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Gene name Length (AA) KEGG # Annotation (Kegg GO and prokka) Class Type of variation
manX 145|K02744 _|PTS-Aga-EUIA; PTS system, N fic 11A component [EC:2.7.1.-] env Gene absent
goc11 60 protein Point mutations
o012 190, protein ene absent
90013 55 protein ene absent
goc14 188| ical protein ene absent
0015 374 protein ene absent
goc16 108| protein ene absent
goc17 4 ical protein ene absent
0018 531 protein ene absent
phd 86]K19165 _|Antitoxin Phd ene absent
doc 124]K07341__[Toxin; death on curing protein ene absent
0019 109) protein ene absent
goc110 133 protein ene absent
IyiG 469 ical protein ene absent
cc111 protein ene absent
gee112 63|K07729 utative regulator ene absent
lgect13 protein ene absent
Tn916 protein ene absent
xerD protein ene absent
goc114 protein ene absent
cc115 protein ene absent
goc116 protein ene absent
goc117 protein ene absent
00118 protein ene absent
goc119 protein ene absent
900120 protein ene absent
cc121 protein ene absent
goc122 protein ene absent
goc123 protein ene absent
06124 protein ene absent
goc125 protein ene absent
900126 protein ene absent
mdf mfd; pair coupling factor Il helicase) [EC:3.6.4.1] oint mutations
goc127 protein ene absent
xre HTH-type regulator Xre ene absent
06128 protein ene absent
900129 protein ene absent
900130 protein ene absent
06131 protein ene absent
900132 protein ene absent
900133 protein ene absent
06134 protein ene absent
900135 protein ene absent
900136 protein ene absent
06137 protein ene absent
900138 protein ene absent
900139 protein ene absent
00140 protein ene absent
goc141 protein ene absent
acpP 55/K02078 | Acyl carrier protein met oint mutations
00142 73 hypothetical protein Truncated protein

gcc101 102 protein runcated protein
gcc102 11_3' | ical protein ene absent
cc103 687 utative licABCH operon regulator ene absent
gatB 1 93[K02774 _[PT. 1IB; PTS system, galactitol-specific 1B component [EC:2.7.1.200] metenv ene absent
gatC_1 46|K02775___|PTS-Gat-EIIC; PTS system, galacitol-specific 1IC component metlenv ene absent
rhaD 77|K01629 __|Rhamnulose-1-phosphate aldolase [EC:4.1.2.19] met ene absent
gatA [Ko: at-EIIA; PTS system, galactitol-specific IIA component [EC:2.7.1.200] metenv ene absent
gatC 2 44]K02775__|PTS-Gat-EIIC; PTS system, galactitol-specific IIC component metlenv ene absent
jatB_2. 95|K02774 PTS-Gat-ElIB; PTS system, galactitol-specific 11B component [EC:2.7.1.200] met/env ene absent
soxS 277] Regulatory protein ene absent
yesO 426]K02027 __|ABC.MS S; multiple sugar transport system substrate-binding protein ene absent
lacF 297|K02025 ABC. P multiple sugar transport system permease protein - Lactose transport system permease protein ene absent
araQ [ABC.MS.P1; multiple sugar transport system permease protein - L-arabinose transport system permease protein ene absent
goc104 E3.2.1.22B; alpha: [EC:3.2.1.22] met ene absent
jalk [EC:2.7.1.6] met ene absent
galT UDPglucose--hexose-1-phosphate [EC27.7.12] met ene absent
galE UDP-glucose 4-epimerase [EC:5.1.3.2] met point mutations
alM [Aldose 1-epimerase [EC:5.1.3.3] met ene absent
csd? CRISPR-associated protein ene absent
casd CRISPR-as ene absent
cas? CRISPR-associated protein ene absent
gec105 protein ene absent
gcc106 tical protein runcated protein
jalk_2 [EC:2.7.1.6] met ene absent
gee107 protein ene absent
yafK Putative membrane protein oint mutations
| phoB Phosphate regulon regulatory protein ene absent
baeS Signal histidine-protein kinase ene absent
900108 pothetical protein ene absent
cc109 lgA FC receptor ene absent
gcc1010 protein ene absent
goc1011 protein ene absent
cc1012. Putative DNA ene absent
gcc1013 protein ene absent
gcc1014 protein ene absent
cc1015 protein ene absent
gcc1016 protein oint mutations
yeil Regulatory protein oint mutations
cc1017. roteit point mutations
901018 27-0. SV methy Truncated protein
lacC Tagatose 6-phosphate kinase [EC:2.7.1.144 met Truncated protein

matH MFS transporter, DHA1 family. mulidrug resistance protein B Point mutations
pcC ide amidase - Putative damage inducible protein [EC:3.5.1.42] met Point mutations
gee191 ical protein Point mutations
xerC Tyrosine ene absent
gce192 protein ene absent
immR HTH-type regulator ene absent
00193 protein ene absent
gee194 protein ene absent
ztnA Cd2+/Zn2+-exporting ATPase - putative cad ATPase [EC:3.6.3.3 3.6.3.5] ene absent
cadC ArsR famil regulator, heavy-metals responsive repressor - Cadmium resistance regulatory protein ene absent
gce195 protein ene absent
gcc196 ical protein ene absent
106197 protein ene absent
gcc198 protein ene absent
copA ATPase [EC:3.6.3.54] env ene absent
00199 protein ene absent
gce1910 protein ene absent
geet911 protein ene absent
061912 protein ene absent
gee1913 protein ene absent
gee1914. protein ene absent
001915 protein ene absent
gee1916 \ L-alanine amidase domain-containing protein ene absent
gce1917 protein ene absent
061918 protein ene absent
gee1919 protein ene absent
virD4 Type IV secretion system protein env ene absent
001920 protein ene absent
gee1921 protein ene absent
gee1922 protein ene absent
spxA equlatory protein ene absent
gcc1923 protein ene absent
hpall DNMT1; DNA 1- methylase [EC:2.1.1.37] met ene absent
061924 protein ene absent
gcc1925 58 protein ene absent
mmuP/rocE 459|K16235 iionine amino-acid permease oint mutations
061926 56 protein Point mutations
StrA 294K07284 _|Sortase A [EC:3.4.22.70] Gene absent
cc1927 706| hypothetical protein

cc171 protein Point mutations
dipT Proton-depend transporter, POT family point mutations
malR K02529 |HTH-type Lacl famil regulator Point mutations
IpT MFS transporter. OPA family. glycerol-3-phosphate transporter env Point mutations
artP [ABC: polar amino acid transport system substrate-binding protein - Arginine-bind protein env point mutations
geel72 ical protein ene absent
06173 protein ene absent
goc174 protein ene absent
feuC |ABC: iron complex transport system permease protein - Iron-uptake system permease protein env oint mutations
secy [ Accessory Sec system protein translocase subunit ene absent
asp1 [Accessory secretory protein Asp1 env ene absent
asp2 69 |Accessory secretory protein Asp2 env ene absent
asp3 [ Accessory secretory protein Asp3 env ene absent
atf1 ene absent
gtf2 bilizing protein ene absent
06174 protein ene absent
whbl Beta-1, ene absent
epsJ. Putative ene absent
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sae;;c 363[K07262 protein - Capsule bi protein P ?
protein (contaning DegV domain) oint mutations.
ysnE Putative EC:23.1.] point mutations.
ofB [ATP-binding cassette, subfamily B, multidrug efflux pump olnt mutations
gdh Glutamate dehydrogenase (NADP+ specific) [EC:1.4.1.4] e Point mulafions
yheR. - [EC:3.1.3.5] met oint mutations
gldA Glycerol dehydrogenase [EC:1.1.1.6] met oint mutations
gcct75 PTS-Bg-ElIA; PTS system, beta-glucoside-specific lIA component [EC:2.7.1-] et Db s
gec176 [ABC-2 type transport system permease protein on oint mutations
gect77 orotein env oin
natA [ABC-2 type ransport system ATP-binding protein Truncated protein
dinG [ATP-dependent DNA helicase [EC:3.6.4.12) ony Point mutations
nikE Nickel transport system ATP-binding protein [EC:3.6.3 24] met Point mutations
nikD Nickel transport system ATP-binding protein [EC:3.6.3.2: ony Truncated protein
gspA General stress protein A env Point mutations
isad Putative ene absent
IytN hypolhelica prten runcated protein
gec178 [EC:1.8.1.4] point mutations
pdhC DLAT pyruvate! E2 component [EC:23.1.12] metcell point mutations
acoA PDI E1 component alpha subunit [EC:1.2.4.1] met olnt mulstions
glgD g\gC clucose-1-phosphate [EC2.7.7.27) metien point mutations
9lgC Glucose-1-ph metcell oint mutations
meth. import ATP-binding protein MetN meticell__{Point mutations
gcc179 hypothetical protein env oint mutations
yhiX (oxIT; MFS transporter, OFA family, antiporter Truncated protein
luxA Alkanal alpha chain env Point mutations
gee1710 protein Point mutations
goc1711 protein ene absent
gcct712 protein runcated protein
gcc1713 protein ene absent
goc1714 protein ene absent
cadR CdaA regulatory protein oint mutations.
gee1715 protein point mutations
gect716 protein Gene absent
lacC Tagatose 6-phosphate kinase [EC:2.7.1.144] Gene absent
gect717 FMN-binding protein met Point mutations
dinB DNA polymerase IV [EC:2.7.7.7] Truncated protein
mta_2 hypothetical protein met Polnt mutations
glpF 1 GLPF: glycerol uptake facilitator protein Point mutations
9001718 protein env Point mutations
endA DNA-entry nuclease ene absent
gcc1719 67 protein ene absent
pank 318]K00077 ductase [EC:1.1.1.169] ene sbsent
gcc1720 235] protein met ene absent
| puuD 230|K07010 __[Putative glutamine ene absent
yxeM 1 278|K02030 | ABC: polar amino acid transport system substrate-binding protein et olnt mutations
5;7936 1 [Spermidine N(1 env. Point mutations
cas: CRISPR-associated —53 Gene absent
gee1721 Putative [EC31--384.] cell Gene absent
goc1722 C ATPase [EC36:3.8] Point mutations
cpdA protein point mutations
app1723 p,m n point mutations
gop1724 rotein Point mutations
cssS Sensor msl.dme Kinase oint mutations
lous S RNA synthetase [EC:6.1.1.4] olnt mutations
[pta_ 1]K006: Phosphate a [EC23.18] met Point mutations'
[vdfG 197] NADP-dependent 3-hydroxy acid met oint mutations
B 308]K00609 _|Aspartate catalylic subunit [EC2.13.2] Truncaled prolein
sme_1 251 partition protein Smc met Point mutations
[gpp1725 77| protein runcated protein
gpp1726 protein ene absent
app1727 brotein ene absent
[app1728 protein ene absent
gpp1729 protein ene absent
;;fi rwo -component system, Ly{TR family, sensor histidine kinase [EC:2.7.13.3] ene absent
requiator LytR metienv oint mutations
aam 0 e Point mutations
pepS 4|K19689 [EC34.11] | Truncated protein
uvrB 4[K03702__|Excinuclease ABC subunit B - UrABC system protein met Point mutations
[prtP 2 1386, Blll-type proteinase met Point mutations
gcc1730 [hypothetical protein ne absent
mutT’ \BﬂxO,dGT EC36.155 ene absent
001751 56) hypothetical protein [EC:3.6.1.55] met runcated protein
sigh 370) RNA polymerase primary sigma factor runcated protein
gce1732 91 protein met point mutations
lepB. 190[K03100 _|Signal peptidase | [EC:3.4.21.89] ene absent
iniA_2 7435 el A meticell ene absent
gce1733 503 Fimbrial subunit type 1 ene absent
108 303[K12997 [EC24.1] ene absent
scpA 457|K01361 | C5a peptidase - Iaclocegvn [EC:3.4.21.96] met, oint mutations
StrA 292|K07284 __|Sortase A [EC:3.4.22.70] met Truncated Droleln
gcc1734 224 prolem met Gene ab:
rsmH_1 189) hypothetical protein Gene Sbse"‘
cc1735 282 utative NTE family protein Point mutations
Point mutations.
gec231 protein
gcc232 protein ene absent
gcc233 protsin ene absent
comR HTH-type requiator, regulator for ComX ene absent
WaN 2 utative cell ene absent
gcc234 orotein oint mutations
goc235 protein runcated protein
90236 protein ene absent
9cc237 orotein ene absent
goc238 protein ene absent
900239 protein ene absent
9cc2310 protein ene absent
goc2311 protein ene absent
hsa Type | restriction enzyme, S subunit - EcoKI specificity protein [EC:3.1.21.3] ene absont
gcc2312 orotein cell ene absent
gec2313 protein ene absent
ampH. D-alanyl-D-al opeptidase oint mutations
fabG_1 3-oxoacyl-[acyl-carrier protein] reductase [EC:1.1.1.100 oint mutations.
viE CylE protein met point mutations
govT [Ec212.10] env Point mutations
fabF_1 3-oxoacyl-[acyl-carrier-protein] synthase Il [EC:2.3.1.179] met oint mutations
9002314 protein met oint mutations
K K ised protein Point mutations
gcc2315 oint mutations
1A Putative ABC Iransporl System ATP-binding protein - iron export olnt mutations
9002316 orotein env point mutations
[yxdM Putative ABC transport system permease protein Truncated protein
gras Sensor histidine kinase env Point mutations
smc_2 partition protein point mutations
gcc2317 pm‘em Point mutations
mntH metal cation transport protein funcated protein
9002318 436] protein env ene absent
253|K11045 AMP factor ene absent
dinJ. 98[K07473 | DNA-damage-inducible protein J o0y ene absent
902319 13 ical protein cel oint mutations
9cc2320 23] proteln ene absent
goc2321 41 protein ene absent
F] 1:3| HTH-type requiator ene absent
xre_2 05| HTH-type regulator ene absent
goc2322 47 protein ene absent
3 14 HTH-type regulator one ahsent
gcc2324 101 protain ene absent
goc2325 15 protein ene absent
gcc2326 8 brotein ene absent
c 75: [& partition protein ene absent
9062327 126] protein ene absent
e E‘ HTH-ype requiator ene absent
puuR 18| HTH-type regulator runcated protein
gcc2328 34 protein ene absent
9002329 brotein ene absent
acc2350 T requiator ene absent
i salicyl-AMP ligase [EC:6.3.2.1] ene absent
9002337 hyd o s e 2 h g met ene absent
9cc2332 protein ene absent
gcc2333 protein ene absent
htsT Energy-coupling factor transport system substrate-specific component une absont
ecfT 238[K16785 | Eneray-coupling factor transport system permease protein o, no ahsent
gco:ff# 294]K06147 | ABCB-BAC; ATP-binding cassette, subfamily B oY ene sbsent
mst ABCB-BAC; ATP-binding cassette, subfamily B - Lipid A export ATP-binding/pen ony ene absent
ndvA [ABCB-BAC; ATP-binding cassette, subfamily B - Beta- (1~>Z lucan expurlg/Lmaase e rotein on ene absent
glpT MFS transporter, OPA family, glycerol-3-phosphate transporter = o0 ene absent
9002335 168]K06940 ized protein env oint mutations
902336 676 hypothetical protein Point mutations
vanys 251[K07260 E\Ync D-Ala-D-Ala [EC:34.17.14] Truncated protein
metlenv___|Gene absent
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