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sa0UHSC_00017
605

SAOUHSC_01605 Metabol pent phos suhasphmu(mmuhvamemn
\OUHSC_00847 ac oten
SAOUHSC_01623 Metabolism FAbiosyntn e Concarvase ot ncrtonfes it
SAOUHSC_01809 Metabolism FAbiosyntn ok carbose s
UHSC 01624 Metabolism FAbiosynin oo cbanls, bl ebonl i prten
‘SAOUHSC_01201 Strss response, ONArepai,Chaperones, Translaion o e e
‘SAOUHSC_02490 Metabols purine adenylate Kinase
SAOUHSC 01722 Stress response, DNA repar,Chaperones, Transhation alanylRNA sythetase
UHSC_O abolsm metcofactyt aminotransferase
JUHSC_00611 Stress response, DNArepai,Chaperones, Translaion WHRNA synthetzse
SAOUHSC_01757 Sress response, DNA repar,Chaperones, Translation asparty RN synthecas
SAOUHSC_02117 Sress response, DNA repar,Chaperones, Transiation asparyglutamy A amidotransferase suborit A
UHSC_02116 Stres respance, ONArepai,Chaperones, Transiation asparyflutamy-RNA amicotransferase suburit B
‘SAOUHSC_O2118 Stress response, ONArepai,Chaperones, Translaion spary lutamy’RNA amidotransterase subunit
'SAOUNSC_00790 Siress response, ONA repai,Chaperones, Translaion ATP-dependent Clp protease rotealytc suburit
SAOUHSC 02123 Stress response, DNA repar, Chaperones, Transhtion ATP-depend el
UHSC_01598 Stress response, DNA repai,Chaperones, Translaion AA/HAC famil protein
SOUISE 005 Repnonironss bacteriophage 543, sngl-sranded DNA binding protein
SAOUHSC_O0A71 M
SAOUHSC_01746
UHSC_01260 Metabolism pid O ol shshte 3 shoshairose
SO a1s S reors Aok gt Trion el diision p
SHOUNSC_0L148 s rsponse, ONA e, Chaperones, Trandtion L ionpraton
ULSC 0115 e o A e Chaprone, Tandaion ol diision prote
USCo1150 st epors NA s Coprones Tarsion ol division proten FsZ
SAOUHSC_O1142 Sress response, DNA repar,Chaperones, Transiation coll diision proten Mz
SIOUMSE G182 S repome, A repl Caprons Tt chaproneproen
SAOUHSC 02254 Sress response, DNA repar,Chaperones, Transiation enaperonin
SAOUHSC_00001 Sress response, DNA repar,Chaperones, Transiation Cremesoml rescsion idtonren
SO 2SS S reors, Aok Chabrones Tarabion cochy
'SAOUNSC_02368 Siress response, ONA repai,Chaperones, Translaion oo
SAOUHSCL0081 tes espome N epr Charone, Trrtation i smtsa
SAOUSC_01496 Metabolir pyrimidne cptidyiate ina
SAOUHSC 00869 Metabolism et aia D.aanine anmmmnhmy.w.u
HSC_00871 Metabolism Amet;aia et e b
SAOUHSC_02318 Metabolism A met; ala alanylanine.
UHSC_01741 Stre respanse, ONA repai,Chaperones, Transiation oyt mwm Pl
SAQUHSC_01795 Metabolism st oo Cok e
SAOUHSC_01434 Metabolsm ot e
SAOUHSC 00490 Metabolism ettt ot dranopteiaiomse
SAOUHSC 00489 Metaboism met cofacti; folate.dhycropteroate synthase
SAOUHSC_00005 Sress response, DNA repar,Chaperones, Transiation DNAgyrase, Asubunit

‘SAOUHSC_01252 Stress response, ONArepai,Chaperones, Translaion ypothetical protin
‘SAOUHSC_01269 Unknown ypatheticalproein

UHSC_01063  Unknown ypatheticalpr

HSC 01859 Unknown hypatheticlproein
SAOUHSC_01245 Unknown ypatheticlprotei
SAOUHSC_004S4 Unknown ypatheicalprotein
SAOUHSC_01787 Unknown ypatheicelprotin

UHSC_00345 Unknown ypathetical protein
SAQUHSC 02
SAOUHSC_01857 Unknown e
SAOUHSC_00038 Unknown theticalprotein
SAOUHSC 00225 Metablism setss gucnaeon pthtc ot
SAOUHSC 00227 hetca protein
SAOLHSC_00396 Unknown ypatheticalprotein
SAOUHSC_004S3 Unknown ypatheticalprotin
SAOUHSC_ODAEL Unknown et o
SAQUHSC_00482 Unknown pothetical protein
SAOUHSC_00735 Unknown et o

kS0 n ypotheticalprotein
SAOUHSC_00819 nknown hypatheiclproein
SAOUHSC_00848 nknown hypathticalprotin
SAOUHSC_00850 Unknown ypatheticaprotein
SAOUHSC_00857 Unknown ypatheticalprotein
SAOUHSC_0D8E? Unknown et o
SAQUHSC_00868 Unknown pothetical protein
SAOUHSC_ o et o
SAOUSC_01035 Stress response, DNA repar,Chaperones, Transhation ypotheticalprotein
SAOUHSC_01035 nknown hypatheiclproein
SAOUHSC_0154 Unknown hypathticlprotein
SAOUHSC_01158 Unknown ypatheticlprotein
SAOUHSC_01200 Unknown ypatheticelprotein
SAOUHSC_01230 Unknown et o
SAQUHSC_01233 Unknown pothetical protein
SAOUHSC_01244 Unknown et o
SA0UKSC_01338 Unknown ypotheticalprotein

HSC_01350 Metabolism oid hypatheiclproein
SAOUHSC_01470 Unknown hypatheticlprotin
SAOUHSC_01477 Unknown ypatheticalprotein
SAOUHSC_01672 Unknown ypatheticelprotin

HSC_01687 Unknown et o
SAQUHSC_01698 Unknown pothetical protein
SAOUHSC_01701 Unknown pothetial potein
SAOUHSC_01727 Metabolism ettt homi gttt
SAOUHSC_01756 unknown pothetical protein
SAOUHSC_01760 Unknown ypatheticlprtei
SAOUHSC_01792 Unknown ypatheticalprotein
SAOUHSC_01841 Unknown ypatheticalprotein

UHSC 01858  Unknown ypathetical protein
SAQUHSC_01908 Unknown ypothetical protein
SAOUHSC_02002 Unknown ypathetical proein
SA0UKSC_02106 Unknown ypatheticalpr

HSC_02175  Unknown hypatheiclproein
SADUHSC_02215 unknown ypatheticl prtei
SAOUHSC_02260 Unknown ypatheticalprotein
SAOUHSC_02294 Unknown ypatheticaprotin

UHSC_02332 Unknown ypathetical protein
SAQUHSC_02407 Unknown ypothetical proten
SAOUHSC_02412 Unknown ypathetical proein
SAOUKSC_02416 Unknown ypatheticalpr

HSC_02534 Unknown hypatheticlproein
SAOUHSC_02721 Unknown ot o
SAOUHSC_02745 Unknown ypotheticl prot

HSC_00543 Metabolism e o nu\w"mnhne/ﬂv NADKinzse
SAOUNSE 01155 Ses rspose VA e, Chaproes, Traion w1
SAQUHSC 01875 e, ONA epai, Chaperones, Transiation e rmers
SAOUHSC_01333 Kemmonhes onse Lexa repressor
SAOUHSC 00483 Sress response, DNA repar,Chaperones, Transhation L iewed

UhSCotios Mebol FAbiosynt a oo ste amicyse
SAOUHSC_01374 Metaboism peptidoglycar it eiganee
SAOUHSC_01373 Metabolism ety et essane o Fo
SAOUHSC_02102 Metabolism peptdoglycar orine aminopepti
SAOUHSC_01183 Metabolism metcofactyit  methiony-RNAformyranstersse
SAQUHSC_00461 Metabols met ethionyhRNA synthetse
‘SAOUHSC_00578  Metabols mettern e dihoitate cecctee
SAOUHSC 00577 Metabolism metter
SAOUHSC 02132 Metabolism et AD et
SAOUHSC_01697 Metablism et cofact vt m.m.,mm...m.mmm!ammnmk“
SAOUHSC_02133 Metabolism metcofactyt  nicotinate phosphoriboslranser
SAOUHSC_02371 Metabolism met cofactit

UHSC_01145 Metabolism eptdoglycan iding protein 1
SAQUHSC_01467 Metabolism peptdoglycan  penilln-binding protein 2
‘SAOUHSC_02359 Stress response, ONA repair,Chaperones, Translaion peptide chain elease fctor 1
SAOUHSC_00771 Sress response, DNA repar,Chaperones, Transhtion peptide chain release fctor 2
SOUE 0003 s respors VA e Chprones, T e A ol
SAOUHSC_01082 Sress response, DNA repar,Chaperones, Translation phenylalanyhRNA synthetasesuburitalpha
SIOUME G153 Soes repom, A rep, Caprons Tt phenylalanyh{RNA synthetase suburitbeta
SAOUHSC_01238 Metabolim s phosphatidate cyticyllranserase
SAOUHSC_01145 Metabolism peptidoglycan s cnmuzmor emapesie: ot
‘SAOUHSC_01263 Siress response, ONArepai,Chaperones, Translaion osphadiestersse
‘SAOUHSC_02405 Metabolsm Msmv/nulsunvrwahwphcﬂumnmmemulas«
SAOUHSC 00795 Metabolism avclgluc osphogycerate kina
SAOUHSC_00579 Metabolism mettery Trohomacionte s
SAOUHSC_01075 Metablism met cofactit Dhmvhwamemama»mv\v\mmkmu
SAOUHSC_01178 Metabolism met cofactit rosposansirenoysae dectsonislphosposoers
SAOUHSC_00799 Metabolism ecleluc phosphopyr
SAOUHSC 0167 s Sovarate oambessprten
SAQUHSC 00769
SAOUHSC 00511
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Stessresponse, DNA repar, Chaperones, Transiation
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etabolsm
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poree, ONA e, Chapernes, Tantton
Sues e, A repa, Charone Trndtion
Stress response, ONA repair, Chaperones, Transition
Stessresponse, ONA repair, Chaperones, Translation

5 Metabols
Stessresponse, DNA repar, Chaperones, Transiation

Stressresponse, DNA repar,Chaperones, Transiation
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S oo, A et Chopeces. Tt
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140 Metabol Oxphos atve manganese-dependent inorgani pyrophosphatase
Stressresponse, DNA repar,Chaperones, Transiation putatverbosoml protein L7Ae ke
Stressresponse, DNA repar,Chaperones, Transiation replicative DNA helcase
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SAOUNSC_01203-Stress response, DNA repar,Chaperones, Translation
St oo, A i chopeoes. Tt

e, A epai,Chaperones, Transiaion

£
?

s S v Castons Tarion
SHOUNSC01777 St rsponse, ONA e, Chapeones, Trandtion

rbonucease
rbonucease P
rbonuceotde reductas stmulatory pratein

pentphosfpurine. ribose-phasphate pyrophosphokinase
Ibosomal bogeness GTPase

hesome Blpne T g st Yo

SAOUNSCL01730 Stes espome ONA ept Charone, Trrlation ibosome recyling o
SAOUHSC_0189 Metabolism ent phos nmwasumpmummm
SAOUHSC_01662 Sress response, DNA repar,Chaperones, Transiation RNA polymerase tor RpoD
SAOUHSC_O1143 Sress response, DNA repar,Chaperones, Transiation Srteromtmatre
SAOUHSC 01900 i met,cysmet S adenosymethonine
UHSC_00021 Regultionesponse ooy boxidne s ik
SaoUKSC o182 esponse, ONA repair,Chaperones, Translaion septation ring formaion regulator Ezrs
'SAOUHSC_00009 Stress response, ONA repai,Chaperones, Translaion seryLRNA synthetase
SAOUHSC_01207
SAoUHSC 012
SAOUHSC_01224 Urnknown site specfc recombinase
UHSC_00804 Unknown S binding protei
SAOUHSC_00643 Metabolim pepticoglycan  tagh rotein
SAOUHSC_00S4D Metabolism seotden e s osess rorn
SAQUHSC_00642 Metabolism peptdoglycan ticho nihests protein
SAOUHSC_00223 Metabolsm Teviiotheon e kd bt o
SAOUHSC 00641
SAOUHSC 00785 Metabism pyrimidne ordon e
SAOUHSC_01788 Sress response, DNA repar,Chaperones, Transiation reom MR Sybease
SAOUHSC_ODAS1 Metabolism pyrimidne vmde o
SAOUHSC_01435 Metabolism pyrmidne rymicylatesyntnase
Ui 01243 Rilan/ oo ranscription elongaton facto Nush
shousc st Rt traneriptinsl regultor Sox
shounsc otz e wanscriptional egulator,Fur
SAOUNSC.02489 e respons, VA epi, Chaperones, Tarston ansiation nttion factor -1
UHSC 01246 Smss v s, N i, rapeoes Tt ransiation ntiation factor -2
SAOUHSC_01 e, NA epai,Chaperones, Trasiaion tion ntiation factor F-3
SAOUHSC_0075) el wiosephosphate fsomer
SAOUHSC01A74 Sires espons, ONA e, Chaperones, Trantion RNA CCApyrophosphoriase
401725 Sres reponse VA o Chaparones Tndation Jrsnsters

SAQUHSC_00933 Stres response, ONArepalr,Chaperones, Translation
HSC_00020 R emmon/
SAOUISE 01839 Sues esponse, A eprChaerones, Transton

Stessresponse, ONA repar, Chaperones, Translation
SAOUHSC_01237 Metabolsm
Metabalim

z

SAOURSC ¢ abolsm
SAOUHSC_01767 Siress response, DNA repar,Chaperones, Transiation

amino sugar / nue xwunv Hcenoprofguconie s
sanet e gase
o scemramo Lo e

pepmicgyan Db scemeesmoyint b uiamne e e
UDP-t-cetylmuramyl ipeptide synthetase

metter indecaprenyl pyrophosphate synthase.

peptdoglycan  undecaprenyidiphospho-muramoylpentapeptide beta-N- acetyiglucc

pyrimidne widylate inase
VaIYRNA sythetase

"Abs, abscoss; B, blood; VH, viroous flui; AH, aqueous lud
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