSNIH1

serine/th-phatase

LI6j3_015341 LI63_015345 LI63_015350
DNA polymefase |l on-nitrogen hydrejpdeoxyribonucleas

Jx

Enterobacter cloacae strain 34978

| M479_1%f479_162|4
putati\,E \etical pzlotein

M479_1646
er resistance D family

Yersinia pestis 1412




1Y62_06090
|

1Y62_060B0
tail fiber hssembly protein |

1Y62_06095 |

1 d 1Y62_06120
I dypothetical protei
1Y

ty) E2 hypothetical protein

6 0
hyj otein

I | 1Y62 06105 25
integrase e 1} lyti Ime

Salmonella enterica subsp. enterica serovar Enteritidis strain OLF-SE4-0317-8

1Y62_05930 1Y62_05935 1Yf62_059}0
xodeoxyribonuclease Xarbon—nitrogenibiyidre rase 11l {;ubunit theta

| 1Y62_05965 162_05910

| integrase cisionasp

Salmonella enterica subsp. enterica serovar Enteritidis strain OLF-SE4-0317-8

AY59_06680 A\f59_066P0
tail fiber pssembly protein | |

AV59_06695 |

A 1 AV59_06720
I dypothetical protei
AV!

ty) E2 hypothetical protein

hy,

Al N AV59_06705 25
integrase e I Iyti Ime

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121976 genome—p.c.VAL54.69%-tax|D1412581

ein _

AV59_06525 AV59_06530 A 59_065'35
xodeoxyribonuclease hypothetical pristeipolymgrase II1 {;ubunit theta

BZ18_2373
ferrifin-like domain pr¢

BZ18_2375
bpper resistance D family prote

- Afr59 06545

4xcisionask

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121976 genome—p.c.VAL98.02%-taxID1412581

718_237
hypgpthetigall otein

Yersinia pestis Pestoides F




Shew_1578 Shew_1580 hew_15: Shew_1582 |
pminodeoxychorismate lyasd blymerase I, deltamei lus asse(rhydrolase, Tathamini n n

Shew_1583
utdtive RNA methylase, NOL1/NOP2/sun fafnily

Shewanella loihica PV-4

BZ: 011
ferriti i ler resistance D family

dzzl_mib dzu_mﬂs
hypolhetical piotein putative hemblade protein

Yersinia pseudotuberculosis strain MD67

Yersinia pestis Nepal516

| AB181_30730 AB181_30735
e llljsubunit theta | spore coat protein U fimbrial assembly protein

Klebsiella oxytoca strain CAV1335

hyp tei sennelth-sphatase
DI57_05595 u DI57_05600 le7_05§05
exgdeoxyribc f{o0-nitrog i Illfsubunit theta

Enterobacter asburiae L1




ryeA EERV308 01832

rsmF ECRV308_01828

16S rRNA m[5]C1407 methyltransferase

protein phosphatase 1 mod

ryeA w2511} 4432

rsmF BW25113_1835 ye pBW25113 1837

holE EGRV304_§pbB ECRV308_01838
DNA polymerase lll, theta subunit, subunit ofDNA polynerasq IlI| conserved protein [NA polymerase Ill,holoenzyme

1836
lein

Escherichia coli ECRV308Chr

16S rFINA m(5)C1407 methyltransferase, SAM -l

holE B|V25118_jobB BW251. 848
DNA polymetase llijtHy hydrolase family protein

Escherichia coli BW25113

ebY]
col nser| uncj

CH. 335 H46_333|

Erwinia sp. Ejp617

putatiye membrappgthetical prptein

ECP_1779

CH46_3338 yol

per resistance D family proj

Yersinia pestis strain El Dorado

hypothetical protein YebU

ECP_1787
DNA polym: ypothetical protein YopB

imddgin CopC

Escherichia coli 536




i ein _
AU62_06535 AUB2_06540 Al GZ_OGSPS Ap627065 15
exodeoxyribonuclease X || hypothetical pEgrpolymgrase I *ubunit theta stxcisionas}

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20094521 genome-p.c.VAL98.02%—tax|D1412484

AY87_067p0 Af87_067l.0 A AV 6740
tail fiber pssemblly protein | | y
AV87_06715 | A AV87_06725 AV 45
ty) 2 hypothetical protein q | Iyt e

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120734 genome—p.c.VAL54.69%-tax|D1412609

hy ein _
AV87_06540 AV87_06545 AY87_065F0 &87_06530
exodeoxyribonuclease X || hypothetical pRiteirpolymgrase Il *ubunit theta *xcisionas*

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120734 genome—p.c.VAL98.02%-taxID1412609

AY13 066f5 Af1370661!5 A q AV13 06715
tail fiber pssemblly protein | | [
AVI3_06690 | A A\/.:O
ty) 2 hypothetical protein integrase q [ Iyti e

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20111576 genome—p.c.VAL54.69%-taxID1412535

h ein _
AV13_06520 AV13_06525 AY13_065p0 ﬁVls_oesao
exodeoxyribonuclease X || hypothetical pigirpolymgrase IiI *ubunit theta r{xcisionas]&

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20111576 genome—p.c.VAL98.02%-tax|D1412535




rsmF b1835
16S rRNA n(5)C1407 methyltransferase, BAdhgda

serine/threoning

Escherichia coli str. K-12 substr. MG1655

tein
| J415_13825 J415_13830

S'gma-fimbriae tip adhes] fimbrial biogenesis outer membrane usherprotein

Klebsiella oxytoca HKOPL1

BCS7_09190 BCS7_0920( B¢ p5
ferritin hypo ote}

BC$7_09195 5 BCS7_09220 BCS7_09225
DNA polymerpse IIf subunit theta isiondsq enterohemolysin exodeoxyribonuclease

Pectobacterium carotovorum subsp. odoriferum strain BC S7

yebU ECENHK_13560 E 3565 ECENIHK_133%CENHK_1360JFECENHK_1360!
rRNA [cytosine-C(5)—)-methyltransferase rotein DNA polymerpse Ilf sy protein YobBxdpleoxyribonucleage X

pp 70 Cl 90
serine/thre sphatase 1 p

Enterobacter cloacae subsp. cloacae ENHKUO1

AU$2_06690 AU$2_06f00 $2_( A L (
tail fiber assemply protein | | lyti¢ en in
AU62_06695 AU62_06705 AU AU62_06715 AU p735
type Il{ secretion protein EopEZ hypothetical protein i P VI Iytic| me

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20094521 genome-p.c.VAL54.69%—tax|D1412484




VIBNI_A1797
putative Paraquat-inducible protein B

rsmF VIBNI_A1798

VIBNI_A! RNA_18
bosomal RNA small subunit methyltransferase,

| VIBNI_A1799

rsmF b1835

putative hucleic acid binding protein]YitLtype

r;IeA b443'2

putative Thioester:

ydrase-isomerase

Vibrio nigripulchritudo str. SFnl

16S IRNA m(5)C1407 methyltrar

CH58_4036
pper resistance D family profgy

Escherichia coli K-12 EcoliK12AG100

H58_403
hypdthetipatai rotein

Yersinia pestis Antiqua

SEEH1427_13685
tail fiber aissembly protein

typq

SEEE. 13695
DN tase
SEEE1427_13700

S|

hy,

1

90
tein

SEES FEEE1427_1372)
SEEE1427 13710 seeefi2al13730

Salmonella enterica subsp. enterica serovar Enteritidis str. 77-1427

SEEE1427_13565 SEEE1427_135705EEH1427_13575
xodeoxyribonuclease Jfbon-nitrogeDK) ase |ll ubunit theta

SEE.SQ5

Salmonella enterica subsp. enterica serovar Enteritidis str. 77-1427




AU7Q (8205
excidiohase

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20095440 genome-p.c.VAL98.02%—taxID1412492

BO65BP65_5387 BD65_538
hypoltjp’uitical &otein beta-lactarphege infe: ily protein
B 0| BD65_541yob.

Yersinia ruckeri strain YRB

hosphatase

Escherichia coli strain SF-166

amadl_10660 amadl_10665 a amadl_10680fadl_106B5
serine/threonine protein kinase i D fe e flasn@Aifnmdumgn—contaipiiy protein

Alteromonas macleodii AltDE1

CFSANO 4_02830 CF SAN002064_028%0 SAN002064_0%875
Iytic eAgyme exod integrase 5 i

CFSANOOEGMNE02064_02840 Cl 02865
hypgthetical pr( rotein

Salmonella enterica subsp. enterica serovar Heidelberg str. CFSAN002064




yebU L164_12920
RNA methyltransferase RsmF

Lipa_129%0 LI64_12965 LI64_12970
DNA polym#ase I rbon—nitrogen hydrolagxodeoxyribonuclease

Enterobacter cloacae strain 34983

AY40_05960 AV 70 A
tail fiber issembly protein DN, tase Iy diypothetical protei
AV40_05975 Al 1 Av40_05985 AV. 05

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121747 genome—p.c.VAL54.69%-tax|D1412562

hyml _
AV40_05835 AV40_05840 A 40_05445 Al 5
xodeoxyribonuclease §| hypothetical Photepolymerase I1I i;ubunit theta

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121747 genome—p.c.VAL98.02%-taxID1412562

AKF92_04bof  AKG92_04605
DNA polym%ase 11l puixodeoxyribonuclease

hypf ein

Klebsiella variicola strain HKUOPLA

AJ70_os3z0 Al[?o_osﬂao
tail fiber hssembly protein | |
AU70_08345 Al AU70_08355 AU 70
typ E2 hypothetical protein integrase Iyti me

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20095440 genome-p.c.VAL54.69%—taxID1412492




STho1984_1881 STho1984_1882 | SThp1984 88| STho1984_1888
integrase | DNA polymeyase | e
STho1984_1879(hp1984 1830 STI 6
ypothetical proteifyjc enzyipe cyto ein

Salmonella enterica subsp. enterica serovar Thompson strain RM1984

Sk{BSSlZ_EZlFI SbBESlZ_Et253

SbBS512_E2110 | SbBS512_E2112 SHH
invasion plasmid antigen | 1SSd1, transposase orfial

Shigella boydii CDC 3083-94

AU67_07480 Ap677074 0 ALIG7_O7520
tail fiber fssembly protein Iytlcenzy!lﬁe

AUG7_07485 AU67_07495 | Al 0 AU 35
typ¢ Il secretion protein SopE2 hypothetical protein Iyti me

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20085285 genome-p.c.VAL54.69%—taxID1412489

hyp| ein

A67_07305
DNA polymegase Ill pubunit theta

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20085285 genome-p.c.VAL98.02%—tax|D1412489

_3ls3 holff KP1_: exoX KP1_3488
pthétical| protein DNA polymdra.se 1l fhexodeoxyribonuclease
hyp! ein

Klebsiella pneumoniae subsp. pneumoniae NTUH-K2044 DNA




H49_1229 H49_123 CH49_1232

—like fafyige etical prqtei

Yersinia enterocolitica strain 8081

AB187_24175

150 ABfi87_24:
pthetical|protein DNA polqurase n odeoxyribonuclease

hyp ein
Klebsiella pneumoniae strain CAV1596

AU49_167170 AU 780
tail fiber pssembly protein DN tase

AY49_16 AU49_16810
lyfc enzyi

AU49_16775 AU49_16785 A AU49_16795 AU49_16800 | Aujo_16B15
integrase |
Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120009 genome—p.c.VAL54.69%-tax|D1412471
AU49_16660 | AU49_16675

Apag_166}0

hyq
'AU49_16640 AU49_16645 | AJag 16850
xodeoxyribonuclease DNA polymefrase ll fubunit theta

rsmF SG48_1879

16S|rRNA m(5)C1407 methyltransferase, SAM-depenyary

L

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120009 genome—p.c.VAL98.02%-taxID1412471

rye SG4s_]883

bogSG48] 1881
terizefl protein

hoIEISG48_ 88 yobB SG48_1889
DNA polymefase 11l @eN hydrolase family profein
B7

Escherichia coli strain SQ37




| Shew185_2448
p{:tative RNA methylase, NOL1/NOP2/sun famfy
[ Shewiss_2449 Shtwlss_z Shew185_2451
| hydrolase, TatDtypmily gilus iogmlolymerase 111, delta prime s|

Shewanella baltica 0S185

KPNJ2_02023 KPNJ2_02p24
jase lIl,|theta subunit

Klebsiella pneumoniae 30684/NJST258_2

AVJLO_06690
tail fiber gssemHly protein

type

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120776 genome—p.c.VAL54.69%-taxID1412532

hyp

I AV10_06535 AV10_06540 ﬂF0_06445
X ibor ypC i Y Ill}subunit theta

A\f 107065|75

etcisionfée

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120776 genome—p.c.VAL98.02%-taxID1412532

yebU LI75_12205
RNA methyltransferase RsmF

LIT5_12245 LI75_12250
DNA polymetfase llljsubhypothetical protei

tein

Escherichia coli FAP1 genome—p.c.VAL90.48%-tax|D1412834




YPC_2495YP¢_2496
oplasmibyfpatfieficg! protein

Yersinia pestis biovar Medievalis str. Harbin 35

nce prot€ly

Shewana3_1767 ShimanaB_ 68 Shewana3_1769 |
l 1, ttpkal iesspi 1esfs protein hydrulase,Tathamin| n n
Shewana3_1770 |
ufative RNA methylase, NOL1/NOP2/sun fa|11ily

Shewanella sp. ANA-3 1

AB185_18020

| AB185_18045 AB185_18050
e lll|subunit theta | spore coat protein U fimbrial assembly protein

Klebsiella oxytoca strain CAV1374

Auks_06}00 I Aup8_oef{ Au2:

AU28_06695
type IJI secretion protein §opE2

AU28_06705
hypothetical protein

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20110355

0
hyp tei
AU28_06535 AU28_06540 bUFB_OG#‘lS A423_06375
edeeoxyrih- df i I_IIIIsubunit theta e>lcision§l;e

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20110355




prc XBJ1_2551
carboxy-terminal p for penicillin-bindingprotein 3

XBJ1_2553

yebZ XBJ1_2555 NnA XBJ1_255
putative resistance proteinte msaric|ferritin (iron stofage protein)

Xenorhabdus bovienii SS-2004

yebU DP32_10185 DH32_103425 DP32_10230
RNA methyltransferase RsmF hypotl i i DNA polymefase Ill sul] hypothetical protein

ein

Escherichia coli strain SEC470

KOX_23795 KOX_23800 | KPX_238pP0 KOX_23825
fimbrial biogenesis outer membrane usherprotein coat U domain—containing pr[)tein DNA polymefase Ill sexodeoxyribonuclease|X

hyp ein
Klebsiella oxytoca KCTC 1686

IYP5_05965 1Y€ 65 1Y]
tail fiber §ssembjy protein DN, tase lyt
5,

Salmonella enterica subsp. enterica serovar Enteritidis strain OLF-SE7-100819

hypml _

1Y65_05835 1Y65_05840 1Yp5_058415 1Y65_05865 |
odeoxyribonuclease Jbon-nitrogeDiN ase |ll subunit theta integrase |

Salmonella enterica subsp. enterica serovar Enteritidis strain OLF-SE7-100819




SP]
putative phag

> SPUL_1703
otein hypothetical protein type IIl secretiol rprotein (SopE)

SP 04
hypoth protein

Salmonella enterica subsp. enterica serovar Gallinarum/pullorum str. RKS5078

SPUL_1701
hypothetical protsjj

uL_1649

SPUL_1698 S

54 SPUL_17%5 SPUL_1756 hOIEISPUL 76| SPUL_1761
roteflypothetical protein putative integrase DNA polymel'ase Il, gheq hypothetical protein

Salmonella enterica subsp. enterica serovar Gallinarum/pullorum str. RKS5078

ml serlne/-ha!ase
ECNIH4_09345 ECNIH4_09350 Cli IH4_04355 yebU ECNIH4_09390
xodeoxyribonuclease Yrbon-nitrogendiydrplaipendrase |11 i;ubunit theta hypo RNA methyltransferase RsmF

Enterobacter cloacae strain ECNIH4

9! AFK67_12200
ulxodeoxyribonuclease

AfKk67_12] Arke7_12
cision DNA polymefrase lll

Cronobacter dublinensis subsp. dublinensis LMG 23823

yebU i14_2062
rRNA (cytosine-C(5)-)-methyltransferase Rsmypo

holf i14_2t2| yobB i14_2071

bfhetical prlotein DNA polymdrase 1l pub| hypothetical protein

serine/tl

Escherichia coli str. ‘clone D i14*




AU 370

type| PE2
AU8B3_10375A 80 AU 405
hypothetical protejn e DN, tase

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20094301

Al 5 AUB3_10%$25] AU83_10530
DNA polymefase lll|suljhypothetical protein|

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20094301

AVH7_08105 AW47_08115 A 40  AVA7_0814p
tail fiber dssembly protein Iyt ehyptein
A 5 AV 150
type Il protein exi mn Iyt me

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120994 genome—p.c.VAL54.69%-taxID1412569

hypm
AWT7_07470 b AY47_080p5
DNA polymetfase llljsubunit theta e

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120994 genome—p.c.VAL98.02%-taxID1412569

TEfLO_1831 TE10_18315
DNA polymefase lll|@jodeoxyribonuclease| X

Raoultella ornithinolytica strain S12




15_17¢2
putative etical pfotein

Yersinia pestis strain Shasta

rsmF ECW_m2006 yelv { ACW |m2008
predicted methyltransferase  p foid

ifted grotein

holE HCW_n3jobB ECW_m201p
DNA polymergse lllf tifonserved proteil

Escherichia coli W

serine/threonin

SFyv_2707
transposase

skyfld708 sfv2fis
hypoth protein DNA polymerﬂmmnug family protein

e Un racl

Shigella flexneri Shi06HNO06

| AB184_30415 AB184_30420
| spore coat protein U fimbrial assembly protein

Klebsiella oxytoca strain CAV1099

AN206_11475 || AN206_1148 AN2D6_HN4 yebU AN206_11525
exgdeoxyribonucleagp/pothefidsh e Ilf subunit theta hypoth¢tigadiy RNA methyltransferase RsmF

Escherichia coli strain SF-468




11 EE]2_11630 sq02_118s50]  SE02_11655
ical protein pthetical|protein DNA polymdrase 11l ugxodeoxyribonuclease

phatase hyp| ein

Klebsiella pneumoniae strain yzusk—-4 genome—p.c.VAL96.08%-taxID573

ftnA XDD1_1742]

prc XDD1_1748
Tail-specific protease

yebZ XDD1_1744 ebR XDD1_1744
putative resistancs@roteiexpprt Protein yebR

Ferritin-1 own func

XDD1_1741 |
ransposase (fragment

Xenorhabdus doucetiae str. FRM16

>

AY92_06690 Al'92_067b0 AU92_06730
tail fiber pssembly protein | | :
AU92_06705 | Al | AU92 06715 AU 35
typ E2 hypothetical protein e 1 Iyti me

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20093421 genome-p.c.VAL54.69%-tax|D1412514

hy ein _
AU92_06535 AU92_06540 Al 92_06145 Ap92706515
xodeoxyribonuclease hypothetical pidtepolym raselll{subuni‘ theta 4)_(cisionask

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20093421 genome-p.c.VAL98.02%-tax|D1412514

yebU LY180_09550 LY| 180_095{50 LYiBO_OQ 85 LY180_09590
rRNA methyltransferase pof hetical piotein DNA polyme*ase 11l bub| hypothetical protein

Escherichia coli LY180




i ein _
AU8B8_06525 AU8B8_06530 Al 88_06$5 Ap887065§5
lexodeoxyribonuclease X|| hypothetical [pdtaipolymdrase Il #ubunit theta elxcisionas}a

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20093977 genome-p.c.VAL98.02%—tax|D1412510

AJ93_06680 ALI]93_056b0 Al AU93_06720
tail fiber hssembly protein | | ly .

AU93_06695 | A [ AUs3 06705 AU 25
ty) 2 hypothetical protein € I Iyti e

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20094389 genome-p.c.VAL54.69%-taxID1412515

hy ein _
AU93_06525 AU93_06530 A93_06585 4]93_05535
lexodeoxyribonuclease X|| hypothetical [otaipollymdrase Iil {;ubumt theta +<cisionas§

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20094389 genome-p.c.VAL98.02%-tax|D1412515

yebU SHO8_13325

sifios_1335 SHO8_13370
DNA polymdrase Il fub] hypothetical protein

Escherichia coli K-12 strain ER3476

yebU ECO55CA74_10990
rRNA (cytosine-C(5)-)-methyltransferase RsmF hypof

ECOECA74 Elﬂ E0055CA74_110351
rplase

DNA polymtirase 111 nitrogen family hyd

Escherichia coli O55H7 str. RM12579




Iexox DR76_2998 u

DR76_3000 hg¢lE DR76 {3001
]

ibor

IIIFubunil theta

L It 1Y L

rsmF DR76_3008
ridipsomal RNA small subunit methyltransferasj

Escherichia coli ATCC 25922

yebU c2244
Hypothetical protein yebU  Hypot

yobB c2253 c2254
DNA polym othetical protein fkodeoxyribonuclease

ursor

Escherichia coli CFT073

yebU ECO103_2026
predicted methyltransferase conse

obB ECO103_203
congerved predicted prqtein

serine/threonif

Escherichia coli O103H2 str. 12009 DNA

| GU3_10415

ABC transporter ATP-binding protein

GU3_10435

GU3_10425 GU3_10430
Dreplcation terminus site-bindirjg| bicyclomycin resistance protein omatic amino acid aminotransfer:

Gu3_104}0

GU3_10410 |
Prol hetical protein

DNA damage-tinduc' Iie protein YebG

Oceanimonas sp. GK1

AUB8_06¢$80
tail fiber gssemily protein

AUB8_06 20
lytge enzyl n
AU 725
i Iyti me

enterica serovar Enteritidis str. SA20093977 genome—p.c.VAL54.69%-tax|D1412510

Salmonella enterica subsp.




yebU HQ24_09095
RNA methyltransferase RsmF

H¢24_09H HQ24_09135

DNA polymdrase lll fub] hypothetical protein

Escherichia coli KLY

rsmF E1470_c18730 E1. 70_c187|50 holE *1470_0 88| yobB E1470_c18810
6S rRNA m(5) h SAM ol hetical prptein DNA polym#'ase 1, N hydrolase family protgin

serine/threo

Escherichia coli ECC-1470

>

AJ24_066B0 A‘fZA_OGSPD 19 AvV24_06720
tail fiber pssembly protein | | I :
AV24_06695 | A AV24_06705 AV 25
ty) 2 hypothetical protein € I Iyti e

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120240 genome—p.c.VAL54.69%-taxID1412546

i ein _

AV24_06525 AV24_06530 A 24_065'35 APZ‘LOGSQS
lexodeoxyribonuclease X|| hypothetical pdtaipolymdrase Il #ubunil theta elxcisionasia

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120240 genome—p.c.VAL98.02%-taxID1412546

yobB EC55989_2021
erved hypothetical profein

yebU EC55989_2012 ygov EC55989L2014 ryeA ECS#QSQ_miSt:_RNA_SQ holE qCSSQB
utative RNA AdoMet-dependent methyltran: e hypothetical protein DNA polym#ase Il

Escherichia coli 55989




hyp-ei " hypml

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120685 genome—p.c.VAL98.02%-taxID1412534

AV12_08155 AV12_08160 |
Ixodeoxyribonuclease Y hypothetical protein |

EAKHL_ch4199 E] J EAKRL_cl 4ZB§KFG|14206 EAKF1_cH4207 | EAKF1_ch4209
hypoth4ﬁ0a| proteopper re bpeithtical] psgiethdtical protein hypothgtical|protein | Trk system potassium uptake protein TrkG
x0X EAKF1_ch4197¢JEAKF1_ch4198cholE EAKF1_ch4200c EAKFL_chj208¢c
etodeoxyribonucleaseH(amidohydrm olymefase Ill fubunit theta hypothgtical| protein

Escherichia albertii KF1

ht ebY \CEGT- ein 1
exoX EPYR_01701HolE EPYR_01702
efase lll,|theta subunit

ekodeoxyribonDt\zapel

Erwinia pyrifoliae DSM 12163

955 AHY! BIBY6! 96!
ptheticall protein hypotheticalhypothetical protein
ABY63_08975
phatase hypothetical protein

Klebsiella pneumoniae strain CAV1392

Al 5

ABY63_08975 ABY63_08980 A |
hypothetical protein hypothetical protdin hyp{ !

Klebsiella pneumoniae strain CAV1392




CH59_3377 CH59_3378 CH59_3379TH59_338[)
helix-turn—helix family protein jke ATP binding family pfoteinati Jthetical prt)tein

CH59_3382 yol CH59_3384
glper resistance D family proj ferritin—like domain pfotein

Yersinia pestis strain PBM19

hyp

AN205_10465 AN205_10470 ANPO5_10475
efodeoxyribonuclease] [ypothetic@NAgielgmefase Ill|subunit theta

yebU AN205_10515
RNA methyltransferase RsmF

Escherichia coli strain SF-173

AUB5_06465 AUB5_06475

tail fiber gssembly protein
AU 710
type| H Iyti me

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20100101

hyp tei _
AU35_06510 AU35_06515 [AUBS5_06420 AL|]357065*30
ekodeoxyribonuclease ffhypotheticBl efase Il jsubunit theta elscisionaie

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20100101

H

AV[L2_08325 AV12_08335 AVlI2_08360
tail fiber gssemily protein lytie enzyime
AV12_08340 A 5
pE2 hypothetical protein ex LI}

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120685 genome—p.c.VAL54.69%-tax|D1412534

type,




NA SM39_1414
ferritip iron storage pgo

Serratia marcescens SM39 DNA

yebU SR35_09365
RNA methyltransferase RsmF h

SH35_09405] SR35_09410
DNA polymetfase Ill sulfhypothetical protein

Escherichia coli strain RR1

AVp2_06470 AV02_06480 A 0 AV02_06710
tail fiber dssemtly protein Iyt} n
AV 715
¢ mn Iyti me

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20094079 genome—-p.c.VAL54.69%—tax|D1412524

type|

hypm _
AV02_06515 AV02_06520 AVP2_06425 A{OZJ)GS#S
odeoxyribonuclease pthypothetic@lpfopmitymefase Il jsubunit theta ekcisionaie

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20094079 genome—-p.c.VAL98.02%—tax|D1412524

J40_55!
putative hetical prptein
DJ40_561 Y DJ40_563
btmjper resistance D family proj ferriti otein

Yersinia pseudotuberculosis strain ATCC 6904




75 AEN89_04990
hy{ | otein |
ACN89_04945 ACN89_04950  |Acfieo_oabss A ACNB9_04985 |
ondeoxyribonuclease )Hrbon—nitrogenwnuﬂH:ase 1 {;ubunil theta integrase

Salmonella enterica subsp. enterica serovar Paratyphi A strain CMCC50093 genome—p.c.VAL98.02%—taxID54388

ECOK1_1952 E OK1_19$4 holE IECOKI 19 ECOK1_1961
NOL1/NOP2/sun family putative RNA methyteserled| hypothetical protein DNA polymel'a.se lihytedlase, carbon-nitrogen family

serine/t

kin CopC

Escherichia coli IHE3034

ftn YPO1783 YPO1785
ferritin ative copper resistance profmif]

[ypo178s] vPo1789 |
putativej acyl qastéjve membrane pfotein

Yersinia pestis CO92 —p.c.VAL86.92%-taxID214092|RFAM_PROOFED_NEW

WN53_23300

hipothetical protgin

95 WN53_23305 WN53_23325
hypothetical protein i ferritin

Serratia fonticola strain DSM 4576

CH47_1195
ferri bpper resistance D family prote

8 CH47_1199
like rf{ phage late control D family prof#iage}

CH47_1200
P2 GpU family protein

Yersinia enterocolitica strain WA




hyp tei _
I AV05_06525 AV05_06530 A\_/F5706§35 A\fOSJ)GStSS
X ibor lypothetic llljsubunit theta etcisionfée

1]
Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121826 genome—p.c.VAL98.02%-taxID1412527

hyp|
CKO_01122 CKO_01123 0_o11p4
hypothetical protein|| hypothetical protsipdthetical plrotein

Citrobacter koseri ATCC BAA-895

Klebsiella pneumoniae 500_1420

I ACN89_05070

ACNB89_05050N| 05/ ACN89_05060 | Al 5
disulfige bond formmatarb| rug DMT transporter permkase

Salmonella enterica subsp. enterica serovar Paratyphi A strain CMCC50093 genome—p.c.VAL53.49%-tax|D54388

ACI
hypoth protein

ACI ACN89_05010
amino ad bindingprotein hypothetical protein

Salmonella enterica subsp. enterica serovar Paratyphi A strain CMCC50093 genome-p.c.VAL53.49%-taxID54388




A\34_066B0 A‘f347066b0 A\34 06714 AV34 06720
tail fiber ssembty protein | | lyfic enz =
AV34_06685 AV34_06695 | A AV34_06705 AV 25
tyde 1ll secretion protein SopE2 hypothetical protein € m Iyti.ne

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120496 genome—p.c.VAL54.69%-tax|D1412556

hy ein _
AV34_06525 AV34_06530 Af34_065p5 &34_06535
lexodeoxyribonuclease X|| hypothetical [potaipollymdrase Iil #ubunit theta elxcisionas}z

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120496 genome—p.c.VAL98.02%-tax|D1412556

Shall75_1923 |
Ribosomal RNA small subunit methyltransferase F |

Shall75_1920 all75_1941 Sball75_1922 |
A polymerase Ill, delta pril ilus assenfbly Pil hydrolase, TatD family |

Shewanella baltica BA175

rsmF ECVR50_1960 yghVv ) ryeA FCVRSO 1964 holE *CVRsO 19| yobB ECVR50_1970
ribosomal RNA small subunit methyltransferagechayacts ifized pfotein Yebw DNA polyms*rase Il $ubgharacterized protein YgbB

serine/tl

Escherichia coli VR50

AJ05_066B0 A‘fOS_OGGbO AJ05_067[l4 AV05_06720
tail fiber ssembfy protein | | lylic enz =
AVO05_06685 AVO05_06695 | A AV05_06705 AV 25
tye Ill secretion protein SopE2 hypothetical protein € m Iyti e

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121826 genome—p.c.VAL54.69%-tax|D1412527




putative ml
exoX SG1174 SG1175 hofE se1176 | SG1180 SG1181
lexodeoxyribonuclease X[served hypothedinil pi ase I, 'heta subunit | putative integrase putatjve excisij ein

Salmonella enterica subsp. enterica serovar Gallinarum str. 287/91 —p.c.VAL96.08%-taxID550538|RFAM_PROOFED_NEW

yebU ADZ28_09475
RNA methyltransferase RsmF

ADfz28 09%15[  ADZ28_09520
DNA polymeirase 11l $ub{ hypothetical protein

Escherichia coli strain DH1Ec169

yebU APECO1_889 |
conserved hypothetical protein |

yebW APECO] 890
conservec‘ hypothetical protein

y 4
conser protein

Escherichia coli APEC O1

A[36_o66B0 A}36_066p0 A

tail fiber pssembly protein | | I
AV36_06695 | A AV36_06705 AV 25

ty, 2 hypothetical protein € (l Iyti e

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120968 genome—p.c.VAL54.69%-taxID1412558

hy ein _
AV36_06525 AV36_06530 A\J36_065pB5 Av36_06585
lexodeoxyribonuclease X|| hypothetical [potaipollymdrase Ii1 #ubunit theta elxcisionas}z

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120968 genome—p.c.VAL98.02%-tax|D1412558




51122_16931227169}5
hypothefizabpvetiacyl carrigr protein
0 Al1122 16935 1122_169: A1122_16945
hyp ive copper resistauetiyeatgoper resistahce protein ferritin

Yersinia pestis A1122

AUB6_08385 Al‘|66_08395 AU66_08420
tail fiber 3ssemily protein hypothetical protejn
AU66_08390 AUB6_08400 | AU 25
typellll secretion protein SqpE2 hypothetical protein | ex n Iyti me

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20082034 genome-p.c.VAL54.69%—taxID1412488

hyp.ﬁl—
AU66_08225 AU 55
hypothetical protein i

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20082034 genome-p.c.VAL98.02%-taxID1412488

STI 847 STMUK_1851 holE $TMUK] 1 STMUK_1857

lyti me tative phage integrase protgin DNA polymefase IlI itative amidohydrolage
STMUK_18489 d49 ST H STMUK_1854  yol STMUK_1855
: hetical pfotein putative cjiiigh] Rative inner membrane etical prdtein

Salmonella enterica subsp. enterica serovar Typhimurium str. UK-1

SG1232 S[51234 SG1239
phage fail fibre assembly[protein |_| |
SG1233 SG1235 SG1236 recE SG1237 | 0
type Il secretion pystem, secreted effegorprotein ( served hypothetical protpin | putative phag brane protein

Salmonella enterica subsp. enterica serovar Gallinarum str. 287/91 —p.c.VAL54.69%-taxID550538|RFAM_PROOFED_NEW




hyp

03K_10720 u 03K_10725 OjK_IO?pO

yebU O3K_10770
1 fpeni ) llljsubunit theta hypothptids A (cytosine—C(5)-)-methyltransferase Rsf

Escherichia coli 0104H4 str. 2011C-3493

yebU T257_09480

Tzp7_09420) TZ57_09525
RNA methyltransferase RsmF  hypotl i i DNA polymefase Ill|sufhypothetical proteil

BN49_3460 exoX BN49_3465

Klebsiella pneumoniae str. Kp52.145

AVP7_06945 AVP7_069455 A

tail fiber gssemfly protein Iyt
AV( 990
11} Iy‘i'me

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120200 genome—p.c.VAL54.69%-taxID1412529

type

hyp tei _

I AVO7_06790 HnAV07_06795 Avp7_06300 | AVO07_06825 Aim_osspo

S y ilifsubunit theta [ integrase efcisionage
Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120200 genome—p.c.VAL98.02%-tax|D1412529




AV79_06d80 A\f79706890 AV79_0691!
tail fiber gssemby protein | lytfe enzy:
| AV79_06885 | AV79_06895 A AV 25
typd Il secretion protein SgpE2 | hypothetical protein I Iyti me

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120051 genome—p.c.VAL54.69%-tax|D1412601

hvm _
AV79_06725 A\.{79_063|35 | AV79_06760 AY79_067¢5
xodeoxyribonuclease DNA polymetase n Fubunit theta | integrase cisionaﬂe

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120051 genome—p.c.VAL98.02%-tax|D1412601

M480_3581
pper resistance D family protf i
480_358] M480_3584
hypdthetipatatiye membrane grotein

Yersinia pestis 1413

Q 10 Q7p_14%20 Qfs_14sh5
transcription: tor Ogr/deltantegrasg family protein DNA polymefase Il ubunit theta
Q7S_14490 'S_14445[ Q7S_14500 Q7S_14505| q b

integrase Htransmg vertex proteirlmlyltranshmsd GCN5  hyp| ein hypd i

Rahnella aquatilis HX2

holH EAM_1989| exoX EAM_1990
DNA polymefase Il {theekodeoxyribonuclease
E 8
lein tativ Iprotein hypp d protein

Erwinia amylovora ATCC 49946 chromosomal sequence—p.c.VAL68.38%-taxID716540|RFAM_PROOFED_NEW




LW89_2143| 35 B9 _21he]  Lws9_21465

| integrase DNA polymefase Iiifa . ase
L\f89_214p5 L

hy n cytopl| tein

Salmonella enterica subsp. enterica serovar Paratyphi A strain CMCC 50503

720_31;
putativj hetical pjotein

ot

Yersinia pseudotuberculosis strain EP2/+

in serine/thrg

exoX KPK_198ell

e Ill] theta subunit putative lipg

Klebsiella pneumoniae 342

p type
AU86_21775A] y80 6_21$05
hyjpothetical proti e

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20092320 genome-p.c.VAL54.69%—tax|D1412508

AliBS_lO%S AUB6_10%89 AU86_10590
e)lcisioni#e

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20092320 genome-p.c.VAL98.02%-taxID1412508




CSB7_05$30 CS! 940 CSP7_0594 CS37_05970
tail fiber gssemHly protein DNA| tase lytie en: in
CS37_05935 CS37_05945 cy [ cs37 05955 cs 975
—type|llsecreﬁun proteinﬁ' hypothetical protein i f d 1} Iytig me

Salmonella enterica subsp. enterica serovar Enteritidis strain Durban

hyp tei _
CS37_05810 |_L CS37_05815 Ic_smzo o
exodeoxyribor i piyjney Illfsubunit theta [

Salmonella enterica subsp. enterica serovar Enteritidis strain Durban

KU54_009505

[ase llljsubunit theta

Klebsiella pneumoniae strain 32192

LW89 ¢ 335 | LW89_21350 W LW89_21360
hypothei protein multilﬂrug DMT transporter p le bond formation protein

LW89_21340
blasticidi nsferase

Salmonella enterica subsp. enterica serovar Paratyphi A strain CMCC 50503

amino acid AB{

LW89_21405
hypothetical protein

Salmonella enterica subsp. enterica serovar Paratyphi A strain CMCC 50503

bindingprotein




AV75_26525 H AV75_26530 tv75_26533A§175_2ej:1 AV75_26545 _o /{V75_2655E qV75_2ssao

MFP transporter hypothetical protein| hyppthetical i ylate integrase hyp\t'.. i $

AV75_26565
UGMP family protein

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121180

1168_059%0 1Y 60 1Y68_05985 1Y68_05990
tail fiber ssembll/ protein DN, tase lylic enzy -
1Y68_05955 1Y68_05965 I | 1Y68_05975 1Y 95
tyjpe 11l secretion protein Sopf2 hypothetical protein q | Iyti e

Salmonella enterica subsp. enterica serovar Enteritidis strain OLF-SE10-10052

! ein _

1Y68_05830 1Y68_05835 1{68_05840 | 1Y68_05860 |
exodeoxyribonuclease X farbon-nitrogen Bydfofasfgmgrase 111 *ubunntheta | integrase |

Salmonella enterica subsp. enterica serovar Enteritidis strain OLF-SE10-10052

a9 _o67po AY49_067)0 a9 067k Ava9_o06740
tail fiber ssembll/ protein | | lyfic enzy: ‘
AV49_06705 AVA9_06715 | A AV.:S
tyjpe I1l secretion protein Sopf2 hypothetical protein integrase q | Iyti e

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121812 genome—p.c.VAL54.69%-taxID1412571

i ein _
AV49_06540 AV49_06545 Af49_065F0 @49_06530
exodeoxyribonuclease X || hypothetical pdteirpofymgrase I1I *ubunit theta elxcisionas*z

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121812 genome—p.c.VAL98.02%-tax|D1412571




YE105_C2372 |
hypothetical protein |

Yersinia enterocolitica subsp. palearctica 105.5R(r)

vfsiP31758Yp8|P31758_133psIf31758 J4314 YpsiP4I78p_2340

conserved hyp ed hypothetifal prof hypothgtical protein

d 33] copD YpsIP31758_2a88C
al [copper resistance popiein 2}

AUB5_06485 AU85_06€95 AUS

tail fiber gssembfy protein Iyt}
AU 730
1 Iyt me

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20095309 genome—-p.c.VAL54.69%—tax|D1412507

hypml _
AUB5_06530 AUB5_06535 AU85_06440 Aq}857065y0
odeoxyribonuclease { hypotheticad pidfedaijmerase Ill subunit theta ekcisionaﬁe

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20095309 genome—p.c.VAL98.02%—tax|D1412507

Spea_1922 Spea_1924 ISpea_lQZ Spea_1926 |
Spea_1927
utative RNA methylase, NOL1/NOP2/sun familv

Shewanella pealeana ATCC 700345




hyp:
exoX KO11_13490 uyobB KO11_13496|E ko11_}3500
4 ibor peni i { lllsubunit theta hypotheﬁw

rsmF KO11_13540
riRNA (cytosine-C(5)-)-methyltransferase Rst

Escherichia coli KO11FL

AUP6_064$95
tail fiber ly protein

type

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20094642 genome-p.c.VAL54.69%-tax|D1412518

hyp: tei _
AU96_06540 AU96_06545 UP6_06%$50 AlfQB_OG%O
exodeoxyribonuclease|fypothetidaNgx efase lll|subunit theta e*cisiona}e

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20094642 genome-p.c.VAL98.02%-tax|D1412518

yebU SHO5_13330

Escherichia coli K-12 strain ER3454

YpAngola_A1619 YpArigoIa_qctzU

LPS glyttsyltransferase family protein

flA YpAngola_A161 42 W
pyruvate fofmate-lyase 1-activatjng enzyme 3 b d ein CopC ferfitin family protgin

Yersinia pestis Angola




| AAW15_07855 W15_0786|
| c-di-GMP phosphodiesterase

Edwardsiella tarda strain FL95-01

A 7490 A{06_07300
tail fiber #4ssembjy protein
AV06_07295

[

type]

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120213 genome-—p.c.VAL54.69%-taxID1412528

hypml
AV06_07130 AV06_07135 AV06_07340
odeoxyribonuclease P hypotheticdd Niotedhfmefase Il jsubunit theta

INIHI31_[16190 KPN'HS EZ KPNIH31_16215
bthetical protein vmek: - [

KP| 5
phatase hyp rein '—_

Klebsiella pneumoniae subsp. pneumoniae strain KPNIH31

yebU HW43_13010
RNA methyltransferase RsmF hypott

HW43_13p45 HWA43_25285
DNA polymefase Il suli

Escherichia coli strain 94-3024




AY29_06€475 All29725q25
tail fiber fssembly protein | |

AU29_06680 AU29_06690
typq Il secretion protein SopE2 hypothetical protein

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20090641

0
hyj otein
AU29_06515 AU29_06520 | AY29 06425 | AU29_25905 Afi29_o65}5
Jxodeoxyribunuclea.se Hbon—nitrogaﬁ ase |ll ubunit theta | integrase etcisionaﬁe

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20090641

ECSE_2010 E SE_20]2
conserved hypothetical protein conserJed hypothefjoal protein

Escherichia coli SE11 DNA

ASA_2043 ASA_2044
Sun/nucleolar protein family protein

| ASA_2046 ASA_2047 holB ASA_2048
conserved cal prot(iphage integrase family protein| Mg-Hlependent deoxyribonuclINA polymerase IIl, delta’ suburit

Aeromonas salmonicida subsp. salmonicida A449

BN1086_011!

copper] resistance

BN1086_01187 BN1086_01188 BNJ086_07189
el(odeoxyribonuclease Hhon—nitrogeﬁlﬂpdw ase |ll ubunit theta

Citrobacter koseri PRJEB6512_assembly_1




I [ IT63 07935 | -

| | blasticid| sferase
L IT63 07915 ITm 1T63_07925 | -
disulfide bond formatiem| idrug DMT transporter permehse

Salmonella enterica subsp. enterica serovar Paratyphi A strain CMCC 50973

IT63_07900|
t-binding prﬂtein

5

amino acid A

Salmonella enterica subsp. enterica serovar Paratyphi A strain CMCC 50973

IT63_07825 IT63_07830 ITF3_078I35 I IT63_07860
xodeoxyribonuclease }bon-! g mn Isubunn theta integrase

Salmonella enterica subsp. enterica serovar Paratyphi A strain CMCC 50973

yebU W817_10420

Escherichia coli RS218

KOJKO3_c3443 KOJKO3_c3444 | KOJKO3_c344 KOJIKO3_c3449
fimbrial biogenesis outer membrane usherprotein sigma-fimbriae tip adhesin | DNA polymefase Ill pejodeoxyribonuclease 10

K 7
pllllasm ein

Klebsiella oxytoca DNA




afa6_oedro Afas_osepo mfa6_o67p{ Ava6_06710
tail fiber semb'y protein | | lyfic enzy
AV46_06675 AV46_06685 AV 15
typg |l secretion protein SopE2 hypothetical protein 1 Iyti me

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120497 genome—p.c.VAL54.69%-tax|D1412568

! ein _
AV46_06515 AV46_06520 AVfa6_065p5 AP46_065§5
xodeoxyribonuclease hypothetical pitepolymerase 111 fsubunit theta ekcisionasla

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120497 genome—p.c.VAL98.02%-tax|D1412568

AW50_20260 50_48 AWS50_20280 | Af50_20320 [ Aw50_20330
DNA methyltransferase igxcisiona integrase | DNA polym(*ase mn rbon-nitrogen hydrolake

ein

Salmonella enterica subsp. enterica serovar Anatum str. USDA-ARS-USMARC-1735

yebU ECUMN_2129 ydbv ECUMN] 2131 ryeA EcuﬁN_mis}_RNA_ze holE FCUMN] 21[ yobB ECUMN_2138
itative RNA AdoMet-dependent methyltrans! d hypothetfeal protein DNA polyme[ase Il ¢begerved hypothetical prdtein

serine/threol

Escherichia coli UMN026

yel 60
Conserved rotei by

exoX ETA_15040 |hol ETA_1$050 | ETA_15080 H ETA_15090 1

DNA exonucldabé@dlymgrase Il |heta subunit Cbnserved hypothetical protein (UPFO11B)Smilar to Spermidine synthage

Erwinia tasmaniensis strain ET1/99 complete —p.c.VAL66.95%-taxID465817|RFAM_PROOFED_NEW




avpo_oepes Avfo_oe¢7s AVl { Av60_06705
tail fiber gssemfly protein Iyt 'v in
AV60_06670 AV60_06680 A | AV60_06690 Avq 710
type III secretion protein JEpEZ hypothetical protein i o it Iytig me

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121970 genome—p.c.VAL54.69%-taxID1412582

5
hyp i
Jn AV60_06510 u AV60_06515 IevFo_oe$20 A\{so_oe%o
exodeoxyribe 1Py i i fese 1 subunit theta e*cisiona#e

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121970 genome—p.c.VAL98.02%-tax|D1412582

copper re:
‘L o Tt O s Kl_lll_:l = e NOLINO _
. e X "
xonucleas¢itRNase T and DNA kbdipdpegoteid D! RNA methylase, NOL1/NOP2/sun family
Escherichia coli KO11
AB190_02855 | AB190_0487{ AB190_02880 AB190_02885
hypothetical protein | DNA polymefase lljacjon-nitrogen hydesjpdeoxyribonucleas¢ X

0
tein

Enterobacter asburiae strain CAV1043

holE

bB ECO111_235f
predicted methyltransferaseconser}ed ’ DNA polymerfse Iitptiderved predicted prptein

Escherichia coli O111H- str. 11128 DNA




Asd1pREas 1 Asd1617_01455 | Am Asd1617_01460 Asd1617_01461
L-aral broteipotheticaidy Transposase | DNA poly! leta| Hypothetical protein |Exodeoxyribonuclease X|
A 8
Hyj otein C

Shigella dysenteriae 1617

I\|64_060§5 I 61 1Y 6125
tail fiber pssembly protein | | ylic enzyrdypothetical protei
1Y64_06090 1Y64_06100 | | 1Y64_06110 1Y64_06115 | Iy 30
tyfe Il secretion protein SopE2 hypothetical protein integrase H(odeoxyribonuclease VI|I Iyti Ime

Salmonella enterica subsp. enterica serovar Enteritidis strain OLF-SE6-00219-16

6 5
hy otein

1Y64_05935 1Y64_05940 11f64_059}5 | 1Y64_05970 1 64_05975
lexodeoxyribonuclease Xfarbon—nitrogen DA rase 1l {;ubumttheta | integrase xcisionask

Salmonella enterica subsp. enterica serovar Enteritidis strain OLF-SE6-00219-16

ypothetical protei excisionag

Yersinia intermedia strain Y228

AV73_07110 I Af7aTo7ako V73 07149

hjpothetical protgin Iytc enzy[l'le g¢ndonucleas
AV73_07100 thrS AV73_07105 A AV73_07120 X
on initiation facfor 1F-3 threonine--tRNA ligase integrase = hypothe cal drotein

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121178

translat}




LH22_11280

LH22 11250 LHR2 11255 | LH22_ 11285 LH22_11290
ase llljsubunit theta | hypothetical protein hypothetical protein

Pantoea rwandensis strain ND04

AVB0_066¢75 A\/EO_OGQSS A
tail fiber gssemily protein Iyti
AV30_06690 A | Avso_os700

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120469 genome-—p.c.VAL54.69%-taxID1412552

hyp: tei _
| AV30_06520 AV30_06525 A\_/Fo_oe#so A\fso_osslso
egodeoxyribor ypotheti I lll}subunit theta e*cisionaie

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120469 genome—p.c.VAL98.02%-tax|D1412552

avB2 06§75 AVB2_06q85 A
tail fiber gssemfly protein Iyt
AV82_06690 A | Av82_ 06700 AV 720

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120581 genome—p.c.VAL54.69%-taxID1412604

nyp tei _
AV82_06520 AV82_06525 A!Fz_06§30 A\fsz_oesbo
efodeoxyribor ypotheti I llljsubunit theta e*cisionaie

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120581 genome—p.c.VAL98.02%-taxID1412604




hyp
|AvB8_06335

I AV88_06525

tei _

Av88_06530
ypothetidaNgrqtel

L

nA YPTB1659
ferritin

efase llljsubunit theta

-) f8s_065p5

e*cisiona*e

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120738 genome—p.c.VAL98.02%-taxID1412610

YPTB1661 |
ive copper resistance putegik

ﬂa_
PTB166] YPTB1664
pcyput membrane protein

Yersinia pseudotuberculosis IP32953 genome

SERRSCBI_09185
hypothetical protein

SERFSCBI_pP9160
DNA polymetfase llljsubunit theta

SERR] [SERRSCBI_09195
hypotl lypothetical protei

Serratia sp. SCBI

CH61_2387¢H61_23
putatiie membi hetical prptein

CH61_2390

S|
n lipopolysag ransferase

vol
htpber resistance D family prq

CH61_2392
ferritip—like domain protein

Yersinia pestis strain Dodson

holE[sBG_|7 sBG 1714
DNA polymerse ltidtis¢rved hypothetical pfotein

ative ce protein

Salmonella bongori NCTC 12419




AU37_05815
lexodeoxyribonuclease X|

AU37_05820 A337_05425

hy

ein _

hypothetical fdtaipolymdrase Il fubunit theta

BN1843_22690

Ribosomal RNA small subunit methyltransferase

et

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20090193

SEEH] 8645

hypotl rotein
[SEEH1578_1865H|
b o

AW 50
hypotl rotein
AW83_25860
Protein gp55

BNf8a3 296 BN1843_22770
DNA polymeirase Il fhetPutative amidohydrolas

Escherichia coli ERS742059

8655

S 65 SEEl|-|1578_ 869 SEEH1578 18690
DNA polymérase 1 n-nitrogen family hydrglase

e

S 0
hyj in

Salmonella enterica subsp. enterica serovar Heidelberg str. 41578

AW83_25880 Afg3 25920 AW83_25930
Phage integrase DNA polymeirase Il $ubt protein yobB

A‘f 88_066b5

l_--in CopC

Salmonella enterica subsp. enterica serovar Newport str. USDA-ARS-USMARC-1927

A\88_066B5
tail fiber pssembly protein

ty 2

AV88_06700
hypothetical protein

I ;

T ’
A AV88_06710 AV 30
integrase € ( Iyti e

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120738 genome—p.c.VAL54.69%-tax|D1412610




hypm _
AV80_06535 AV80_06540 |AVBO_06445 A{807065P5
ekodeoxyribonuclease [fhypotheticBINWopeilymefase Illjsubunit theta ekcisionzﬁe

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120356 genome—p.c.VAL98.02%-taxID1412602

Entas_2545 E 6 Eftas_2562 | Entas_2553 Entas_2554
Riposomal RNA small subunit methyltransferasgk ction DUF1480 prof 35 LAl psdyt Jt el 4 ar o RNase T and DNA golymerase IlI
- Proteil_Ein CopC

Enterobacter asburiae LF7a

B720 KPHS_33f6{ KPHS_33770
thdtical protein DNA polymefase IIl odeoxyribonucleaséx—
IKPHS_3378!
hyp tein protease 2

Klebsiella pneumoniae subsp. pneumoniae HS11286

hypm
J LG71_14540 |_| LG71_14545 1 14450 L1 eejf1 14 80 yebU LG71_14585
DNA pg 11l st it{¢psilonnitrilA polyiefase llljsubunit theta hypotrihﬁpd idniy r&NA (cytosine(1407)-C(5))-mett q

Pluralibacter gergoviae strain FB2

AUB7_05935 AU
tail fiber gssemHly protein

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20090193




_06p9s

hypothefic:

1Yep_o6pss
tail fiber apsemply protein

1Y
1Y63_06090 1Y63_06100
type |1l pecretion proteirf SopE2  fypothetical protei

5
otein

1Y63_06110

integrasgo e VIl

Iytic

yme

Salmonella enterica subsp. enterica serovar Enteritidis strain OLF-SE5-1104-2

I 6!
hypo r
p45

1Y63_05935
leoxyribonucle:

exof e Il subunit theta

Avdo_of

1Y63_05970 1Y43_05975
integrase exgisiongse

Salmonella enterica subsp. enterica serovar Enteritidis strain OLF-SE5-1104-2

Escherichia coli phosphoprotein phosphatase (prpA) gene

AV{0_0g690 00
tail fiber afsemply protein [
| AV80_06695 | AVB0_06705
type Il pecretion proteir] SopE2  fypothetical protei

AV AV80_06715)
i integrasgoqq

AV
e VII Iytic|

p735
yme

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120356 genome—p.c.VAL54.69%-taxID1412602




128 30

exi

1285_09135 I¥§ 40
hypothetical protifif e

1 1Z$5_091170 1285_09175
Vil DNA polymefase lliisubon-nitrogen hydrofase

|

Salmonella enterica subsp. enterica serovar Typhimurium strain ATCC 13311

[y2520 ]
I hypothetical I

yebU SBO_1250

putative nucleolar proteinsonserves

Y2522
adve resistance protein, exy

ftn y2524
ytoplasmic ferriti

Yersinia pestis KIM10+

| ipaH_4 SBO_1256

| invasion plasmid antigen
SBO_1254

1S600 ORF2

DNA polymefased|

| SBO_1144
CO| rveq | conserve

al protein

Shigella boydii Sb227

Klebsiella pneumoniae subsp. pneumoniae PittNDMO01




Cronobacter sakazakii strain ATCC 29544

AC| 05 ACZ47_0483| AC247_02835
i DNA polymefase Itfsijon-nitrogen hydrdjase

Salmonella enterica subsp. enterica serovar Ouakam strain GNT-01 genome-p.c.VAL98.02%—taxID1243585

AC247_02795 Ag24

AVP8 06665 AVP8_06475 AV f{ Av28_06705
tail fiber gssemfiply protein Iyt othetical protgin

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120722 genome—p.c.VAL54.69%-taxID1412550

hyp

[ AV28_06510 AV28_06515 hVFB_06¥20
p i (pC i Il subunit theta

AV28_06350

e)Icisionaise

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120722 genome—p.c.VAL98.02%-taxID1412550

yebU SH07_13220

SH § SHO07_13265
DNA polymeiase I sufypothetical protei

Escherichia coli K-12 strain ER3475




hvml _
AU75_06520 AU75_06525 AU75_06430 qu757065¥0
xodeoxyribonuclease X hypotheticaDpatpmymefase Il subunit theta ekcisionaie

Salmonella enterica subsp. enterica serovar Enteritidis str. SA19961622 genome—p.c.VAL98.02%—tax|D1412497

ETAF_1479 ETAF_1481 ETAF_1484
hypoth protein Ilntegrasel hypothetical protdin

Edwardsiella tarda FL6-60

1635_10655 1635_10660 1635_10675 1635_10680
serine/threonine protein kinase aabyhiCaAHyiibasesiasetyltf ine patch supel periglasmic immuno )ain—containinfy protein

Alteromonas macleodii str. 'lonian Sea UM7'

J444_1859
riposomal RNA small subunit hy

Escherichia coli ACNOO1

yebU ECNIH2_13355
RNA methyltransferase RsmF

ECNIH2_1439§ ECNIH2_13400 ECNIH2_13405
DNA polymefase IIl bon-nitrogen hydrolgkodeoxyribonuclease

0
serinelt_phatase ein

Enterobacter cloacae ECNIH2




SEE 065 SEET|0819_]60| SEET0819_16090
i DNA polymefase lll|sulfhypothetical protein}
SEH p8o

yPq ! tein

Salmonella enterica subsp. enterica serovar Tennessee str. TXSC_TXSC08-19

hyp
ESA_01397 )A_01398
hypothetical probsimpthetical protein

Cronobacter sakazakii ATCC BAA-894

AVp3_06485 A\/F3_06q95 A
tail fiber gssemHly protein Iyti
AV53_06700 A | Av53_06710 AV! 730

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20122031 genome—p.c.VAL54.69%-taxID1412575

hyp te _
AV53_06525 AV53 06530 |AVp3_06435 A\[537065i55
eyodeoxyribonuclease[fypothetidaNsqtelpmefase lllfsubunit theta e%cisionaie

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20122031 genome—p.c.VAL98.02%-taxID1412575

AU[75_06475 Abl;5_06485 Al
tail fiber §ssemHly protein Iyt
AU75_06690 Al i AU75_06700 AU 720

Salmonella enterica subsp. enterica serovar Enteritidis str. SA19961622 genome-p.c.VAL54.69%-tax|D1412497




i @G GZ59_20870 GZ! 890 GZH9_2
i g hypoth protein putative m¢mbi
GZ5 BIED5Z59_20820 ryeA 325920850 G 10
hypBi; ase lll,theta subunit I_I put: ative protein

Pectobacterium atrosepticum strain 21A

ETEC_1868 ETEC_18 ETEC_1876

conserved hypothetical protein conseryed i 1 DNA polymefasegilitftind: carbon-nitrogen hyfirolase

serine/th

Escherichia coli ETEC H10407

holE §E15¢s |01y SE15cs_01975
DNA polymefase Ill u hypothetical protein
3

SE1! 964
hypoth protein
SE15cs_01965K15¢cs_01966
etical grotein

Salmonella enterica subsp. enterica serovar Typhimurium strain 33676

1876_10115 1876_10120 1876_10135 JI 1876_10140 |
serine/threonine protein kinase asoyhiCanhydoases/asetyt| ine patch super putative geri ic ir Jpain—containinp protein

Alteromonas macleodii str. 'lonian Sea U7"

yebU TH69_09495
RNA methyltransferase RsmF

Escherichia coli strain C41(DE3)




BF17_17540 BF17_17550
ferritin hy copper resistance protein CopD |hy; ein

Yersinia similis strain 228

protein

1634_10060 1634_10065 1634_10080 1634_10085
serine/threonine protein kinase aCylrHook thitystersas/dice e patch superfami putativg periplasmic immun@gehidfmain—containing|

Alteromonas macleodii str. 'lonian Sea U8'

CH48_4023 |
phage late control protein |

CH48_4027 Vi 8 CH48_4029
hy| eingopper resistance D family proteii ferrftin-like domain progein

Yersinia enterocolitica strain 2516-87

A\{75_08£:H AV75_08935 V75_089Mj

ein yfic enzynfe|hypothetical protein[ndonucleas

AV75_08895 |
outer membrane receptor protein | |

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121180

yebU CDCO157_2380 CD| 0157_2$82 CD¢0157_ 38’ CDCO157_2388
rRNA (cytosine-C(5)-)-methyltransferase RsmF hypoj thetical prptein DNA polym&*rase 11l guby  hypothetical protein

Escherichia coli Xuzhou21




M495_09390

495 _0941( 495_0941/ M495_09420
hyfjothetical profein  hypjthetical prdtein hypothetical protein

Serratia liquefaciens ATCC 27592

AY97_06745 Ap97_067q5
tail fiberfassembly protein | |

AV97_06760 |
hypothetical protein |

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120969 genome-p.c.VAL54.69%-taxID1412619

AV97_06595 Afo7_os6d0 /{v97_0663b
hypothetical proBMA pdlym raselll#ubunit theta Excisionasﬁ

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120969 genome—p.c.VAL98.02%-taxID1412619

SEEN486_18630 | SE| 35 SEqN486_1 655 SEEN486_18660
—| | DNA polymprase Ill jErLarbon—nitrogen hydrolasJ
EEN486_1862! 25
pothetical protei hy| in

Salmonella enterica subsp. enterica serovar Newport str. CVM N18486

EDL933_2808
Ribosomal RNA small subunit methyltransferase F

EffL933 2815 EDL933_2816
DNA polym#rase Il theta| Putative amidohydrolase

precursor

Escherichia coli O157H7 str. EDL933




| N559_1906
| hypothetical protein

N559_1900

5
ase llljsubunit theta Ph.ase

Klebsiella pneumoniae JM45

protein
[ F0203355.1_orf_654 F0203355.1_orf_655
ExodeoxyyiloNdclezlgmré&€] 18| theta pubunit (EC 2.7.7.7) Slgma-fimbriae tip adhesjn Sigma-fimbriae usher protein

Enterobacter aerogenes EA1509E —p.c.VAL94.17%-tax|D935296

AUB7_06$70 AUB7_06480 AU 4 AU87_06710
tail fiber §ssemily protein Iyt Mfpothetical pr

type

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20093784 genome-p.c.VAL54.69%—tax|D1412509

hyp

AUB7_06515 IIL AU87_06520 UB7_06%$25
| i 1pyP i ey 1efase lll|subunit theta

A87_065k5

e)lcisiona*e

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20093784 genome-p.c.VAL98.02%—tax|D1412509

IH33 17225

thdtica| protein

Klebsiella pneumoniae subsp. pneumoniae strain KPNIH33




CH54_183

cifisa_1p7

hypoﬂttical Protein

H54_1 CH54_188
addicticaddiot oxin, Retiypirieamilyprotei beta-lactamase family protein

Yersinia kristensenii strain Y231

EC036_26750 E 60 ECp36_26 20 EC036_26830 ECO036_26840
rRNA methyltransferase pof otein DNA polymdrase 1l n-nitrogen family hydrfgxodeoxyribonuclease

Enterobacter cloacae strain GGT036

AY25_06680 A15257066P0 AY25_ 0671y AU25_06720
tail fiber ssembly protein | | lyfic enzyi
AU25_06685 AU25_06695 | Al i AU25_06705 AU 25
typ Il secretion protein SofE2 hypothetical protein 2 1 Iyti Ime

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20111095

v ein _
AU25_06525 AU25_06530 Af2s_o6gks A|1257065Q5
xodeoxyribonuclease hypothetical piéfejolymdrase Il {;ubunit theta 4xcisionask

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20111095

N559_1906 |
hypothetical protein |

Klebsiella pneumoniae JM45




A37_08395 A\{37708Zb5 AVB7_08440
tail fiber fpssembly protein

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120677 genome—p.c.VAL54.69%-tax|D1412559

.

AV37_08215 A\I37_08130 AY37_082¢0
xodeoxyribonuclease DNA polym*ase I };ubunit theta cisiona:

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120677 genome—p.c.VAL89.52%-tax|D1412559

Al20_08300 Al20_08305 AI20_08310 |
ATPase AAA DNAse recombinase |

yebU AlI20_08320 Al20_08325
hyp RNA methyltransferase RsmF mammalian cell entry protein

Aeromonas hydrophila YL17

Spro_1942 Spro_1943 Spro_1944 Spro_1946 pro_194;
Ferroxidase copper resi pootpper resi D i e al p n | conserved|hypothetjcal prof

Serratia proteamaculans 568

| Sputcn32_2210
| putative RNA methylase, NOL1/NOP2/sun family
| Sputcn32_2211 utcn32_2. Sputcn32_2213 Sputcn32_2215
| hydrolase, TallMamNypiIH biogenimi polymerase lll, delta prime sul aminodeoxychorismate lyase

Shewanella putrefaciens CN-32




rsmF CE10_2119 ygbV| holE |CE10_|21|yobB CE10_2128
rRNA (cytosine-C(5)-)-methyltransferasetypotf ptbtical [protein DNA polymerpse Il thjconserved protein

26

serine/threoni

Escherichia coli O7K1 str. CE10

STho1986_1874 STho1986_1875 | SThq1986 |18 STho1986_1881
integrase | DNA polymefase lIfjat ase
Tho1986_187. 873 STh 79
hypothetical protqti e cytopl tein

Salmonella enterica subsp. enterica serovar Thompson strain RM1986

exoX Pvag_1650

Pantoea vagans C9-1

PD8_1971
hy, cyl carrigr protein

CTU_25180
Ribdsomal RNA small subunit methyltransfer:

Cronobacter turicensis z3032 —p.c.VAL96.08%-taxID693216|RFAM_PROOFED_NEW




AH4AK4_ 2106 AH4AK4_ 2107 AH4AK4 2108 AH 09
holB product Heoxyribonuclease ch>|; pthe integrase family protginypot| rotein
AH4AK4 2110 AH4AK4 2111
I_| rRNA -methyltransferase RsmF H mce-related protein

Aeromonas hydrophila 4AK4

sphatase

yebU AFK63_06770
RNA methyltransferase RsmF

Cronobacter muytjensii ATCC 51329

AFK63_06730 AFH63_0§735
e lllfsubunit theta

D741_460 D781_2602 D781_2604
hypothetical protein

D741 2503 D78

I_I Protein

Serratia marcescens FGI94

AVp5_05935 AVE|
tail fiber ly protein

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20090195 genome—p.c.VAL54.69%-taxID1412587

5
hyp: tei
AV65_05810 H AV65_05815 Wzo A o
eJﬂdeoxyribul ik i il I_IHIsubuniltheta\ i

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20090195 genome—p.c.VAL98.02%-tax|D1412587




35

UGYR_02925 UGYR_02930
in hyfpot rotein

ta]l assembly prote D protein

29
lg domain protein

251g0nserved
Pe#wa_z'l 24

Pec) wa_2121
conserved rase |l peta subunit
Pectobacterium wasabiae WPP163

putative|

bosomal RNA small subunit methyltransferase

Vibrio anguillarum 1

Vs 7
protein p in
rsmF VANGNB10_cl1250c H VANGNB10_cl1251c
_ I 4 F

re¢Tr&ET SCH_18[71 SCH_1872 SCH_PS127
ReclRecT proteif unknown
'SCH_1869 I

putative| DNA—bindin* protein

Salmonella enterica subsp. enterica serovar Choleraesuis str. SC-B67

SCH_PS127 int SCH_1876 holg SCH_188] yobB SCH_1882
putdtive phage integrase prdtein DNA polymetfase llI, |th --
0
i Ince protein CopC

Salmonella enterica subsp. enterica serovar Choleraesuis str. SC-B67




sp$c_11s11

SDSC_11772
| L]

| SDSC_11831 |

SOpE SDSC_11801 SDSC_11821

Salmonella enterica subsp. enterica serovar Dublin SC50_1

SDSC_11261

AW99_067| AU 25
lyfic enzy:

AU 30
Iyti e

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20090877 genome-p.c.VAL54.69%-tax|D1412521

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20090877 genome-p.c.VAL98.02%-tax|D1412521

SeAg_B1257

leucine-rich repeat protein

[sosc_11197] SDSC_11201 H5D5c_11211_l
exoX SDSC_11161 H SDSC_11171 T\_E'snsc_]]nm | SDSC_11221 srsc_nzH SDSC_11241
Salmonella enterica subsp. enterica serovar Dublin SC50_1
AUY99_066B5 Aq]997066bs
tail fiber ssembll/ protein | |
AU99_06690 AU99_06700 | Ao 067q[  Augg_oe710
type IIl secretion protein Sopf2 hypothetical protein integrase| integrase d |
[AU99_06545] 'AU99_06550
hyp prot e protein
AU99_06530 AU99_06535 Al99_068ho p{ 9970653]0
exodeoxyribonuclease X hypothetical peftirpolymdrase Il *ubunit theta *xcisionas}
[seAg_B1249 SeAg_B1250 B]256
copper : i prot copper pre bel assem|
SeAg_B1246 SeAg_B1247 sdAg_B12hs

lexodeoxyribonuclease 10HIase, carbon-nitrogeon d domab protein

integrase

Salmonella enterica subsp. enterica serovar Agona str. SL483




ae1_oedss A61_o6eps 6106

tail fiber pissembly protein | | lytjc enz;
AV61_06690 AV61_06700 AV 30
typ¢ Ill secretion protein SopE2 hypothetical protein 4 I IytiIme

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121969 genome—p.c.VAL54.69%-taxID1412583

hvml _
AV61_06530 AV61_06535 A61_06540 Ap61_065t0
xodeoxyribonuclease X| hypotheticallix#tginlymeyase Ill pubunit theta ekcision§$

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121969 genome-—p.c.VAL98.02%-taxID1412583

B565_1986 B565_1987
Paraquat-inducible protein B ibosomal RNA small subunit methyltransferase

B565_1989 B5p5_1! B565_1991 B565_1992
hypo tein| Phage integrase family proteinfiypothticlfative deoxyribonuclease Y[INA polymerase |ll, delta’ suburft

Aeromonas veronii B565

AJsa_06d75 Al8a_o6es alga o671
tail fiber fssembly protein | | lytic enz)
AU8B4_06680 AU84_06690 H AU 20
typ¢ Ill secretion protein SopE2 hypothetical protein n Iyti me

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20083456 genome—p.c.VAL54.69%—tax|D1412506

hv_-‘eTl _
AU84_06520 AUB4_06525 | AUs4_o06530 A|384_065¢0
xodeoxyribonuclease X| hypotheticallx#tginlymeyase Ill pubunit theta ekcisiong*

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20083456 genome-p.c.VAL98.02%-tax|D1412506




NA SMDB11_121]
ferri tpintative cf i hy] in
SM| 17 MDB11_121MDB11_1218,
putative) tegrase hyfjothetical pitojpothetical protgin

Serratia marcescens subsp. marcescens Db11

A2 5 AJ20_067p] AV20_06725
tail fiber hssembly protein | | Iyfic enzy
AV20_06690 AV20_06700 | A [ Av20_06710 A 30
type Il secretion protein SofgE2 hypothetical protein e 11} Iyti Ime

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120970 genome—p.c.VAL54.69%-taxID1412542

hy-ein hy ein _
AV20_06530 AV20_06535 AJ20_065%0 A,Uzo_oes:jo
xodeoxyribonuclease hypothetical pféteipolymdrase Ill#ubunn theta elxcisionas}a

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120970 genome—p.c.VAL98.02%-tax|D1412542

yobA 10159 479: 795
P10}59_4792 P1Q159_4f97 P10159_4798
hypoth@prmein hypotl rotei Gifsy—2 prophage

Citrobacter freundii strain P10159

SCTVLC_0858 TnA SCTVLC_OBG? yebI« SCTVLC_{ 0863 _
holE SETVLGE_0859 SCTYLC_|p862 | SCTVLC_0864 | dcuR SCTVLC_0866
| | Transdriptional regulatory proteir] DcurR

Serratia symbiotica SCt-VLC genomic scaffold 03—p.c.VAL74.34%-tax|D1347341




AW90_19160

ondeoxyribonuclease lH

Copper '__l I

[ AW90_19220 AW90_19230 |

AW90_19170 Aa/90719]|80

protein ydbiBA polymgrase IlI {;ubunil theta

CH56_2511

pflA CH56_2510
pyruvate formate-lyase 1-activating enzyme transposaj

| Phage integrase Exodeoxyribonuclease 8 I

Salmonella enterica subsp. enterica serovar Newport str. CDC 2010K-2159

glycoskltransferase 25 family l)rotein

CH56_2514 q

eappper resistance D family prote]

Yersinia pestis Angola

tail fiber pssemb)

AJe9_o67os Alli69706ﬂ]5
|y protein | |

AY69_0671( AU69_06745
lyfic enzyrhdypothetical proteil

Al i AU69_06730 AU 50
integrase e I Iyti Ime

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20094352 genome-p.c.VAL54.69%—tax|D1412491

ein _

AUB9_06710 AUB9_06720 |
type |l secretion protein SofE2 hypothetical protein
hy,
AUB9_06550 AUB9_06555 A69_06550
xodeoxyribonuclease hypothetical pristeipolymdrase 11l {;ubunit theta

CH44_2934
bpper resistance D family prote

A[ 697065q0
eixcisionask

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20094352 genome-p.c.VAL98.02%—tax|D1412491

H44_2934 CH44_2937
hypgthetigali membrane pfotein

Yersinia pestis strain KIM5




Serine/th

Klebsiella pneumoniae subsp. pneumoniae 1084

yebU ECED1_2039
putafive RNA AdoMet-dependent methyitrase

holE ECED1 2(yobB ECED1_2048
DNA polymerjse kjtk¢rved hypothetical pfotein

Escherichia coli ED1a

serine/threoni

AVp2_05925 AV 935 AVp2_0599 AV62_05965
tail fiber gssemHly protein DNA| tase Iytic enz) n
AV62_05930 AV62_05940 A AV 970
type III secretion protein S|;pE2 hypothetical protein i i 1]} Iyti me

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20100131 genome—p.c.VAL54.69%-tax|D1412584

hyp tei _
A 0

AV62_05800 AV62_05805 |Avp2_05810
efodeoxyribonuclease|fypothetidaN#gielpmefase llljsubunit theta

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20100131 genome—p.c.VAL98.02%-taxID1412584

W5S_2065 W5S_2068 S_2| 1 5S_207: Wp o4
PrB) Hyp{ bteil Hypdthets arci 'h' pg8-11  Cold shoc roteln cspl
W5 068S_2067
Hyipi se lIl,|theta subunit

Pectobacterium sp. SCC3193




AU79_05805 AU79_05810 Aj79_058h5 5
exodeoxyribonuclease X|| hypothetical gpdtdipolym: raselll*ubunit theta
Salmonella enterica subsp. enterica serovar Enteritidis str. SA19940857 genome-p.c.VAL98.02%—tax|D1412501

AMBLS11_09295 AMBLS11_09300 AMBLS11_09315 MBLS11_0932
serine/threonine protein kinase ayib@ué ahinattesasiatetyl e patch superfal putative periplasmic immun@génddimain—containing protein

Alteromonas macleodii str. 'Black Sea 11'

STL3553_¢c20630
integrase

holE STL3553 20{ STL3553_c20680

DNA polymefase III,-%elLerved hypothetical projein
0

e protein

S
utati

Salmonella enterica subsp. enterica serovar Typhimurium str. L—-3553 DNA

Ab23_o66lrs A 237066}35
tail fiber pssemblly protein | |
AU23_06690 | A
ty) 2 hypothetical protein integrase B

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20110360

i ein _
AU23_06520 AU23_06525 A23_065p0 4]23_06530
exodeoxyribonuclease X|| hypothetical fpdtéipolymdrase Il *ubunit theta elxcisionas}z

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20110360




yebU ECNIH5_12820 Cl 825 ECNIH5_1285| ECNIH5_12860 ECNIH5_12865
RNA methyltransferase RsmF ofl rotein DNA polymefase IlI on-nitrogen hyerLdeoxyribonucleasJ X
Ef 0
serine/th phatase W% tein

Enterobacter cloacae strain ECNIH5

AUB1_06670 ALFl_OGaBO Al
tail fiber ly protein Iyti Infpothetical prot

AU 715
type bpE2 1 Iyti me

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20090884

hyp teil

AU41_06520 AU41_06525 |AUAL_06%$30 ALpAl_OBStSO
ekodeoxyribonuclease [fhypotheticRNAqgtelginefase Illfsubunit theta ekcisionaie

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20090884

copper re:

EcDH1_1798 |_| EcDH1_1799 EcFm_ﬂsoo | EcDH1_1807
Exonucleasé\RNase T and DNA i = nf ; protein gbtankirjooru RNA methylase, NOL1/NOP2/sun family

Escherichia coli DH1

AU79_05925 AU 935 Al
tail fiber gssembly protein DNA] tase Iyt

type bpE2

Salmonella enterica subsp. enterica serovar Enteritidis str. SA19940857 genome-p.c.VAL54.69%—tax|D1412501




MU9_1943 rus_lgﬂ MU9_1945
Ferfitin fisifiqnce proty i I

MU9_1947
piurs

67_25
titance pfotein CopC

Salmonella enterica subsp. enterica serovar Montevideo str. USDA-ARS-USMARC-1903

MU9_1948
ProQ protein

MU9_1949
Tail-specific protease precursor

mbg_1dh2
DNA polymerpse Il theta subunit

PCC21_018990|PCC21_019000 CC21_019014
bacteriophagetjypothetical protefutative bacterigphage tail fiber psseml

PCCP1 019020

Morganella morganii subsp. morganii KT

90BaC: 119040
protein

0

hypoth|

PCC21_018420

ptical Protem

hy ein

Pectobacterium carotovorum subsp. carotovorum PCC21

ACC21_018440 PC
ferritin hypo|

Protease Il

PCC21_018490 PCC21_018500

PCC2 1_01j8440
hypisith e |I§ subunit theta

onasqd gifsy-2 prophage RecT putative exodeoxyribonuclease 8

Pectobacterium carotovorum subsp. carotovorum PCC21

M483_2959 yobA M483_ M483_2961 2
ferritintlike domain protein tein r resistance D familyygpo oteil

83_20{M483_296
hyj tieabage membrhne protein

Yersinia pestis 3770




0

hyp ote]
AU91_06525 AU91 06530 AUP1_06p35 0 AL491706565
ethdeoxyribonucleasH/Hothdnm e Il subunit theta e)tiSionEFe

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20090435 genome-p.c.VAL98.02%—tax|D1412513

Yersinia pestis str. Pestoides B

CLAAF13_O7660 u MF13_07665PM@670
ex

yebU AAF13_07710
leoxyribc Jppotheibi ¥ II! subunit theta RNA methyltransferase RsmF

Escherichia coli 0104H4 str. C227-11

Klebsiella pneumoniae HK787

Salmonella enterica subsp. enterica serovar Montevideo str. USDA-ARS-USMARC-1903




holE BN896] 11
DNA polymefase lli|sul

yebU BN896_1649 y
rRINA (cytosine-C(5)-)-methyltransferase Rgf

Escherichia coli str. K-12 substr. MC4100 —p.c.VAL90.48%—taxID1403831

copper re:

ECBD_1796 I:l ECBD_1797 Eg]BD_ﬂgs ) ECBD_1805
ExonucleasiiRNase T and DNA K i pafing DNA protein qirontidmfm il RNA methylase, NOL1/NOP2/sun family

Escherichia coli 'BL21-Gold(DE3)pLysS AG'

SDY_1124 holg SDY_}13 SDY_1129
ABC-type arab| asecomponen 1 1S600 ORF2 DNA polymerjase Hoftsdrved hypothetical protein

c rve anve al protein

Shigella dysenteriae Sd197

XM56_11405 |
D protein |

Yersinia enterocolitica strain KNG22703

AUP1_06680
tail fiber §ssemily protein

type

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20090435 genome-p.c.VAL54.69%—taxID1412513




KONIH1_18075 N KONIH1_18080 | KoiH1_1§1J KONIH1_18105

fimbrial assembly protein spore coat protein U | DNA polymefase Ill sekodeoxyribonuclease
K 5
hyp ein

Klebsiella oxytoca KONIH1

yebU UTI89_C2036 yepV UTI89_¢2038 holH P04 UTI89_C2045
hypothetical protein YebU hypot] cal protdin YebW DNA polyi etd hypothetical protein

serine/th|

Escherichia coli UTI89

SFxv_2069 lSFXLZOq SFxv_2072 | hol
1S600 ORF2 putitive excisi | DNA polymefase Ill pulf
I putative histidinol-phosphate; atig ! Prote] ursor

Shigella flexneri 2002017

AV66_06705 AV66_06715 A 4| AV66_06745
tail fiber assembjy protein Iy "

AV66_06710
o oo 547

typ
Salmonella enterica subsp. enterica serovar Enteritidis str. EC20130345 genome—p.c.VAL54.69%-taxID1412588

hvm _

J AV66_06545 AV66_06550 A}ise_oeﬂss Afee_ossﬂxs
o i hypotheti ol IIIFubuniltheta ekcisionﬁe

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20130345 genome—p.c.VAL98.02%-taxID1412588




hypm
Ap77_os3po
hy in cisiona:

Salmonella enterica subsp. enterica serovar Enteritidis str. SA19994216 genome-p.c.VAL98.02%—taxID1412499

V429_11990 yebU V429 11995 0
mammalian cell entry protein RNA methyltransferase RsmF tein

| V429_12005 V429_12010 V429_12015
| recombinase DNAse ATPase AAA

Aeromonas hydrophila pc104A

SEENS13_005]  SEEN513_005530 S 35 SEEN513_@FEN513_0055F5

hyppthetical prcI membrane protein tein hjic enzipothetical protfin
SEEN513_005510 SEEN513_005515EEN513_0(5520 SEEF513_0¢540 | SEEN513_005545

Jxodeoxyribonuclease Hbon—nitrogeﬁ ase Il pubunit theta Integrﬁ |

Salmonella enterica subsp. enterica serovar Newport str. CVM 22513

AV68_08430 A\168708Z|40
tail fiber assembly protein | |

AV68_08435 AV68_08445 | AY68_084ff AV68_08455 AV 75
typq Ill secretion protein SopE2 hypothetical protein ntegras integrase Iyti me

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20130347 genome—p.c.VAL54.69%-taxID1412590

AV68_08285
hypothetical protein

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20130347 genome—p.c.VAL98.02%-tax|D1412590




hypo_rotel

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20090419 genome-p.c.VAL98.02%—taxID1412517

AJ95_07440
DNA polymegase Ill pubunit theta

AY78_06¢90 All78_06 /IOO AU78_06712| AU78_06730
tail fiber aissembly protein | | lytle enzyifd
AU78_06695 AUT8_06705 AU 35
mn Iyti me

typq Il secretion protein SopE2 hypothetical protein
Salmonella enterica subsp. enterica serovar Enteritidis str. SA19930684 genome-p.c.VAL54.69%—taxID1412500

hyml _
AU78_06535 AU78_06540 AU78_06945 A{J?B_OGSI’S
xodeoxyribonuclease X| hypotheticaDhét@ialymeyase Ill ubunit theta %cisionaée

Salmonella enterica subsp. enterica serovar Enteritidis str. SA19930684 genome-p.c.VAL98.02%-taxID1412500

yobA 01_| 1
Copper rt al pi
Tox ERS450001_0091ERS450001_(]@G&7_ ERs4500p1_00938 | ERS450001_00944 EA
xodeoxyribonuclease Xhtative amiddiyal ase Il pubunit theta | phage integrase Uncl

Salmonella enterica subsp. enterica serovar Typhimurium NCTC13348

AY77_08430 All77_08140 AU77_08470
tail fiber assembly protein | | pothetical protei

AU77_08435 AUT7_08445 A AU77_08455 AU.475

typq Il secretion protein SopE2 hypothetical protein integrase lyti me

Salmonella enterica subsp. enterica serovar Enteritidis str. SA19994216 genome-p.c.VAL54.69%—taxID1412499




YRNA m(5)C1407 methy SAM-

L ISmF SG47_1873 rye/{ 5647_1877 holgf se47_t% yobB SG47_1883 L
in

DNA polymefase 1, N hydrolase family prof]
B1

Escherichia coli strain SQ171

KPI PNIH29_)16775 KPI‘lIHZQ_l 7 KPNIH29_16800
othgtical|protein DNA polymdrase mn ondeoxyribonucleﬁe

0

in

Klebsiella pneumoniae subsp. pneumoniae strain KPNIH29

EC042_2000 E¢042_2 7 EC042_2008
conserved hypothetical protein  conserjve hypothetical protein DNA polymerase 11y e carbon—nitrogen hydfolase
ce protein
Escherichia coli 042 —p.c.VAL90.48%—taxID216592|RFAM_PROOFED_NEW
1A1_09300 1A1_09305 | 1£1-09335 1A1_09330
exodeoxyribonuclease VIII integrase | DNA polym(-irase 11 n-nitrogen family hydrglase

IA1_09290  [A1_0929
pothetical protei hyj in

Salmonella enterica subsp. enterica serovar Thompson str. RM6836

Afes_o7shs I Auss_o7edo
| | L1

AU95_07600 | A 5 AU 20
ty| E2 hypothetical protein Iyti me

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20090419 genome-p.c.VAL54.69%—tax|D1412517




SE 45
hyp ein

SEE| 730 SEEH0968_147| SEEE0968_14755
DNA polymefase Ill sul] hypothetical protein

Salmonella enterica subsp. enterica serovar Enteritidis str. CDC_2010K_0968

ECSF_1692 El SF_1644 EGSF_17p0| ECSF_1701
conserved hypothetical proteinconser hypothefjoal protein DNA polymelase lichingerved hypothetical prptein

| protein

Escherichia coli SE15 DNA

rsmF ER3413_1886 . ryeA FR3413 4651 holE §R3413| 1dyobB ER3413_1894
i i DNA polymefase lll,|thg hypothetical protein

892
serine/threon| ein

Escherichia coli K-12 strain ER3413

DT104_18831] b1]104_18 DT104_18871 | holE T104 189 DT104_18921
putatjve prophage p| pinputati e excis| putative integrase | DNA polymefase llictthgerved hypothetical prptein

tati ce protein

Salmonella enterica subsp. enterica serovar Typhimurium DT104 main

VAA_01876 /AA_01877| VAA_01878
Paraquat-inducible protein B ~inducible gr{ Putative 23S rRNA m(5)C methyltransferase

S-In h-_e

Vibrio anguillarum 775 |




AV74_00850 4_00d55
| transcriptional regulatorhypothetical grotein

AV74_00840 AV74_00845 |
transcriptional regulator  idoglycolate hydn*lase

hy,

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121179

Ap74_026}5

AV74_02605 AV74_02610 A74_02615
xodeoxyribonuclease )| hypotheticallixzteinlym: e Il pubunit theta

yebU SY51_10175

ekcisionaje

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121179

RNA methyltransferase RsmF

Patob_2284

3\151_10115 SY51_10220

DNA polymsf'ase 11l pul hypothetical protein

Escherichia coli strain MNCRE44

t9b_2241 Pafob_2383
conserved |hypothetjcal protein conserved hypothetical protein

Pat9b_2282

transcriptictal regulator, IXRE family

SEEE! 14595
Iyti me

Prot

f un|

ein CopC

Pantoea sp. At-9b

typ

SEEE 14630
DN tase

Salmonella enterica subsp. enterica serovar Enteritidis str. CDC_2010K_0968




SEEN543_021420 | SEEI 425 SEENS543_0214{ SEEN543_021450
| DNA polymeyase Il se
SEENS543_0214] 415 SEI 0
hypothetical prot e hyp ein

Salmonella enterica subsp. enterica serovar Newport str. CVM N1543

LC20_03124
hypothetical protein

yebZ LC20_03131 yol
ner membrane protein Yeb3

Yersinia enterocolitica LC20

yebU ECRM13516_2245

| 2247 holE ECEM13SF6 ECRM13516_2254

hA ECRM13516_2248C mﬂzm13516_1| ECRM13516_2251 EcI:leasle_zpsz

|
Escherichia coli 0145H28 str. RM13516

safit_psi}11

tein

holl | Sant_1712 Sant_1713
DNA polymefase Il subunit theta LuxR famil}' transcriptional regulajorBréaeiity transcriptional regulafory protein

Sodalis praecaptivus strain HS1

AH93_0141! A593_01420
DNA polymefase Ill fekodeoxyribonuclease

hyp ein

Klebsiella pneumoniae subsp. pneumoniae KP5-1




yebU ECONIH1_10560 EfOI ECONIH1_]04 ECONIH1_10605
RNA methyltransferase RsmF  hypotl DNA polymefase llljsupypothetical protei

AVH1_06495 AVH1_06105
tail fiber §ssemijly protein

type

expdeoxyribdtAigel e lll|subunit theta

Escherichia coli strain ECONIH1

P262_02333 H2p2_02334

P26 345 2 49
hypoth protein hypothtiday oot} protein

Cronobacter sakazakii CMCC 45402

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121746 genome—p.c.VAL54.69%-taxID1412563

hypm’l _

8!

AV41_06535 J.l Av41_06540 t\/Fl_OG*AS

A1 o655

deoxyribont

b | eds

7 Illjsubunit theta e)lcisionf}e

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121746 genome—p.c.VAL98.02%-tax|D1412563

SOD_c17800
hypothetical protein

fthA SOD_c17740  yob b /78 SOD_c17790 SOD_c17810
ferritin—1 i W hypothetical protein | hypothetical protein

Serratia plymuthica 4Rx13




ATO1_785
hypothetical protein

AT01_790

pper resistance D family props tein

Yersinia aldovae 670-83

KPR_3266 | holff KPR_:H exoX KPR_3271

I

Klebsiella pneumoniae subsp. rhinoscleromatis strain SB3432

AJ91_06690 A\IQl_OG 7’[)0 A

tail fiber pssembly protein | | Iyg
AV91_06705 Al | AVl 06715 AV 35
typ pE2 hypothetical protein S (i Iyti me

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120917 genome—p.c.VAL54.69%-taxID1412613

hyml _
AV91 06530 AV91_06535 A 91_06140 Ap917065 10
xodeoxyribonuclease }| hypotheticalPhAgiolymerase 111 Fubunil theta *cisionafk

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120917 genome—p.c.VAL98.02%-taxID1412613

EP13_09955 EP13_09960
serine/threonine protein kinase palmitoyl-CoA hydrolase hypothetical protgin

Alteromonas australica strain H 17




holB AHA_2257 AHA_2258 AHA_2259
NA polymerase lll, delta’ subunipfative deoxyribonuclease Y¢fH phage integrase family protein hypoj tein
AHA_ 2262 AHA_2263

hyp Sun/nucleolar protein family protein paraquat-inducible protein B

Aeromonas hydrophila subsp. hydrophila ATCC 7966

AJ39_0671L0 A3 AV3 750
tail fiber pssembly protein | | lyfic enzyrhdhypothetical protei
AV39_06715 AV39_06725 | A I Ava9 06735 AV 55
typg Ill secretion protein SofE2 hypothetical protein e 1 Iyti Ime

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121672 genome—p.c.VAL54.69%-tax|D1412561

hy ein _
AV39_06555 AV39_06560 A\J39_065p5 /\539_06545
xodeoxyribonuclease hypothetical pisteipolymdrase |1l {;ubumt theta elxmsmnas}a

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121672 genome—p.c.VAL98.02%-taxID1412561

55_19%10 BN
epzyme, partial hypmh% i

Ir in CopC

BN 1490 BN855_19530 | Br\*i55_19 90 BN855_19600
conserve in protein [ integrase conserveid doma lase, carbon-nitrogen family

Salmonella enterica subsp. enterica serovar Bovismorbificans str. 3114 —p.c.VAL98.02%-tax|D1320309

ATO01_720 AT01_725 |ATO1_726
iftegrase core domain proteif hlpothetical phyppthetical prdtein

Aro1_7 ATO1_722 | §T01_721 [ AT01_727 ATO1_728
putative njembral hypothetical protein hypolhetical plotein caudoviralest{iilfibera.ssembl hypothetical protein

Yersinia aldovae 670-83




hy ein _
AV83_06525 AV83_06530 A 83_06435 Ap837065qs
xodeoxyribonuclease hypothetical péfeipolymdrase 1l Fuhunit theta ekcisionasle

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120590 genome—p.c.VAL98.02%-taxID1412605

A\21_067p5 A\i21_067|15 A | Av21l 06745
tail fiber hssembly protein | | ly :
AV21_06720 | A [ Av21_06730 AV 50
ty] E2 hypothetical protein e 1} Iyti Ime

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120548 genome—p.c.VAL54.69%-tax|D1412543

hy ein _
AV21_06550 AV21_06555 AJ21_06550 APﬂ_oesﬂo
xodeoxyribonuclease hypothetical piéteipolymdrase I i;ubunit theta 4fcisionasla

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120548 genome—p.c.VAL98.02%-taxID1412543

SL. 802 [ sL1344_1805 SL1344_1806 RyeA|FR312003. orf 46 holE fL1344]18]  sL1344 1811
hypothetical bacteri membrane proteirbacteriophage em:q)ded Exodeoxyribonucl Integrase DNA polymerase 1, erved hypothetical prdtein
SL1344_1803 5H134471$04 SdsR FQ3 09

expc IyIsozy pseudogene)

Salmonella enterica subsp. enterica serovar Typhimurium SL1344 —p.c.VAL98.02%-taxID216597|RFAM_PROOFED_NEW

M621_09795 ) ompR M621_09820 M621_09825
ferritin hy| bl ein transcriptional regulator ATPase

Mi 5 M621_09830
hypot otein ligand-gated channel

Serratia plymuthica S13




AVP2_06485 A
tail fiber gssemHly protein

type bpE2

AV 730
1l Iyti me

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120918 genome—p.c.VAL54.69%-tax|D1412614

nyp tei _

l AV92_06525 AV92_06530 AYP2_06435 A\fgz_ossbs
efo i ypotheti A lllfsubunit theta e*cisioniﬂ}e

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120918 genome—p.c.VAL98.02%-taxID1412614

0X ECSMS35_134ff EcSMS35_134dIH E¢SMS3p_1345 rsmF EcCSMS35_1352
expdeoxyribonucleast , carboB Nt o) e Il theta subunit SR fiitzhsomal RNA small subunit methyltransferas]

Escherichia coli SMS-3-5

yebU CF59_16820 crbo_16§6d CF59_16865
RNA methyltransferase RsmF  hypot i i DNA polymefase lll|sulhypothetical proteil

Escherichia coli strain ST2747

6720

AVB3_066480 AVB3_06¢490 A AVS:
tail fiber ly protein Iyt pothetical protejn
AV 725
U} Iyti me

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120590 genome-—p.c.VAL54.69%-taxID1412605

type




hyp tei _
AU48_06530 AU48_06535 UK8_06440 All;48706§|70
exodeoxyribonuclease|fypothetidAN#gielpmefase Ill|subunit theta etcisionﬂe

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120008

LQ47_08000 7_08Q05
k it 1l [subunit theta
Klebsiella pneumoniae strain XH209
yebU ECIAI1_1906 Yy i ECIAI111908 ryeA ECI4I17miS}7RNA733 holE §CIAIL| 19yobB ECIAI1_1915|
putagive RNA AdoMet-dependent W[ fotal protein DNA polymerse ki ed hypothetical pfotein

serine/threoni

Escherichia coli IAI1

4 AU34_ 06725
Ipothetical pra

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20111174

AUB4_06485 AUB4_06495
tail fiber ly protein

type ppE2

hyp tei _
AU34_06530 AU34_06535 |AUB4 06340 Allia4_06§|70
e¥odeoxyribonuclease|fypothetidaN#gtelpmefase Ill|subunit theta etcisionée

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20111174




Dp22_40f11 Dip22.
caudovirales tail filjer assgmbly family protein hypqeH hypotietical
SOpE DP22_4012 IIiP2274013 DP| 20
Mt{)r SopE hypo'hetical plolein phage inte ase 8 hypolh'prolein

Salmonella enterica subsp. enterica serovar Enteritidis strain SEJ

yol
tein|

exoX DP22_3984 DP22_3985 hblE[DP22 B986 | int DP22_3990 |
exodeoxyribonuclease ase |l jsubunit theta | integrase

ogen hyd

Salmonella enterica subsp. enterica serovar Enteritidis strain SEJ

N175_08620 N175_08625
paraquat-inducible protein B 16S rRNA methyltransferase

Listonella anguillarum M3 1

yebU ADS71_09475
RNA methyltransferase RsmF h

AD$71_0951f ADS71_09520
DNA polymefase Il fsull hypothetical protein

tein

Escherichia coli strain DH1Ec095

AU48_06¢90 AUa8_06700 AU48_0612 Au48_06730
tail fiber 4ssemiy protein lytle enz n
AU 735
I Iyti me

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20120008

type




rsmF SO_2609 rys m032
1GS|rRNA (cytosine1407-C5)-methyltransferaseRpm|

ryeA BO, ycfH SO_2610 SO_2611 holB SO_2612
Tatl ffamily deoxyribonuclease|Y afHdi-G}IP-binBiNg polymerase |1l delta’ subunil k

Shewanella oneidensis MR-1

yebU SS17_2420 s 17_2432 hole[ss17_badq yobB SS17_2428
RJbosomal RNA small subunit methyltransfer: hetical pfotein DNA polymefase Ill fhefitative amidohydrolage

Escherichia coli O157H7 str. SS17

yebU AFK65_11860
RNA methyltransferase RsmF

AFK65_11900
odeoxyribonuclease

Cronobacter universalis NCTC 9529

AV32_064ss A\{32706425 A
tail fiber aissembjy protein | | Iy]
AV32_06700 A | Av32 06710
typq pE2 hypothetical protein ] U}

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121744 genome—p.c.VAL54.69%-tax|D1412554

hyml _
AV32_06530 AV32 06535 | AV32 06440 Afsz_oes’fo
xodeoxyribonuclease } hypotheticaDptatpoiymefase Il subunit theta ekcisionaie

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121744 genome—p.c.VAL98.02%-taxID1412554




ferri

M486_3055
in-like domain pr¢

M486_3057
bpper resistance D family prote

CH57_4043
in-like domain pr¢

CH57_4045
bpper resistance D family prote

ferri

486_305!
hyppthetitziyer protein

Yersinia pestis 1045 sequence—p.c.VAL86.92%-taxID1345710

H57_404
hypgthetigali otein

Yersinia pestis A1122

fcwsu1_0276}
hypothetical pr

|yobB EcWSU1_02770|[exoX EcWSU1_02771]
| YobB [xodeoxyribonuclease

_769

Enterobacter cloacae EcWSU1

AY39_05435 AU 945
tail fiber pssembly protein DN. tase

Al | AU39_05975
diypothetical protei

[
AU39_05950 A { Au39_05960 AU 80
ty| E2 hypothetical protein integrase e: ] Iyti me
Salmonella enterica subsp. enterica serovar Enteritidis str. EC20090332
ik ein _
AU39_05815 AU39_05820 AY39_0s8ps A 5
xodeoxyribonuclease hypothetical pisteipolymdrase 111 {;ubunit theta

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20090332




v ein _
AV67_06545 AV67_06550 AJ67_065p5 &67706535
exodeoxyribonuclease X|| hypothetical gpdtéipolymgrase Il #ubunit theta r{xcisionas]e

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20130346 genome—p.c.VAL98.02%-tax|D1412589

Shewmr7_1740 |
putative RNA methylase, NOL1/NOP2/sun family |

Shewmr7_1737 slwewmr7_17 ] Shewmr7_1739 |
A pc 1, jenk/spilug biogenesig pr hydrolase, TatD family |

Shewanella sp. MR-7

AY57_104B5 AU 45 Ap57_104{ AU57_10475
tail fiber ssemb‘y protein DN. tase lyfic en: =
AU57_10440 AUS57_10450 A AU57_10460 AU 80
tyfe Il secretion protein Sopf2 hypothetical protein o I Iyti e

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20094177

v ein _
AU57_10315 AU57_10320 AJ57_103ps 5
exodeoxyribonuclease X|| hypothetical fpdtéipolymdrase IlI *ubunil theta

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20094177

S| SEEN554_03740 S SEENS554_0FBEEN554_0377f

hyj I}tic enzyijpothetical protgn
SEEN554_03720 SEENS554_03725 $El 554_013730 SE 50 SE| 55 SEEN554_03760

exodeoxyribonuclease XHarbon—nitrogen Bp&mﬁ:ase 1]} *ubunit theta exodeo; ase

Salmonella enterica subsp. enterica serovar Newport str. CVM 21554




hy ein _
AU42_05800 AU42_05805 Al 42_05410 0
lexodeoxyribonuclease X|| hypothetical potaipollymdrase IIl #ubunit theta

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20100130

rsmF SG49_1873
63 rRNA m(5)C1407 methyltransferase, SAM-depe

rye/{ 3649_1877 holg] se49_1 as! yobB SG49_1883 L
in

arapterizefl protein DNA polym#'ase 1, N hydrolase family protf
Bl

serine/threo

Escherichia coli strain SQ88

>

AY81_066P5 ALp81_067|35 By AU81 06735
tail fiber pssembly protein | | I :
AUB1_06710 | Al | AU81 06720 AU 40
ty) 2 hypothetical protein € I Iyti e

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20094803 genome-p.c.VAL54.69%-tax|D1412503

hy ein _
AU81_06540 AUB1_06545 Al 81_06$0 Ap81706530
lexodeoxyribonuclease X|| hypothetical pdtaipolymdrase Il #ubunil theta 4xcisionasia

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20094803 genome—p.c.VAL98.02%—tax|D1412503

A\67_067p0 A‘{67_067L0
tail fiber hssembly protein | |
AV67_06715 | A AV67_06725 AV 45
ty| 2 hypothetical protein € m lyti e

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20130346 genome—p.c.VAL54.69%-tax|D1412589

Z|z=




AY38_05H5 AU 55 AUY38 | B AU38_05985
tail fiber ssembly protein DN. tase lyfic enz ypothetical protei
AU38_05950 AU38_05960 A | AU38 05970 AU 90
tyde 1ll secretion protein SopE2 hypothetical protein € m Iyti e

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20090135

i ein _

AU38_05825 AU38_05830 Aj38_05885 5
lexodeoxyribonuclease X|| hypothetical [potaipollymdrase Iil #ubunittheta

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20090135

| Sbal117_2591
| Ribosomal RNA small subunit methyltransferase F

| Shal117_2592 bal117_25: Sbal117_2594
| hydrolase, TatD family  [type IV |pilus asséJA polymerase III, delta prime sub

Shewanella baltica 0S117

UMNK88_2306 umMNKes_2p13[  UMNKss 2314
conserved hypothetical protein  conserjved xhilypothdtical protein DNA polymefase I1l, pubfirbon—nitrogen hydrolage

Escherichia coli UMNK88

AJ42_0590 AU 30 AY42 05959 AU42_05960
tail fiber ssembty protein DN, tase [
AU42_05925 AU42_05935 Al | AU42 05945 AU 65
tye Ill secretion protein SopE2 hypothetical protein € m lyti e

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20100130




AV72_23955

AV[r2_23941/72_239
Iytfe el hetical pl

transferase

AV72_23900 v7272:«mr
hypothetical prot¢in hypy e gio]

2 23{  Av72_2301!
igpnediol utili

5 |AV72723920 A 9f Av72 23935
icog tment grotein d integrase e&{ 11]

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121177 genome—p.c.VAL54.69%-taxID1412594

SG1275 SG1276
ferritin putgtive copper resi: al prilin
G127
DNA polymefase lllftheta subunit
Sodalis glossinidius str. 'morsitans' DNA
| 11017
| putati ferase
11014 101! 11016 | 11019
putgtive membraryp tical| prof putative membrane protein| hypoth othetical pyotein
Salmonella enterica subsp. enterica serovar Typhi Ty2
[ t1002 11003 tfo
putative c4tion y cation 7 rotein putative ing protein
exoX t0999 11000 helE t1001 £1006 t1007
odeoxyribonuclease perved hypoibiiticpb ase |l theta subunit hypoth prot

Salmonella enterica subsp. enterica serovar Typhi Ty2

M477_24681477_246]
putative phage mel thetical prptein

M477_2471

yopA M477_2472 M477_2473
per resistance D family proprotein YobA ferritih—like domain pfotein

Yersinia pestis 790 genome—p.c.VAL86.92%-tax|D1345701

hyp




AKK42_09030

expdeoxyritioNAcfezgm&fase Il fsubunit theta

Klebsiella pneumoniae subsp. pneumoniae strain HKUOPLC

364_11975

p3p4_11§9f D364_12000
DNA polymefase Iiljoxk i d X

thdtica| protein

yebU SS52_2516
Ribpsomal RNA small subunit methyltransfe

hyp tein

Klebsiella pneumoniae CG43

holE|SS52_P5] yobB SS52_2524
DNA polymefase lll|tRgtative amidohydrolgse

22

Adso_os]es

C precursor

Escherichia coli O157H7 str. SS52

AUB0_08]55
tail fiber gssemfily protein

type pE2

hyp
'AUB0_08000 ujp0_og}10

AU60_08170
othetical protei

Al 90

Iyt e
AU 200
Iyti me

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20100349 genome—p.c.VAL54.69%—tax|D1412482

tein

AU60_08005
exodeoxyribonuclease|fkypothetidaN#qgteipmefase Ill|subunit theta

AY60_080p5
excisionage

Salmonella enterica subsp. enterica serovar Enteritidis str. SA20100349 genome-p.c.VAL98.02%-tax|D1412482




yebU AFK62_11470
RNA methyltransferase RsmF

Cronobacter condimenti 1330 strain LMG 26250

hyp

030_14905 030_14900 |040_14495 yebU 030_14855
expdeoxyribonucleas itrogenDiilpdiysirefase Ill|subunit theta hypothgti¢s A (cytosine—C(5)-)-methyltransferase Rsj

Escherichia coli 0104H4 str. 2009EL-2071

CH63_3930 CH63_3932 B
ferriti otein cop( "ﬂ i
H63_39
hypothefiogatp rotein

Yersinia pestis strain Nicholisk 41

Y11 06521
opper resistangetatioteeipld

Y11_06491
itin—like protij

| Y11_06561

r-r
| gene D protein

Yersinia enterocolitica subsp. palearctica Y11-p.c.VAL83.33%-taxID930944|RFAM_PROOFED_NEW

hyp

JD ABY62_22140 || ABY62_22145 f_\B:fsz_zﬂlso
o P

deoxyribor qpon § Ill{subunit theta

yebU ABY62_22190
RNA methyltransferase RsmF

Enterobacter cloacae strain CAV1311




A\38_06680 A‘{387066b0 A ] AV38_06720
tail fiber hssembly protein | | [ :
AV38_06695 | p | AV.ZS
ty) E2 hypothetical protein integrase el Il Iyti me

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121748 genome—p.c.VAL54.69%-taxID1412560

v ein _
AV38_06520 AV38_06525 AJ38_06550 ﬁU(ﬂB_OGSQO
lexodeoxyribonuclease hypothetical prist&ipolymdrase 111 {;ubunit theta e{xcisionasla

Salmonella enterica subsp. enterica serovar Enteritidis str. EC20121748 genome—p.c.VAL98.02%-tax|D1412560

s:zENAsz_ooFesl SEEN4627000688031
e

DNA polyme‘rase 11l $ulsgrbon—nitrogen hydrol

SEEN462_0006850 | SEE-6855
SFEN462_00068 845 SE 70
hypothetical prote hy in

Salmonella enterica subsp. enterica serovar Newport str. CVM 22462

yebU AB183_05525 Aefi83_05§60[  AB183_05565
RNA methyltransferase RsmF hypot i i DNA polqurase 11l $ubgrbon—nitrogen hydrolage

Citrobacter freundii strain CAV1741

SbBS512_E2111 de§512_E1253 holE S')BSSIZ E2| SbBS512_E2118
DNA polymefaselllh lase, carbon-nitrogen family

Shigella boydii CDC 3083-94




Salmonella enterica subsp. enterica serovar Montevideo str. 507440-20

cspB 05 h491€05[ 13920
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