Table S2: RNA-Seq transcriptome analysis of gene expression changes in S. aureus COL wild type and the mhqR deletion mutant before and after MHQ stress.

log2-fold change (M-value) Fold changes
Gene symbol | WTMHQ/ | amhqR MHQ/ | AmhaR MHQ/ | 8mhaR cof | WTMHQ/ | dmhgR MHQ/ | AmhaR MHQ/ | 8mhaR cof
Funcat Reguion | Locus operon Wrco AmhgR o | WTMHQ Wrco Wrco AmhgR o | WTMHQ WIeo | cinction
(Amino acid biosvathesis | CodY’ SACOLO302 | brnQ2 bz 131 102 065 248 203 052 0,64 branched-chain amino acid transoort svstem Il carrier drotein
Amino acid biosvathesis | CodY SACOL2S74 | ddh vwiG ddh 170 045 037 031 073 184 0.77 | D-isomer secific 2-hvdroxvacid dehvdrogenase familv protein
Amino acid biosvathesis | CodY SACOL2575 | ddh vwiG wwie 096 011 022 0s2 093 150 0.86 | N-succinvidiaminopimelate aminotransferase
Amino acid biosvathesis | CodY SACOL2511 | fnbA fnbA 276 140 020 678 264 034 087
Amino acid biosvathesis | CodY SACOL1362 | hom thrC thrB. hom a7 058 003 044 067 155 102
Amino acid biosvathesis | CodY SACOL1363 | hom thrC thrB thrc 003 026 039 098 084 114 131 threonine snthase
Amino acid biosvathesis | CodY SACOL1364 | hom thrC thrB i 019 001 040 114 099 117 132 | homoserine kinase
Amino acid biosvathesis | CodY SACOL2584  |isan isaA a3 043 012 040 074 171 0,92 |immunodominant antigen A
Amino acid biosvathesis | CodY SACOL1428 | IvsC asd dapA dao8 daoD sC. 2.9 047 122 018 072 157 0.43 aspartate kinase
Amino acid biosvathesis | CodY SACOL1429 | IvsC asd danA dao8 daoD asd 159 033 099 033 080 113 0:50 aspartate-semialdehvde dehvdrogenase
Amino acid biosvathesis | CodY SACOL1430 | IvsC asd dapA dao8 daoD danA a3 008 103 040 095 109 0.49 | dihvdrodiicolinate svnthase
Amino acid biosvathesis | CodY SACOLIA31 | IvsC asd dapA dao8 daoD daoB. o7 005 o7 061 104 101 061 dihvdrodivicolinate reductase
Amino acid biosvathesis | CodY SACOLI432 | IvsC asd dapA daoB daoD daoD 0.0 013 061 076 109 093 066|234, Y
Amino acid biosvathesis | CodY SACOLI963 | put? outp 126 039 0.4 042 076 134 0.74  high affinity proline permease
Amino acid biosvathesis | CodY SACOLIB17 | ribHBAED b 254 120 o1 581 236 038 0,93 riboflavin svnthase beta subunit
Amino acid biosvathesis | CodY SACOLIB18 | ribHBAED ribA 202 139 028 533 262 040
Amino acid biosvathesis | CodY SACOLIB19 | ribHBAED b8 259 137 011 601 258 040 0,93 riboflavin svnthase aloha subunit
Amino acid biosvathesis | CodY SACOL1B20 | ribHBAED ibD 258 128 018 596 243 036
Amino acid biosvathesis | CodY SACOL0924 | SACOL0924 SACOL025 SACOL0926 5AC0L0924. 005 004 031 097 097 080 081 hvoothetical protein
Amino acid biosvathesis | CodY SACOL0925 | SACOL0924 SACOL025 SACOL0926 5AC0L0925. 049 027 016 141 121 077 0,90 hvoothetical protein
Amino acid biosvathesis | CodY SACOL0926 | SACOL0924 SACOL025 SACOL0926 5AC0L0926 081 036 008 175 128 070 095 s*nucleotidase
Amino acid biosvathesis | CodY SACOL1365 1136 5ACOL1365. o7 055 013 164 146 099 1.09| HAD superfamilv hvdrolase
Amino acid biosvathesis | CodY SACOLI774 |SACOL1774 ptaA sAcoL1774. 006 023 018 096 085 078 0,88 | HAD superfamily hvdrolase
Amino acid biosvathesis | CodY SACOLL775 |SACOL1774 ptaA otaA 144 064 001 037 064 175 1.01|PTS svstem. IIBC components.
Amino acid biosvathesis | CodY SACOL2318 |SACOL2318 sacoL2318 117 014 000 225 091 041 1.00| hvoothetical protein
Amino acid biosvathesis | CodY SACOL2619 |SACOL2619 5AC0L2619 182 045 058 028 073 168 0,67 amino acid permease
Amino acid biosvathesis | CodY SACOL2295 ssaA 119 155 022 227 293 146 116 secretorv antigen SsaA
Amino acid biosvathesis | CodY SACOLIA77 |steT ilvA1 ald itvAL 036 048 020 078 139 150 0,87 threonine ammonia-vase
Amino acid biosvathesis | CodY SACOLIA78 |steT ilvA1 ald ald 147 010 054 036 093 165 0,69 alanine dehvdrogenase
Amino acid biosvathesis | CodY SACOLL403 | trDE 170G troD roC troF 178 troA ok 162 109 038 308 213 099 130 anthranilate svnthase comoonent |
Amino acid biosvathesis | CodY SACOLIA04 | trDE 170G troD roC troF 178 troA G 091 115 005 188 222 116 0,97 anthranilate svnthase component I
Amino acid biosvathesis | CodY SACOLLA0S | trDE 170G troD roC troF troB troA oD 113 066 024 218 158 089 118 | anthranilate phosohoribosvltransferase
Amino acid biosvathesis | CodY SACOLLA06 | trDE 170G troD roC troF troB troA e 103 076 012 204 169 093 1,09 indole-3-lvcerol-phosphate svnthase
Amino acid biosvathesis | CodY SACOLIA07 11D 170G troD roC troF 178 troA troF 189 069 0s7 37 161 075 1.48| N-{5'-hosphoribosvllanthranilate isomerase
Amino acid biosvathesis | CodY SACOLI408 | trDE 170G troD roC troF troB troA o 150 119 002 283 228 081 0.99 trvotophan svnthase subunit beta
Amino acid biosvathesis | CodY SACOLIA09 | trDE 170G troD roC troF troB troA oA 129 049 022 245 140 069 116 trvotophan svnthase subunit aloha
Amino acid biosvathesis | CodY o1 A A 126 119 017 240 228 109 1.13 | breohenate dehvdrogenase
Amino acid biosvathesis | Cod 5AC0L0023 | weJ wo 068 031 023 160 124 091 117 | metallo-beta-lactamase Yve
[Amino acid utilization | Hisk SACOL784 [ hisC. hisC 237 193 040 519 381 056 o
[Ammonium biosvnthesis | ArcR SACOL2654 | arcCDBA arcC 164 087 013 032 055 187 109 carbamate kinase
Ammonium biosvnthesis | ArcR SACOL2655 [arcCDBA arcd 094 043 012 0s2 074 128 0.92| APC family amino acid-polvamine-organocation transoorter
Ammonium biosvnthesis | ArcR SACOL2656  [arcCDBA arce 229 085 060 020 055 168 0,66 | ornithine carbamovitransferase
Ammonium biosvnthesis | ArcR SACOL2657 _|arccDBA arcA 338 094 095 010 0s2 246 052 arginine deiminase
Ammonium biosvnthesis [ AreR SACOL2653 | arcR arcR E¥2) 081 005 030 057 195 1,04 Cro/FNR family transcriotional regulator
Ammonium biosvnthesis | AreR SACOLO167 | areBICD ares 058 007 016 067 105 139 0.90 | acetvlglutamate kinase
Ammonium biosvnthesis | AreR SACOLO168 |areBICD are) 088 004 045 054 097 128 0.73 | lutamate N-acetvltransferase
Ammonium biosvnthesis | AreR SACOLO169 | areBICD arec 148 010 0.8 036 093 173 0.72| N-acetvi-zamma-glutamvl-hosohate reductase
Ammonium biosvnthesis | AreR SACOLO170 | areBICD areD 51 035 052 035 078 143 0.70 | ornithine--oxo-acid transaminase
Ammonium biosvnthesis | AreR SACOLO963 | areH areG aret 384 224 054 007 021 103 0,69 |arzininosuccinate Ivase
Ammonium biosvnthesis | AreR SACOLO964 | areH areG areG 495 268 108 003 016 0s8 0.47 |argininosuccinate svnthase
Ammonium biosvnthesis | AreR SACOLIONS |artaM ana 253 088 026 017 054 196 0,84 | lutamate ABC transporter. ATP-binding protein
Ammonium biosvnthesis | AreR SACOLI9N6 |artaM artm 293 091 043 013 0s3 196 0.74amino acid ABC transborter. membrane protein
Ammonium biosvnthesis | AreR SACOL2632 | cudT cudT 352 184 008 009 028 299 095 |sccr transporter
Ammonium metabolism | FruR SACOLO757 | deoR deoR 022 0,07 023 116 105 118 1.17| DeoR family transcriotional regulator
Ammonium metabolism | FruR SACOLO758 | fruAB fruB 105 043 0s7 208 135 103 148
Ammonium metabolism [ GinR SACOL1328 | inRA &inR 077 061 037 059 066 086 0.77 | elutamate--ammonia lizase repressor
Ammonium metabolism | Gink SACOL1329 | sinRA sinA 066 035 000 063 08 124 1
Antibiotics resistance | Vrask. SACOL2435 | alxK SACOL2436, ik ¥ EX) EXT 045 070 145 0.93elvcerate kinase
Antibiotics resistance | VrasR SACOL2436 | alxK SACOL2436. 5AC0L2436 105 054 004 048 069 139 0,97 | hvoothetical protein
Antibiotics resistance | VrasR SACOLIBS7 [orsA orsA 070 023 0.6 162 117 0s2 0.73 | veptidviorolvl isomerase
Antibiotics resistance | VrasR SACOLI932 |sat8 sat8 136 059 006 039 066 162 0.96 | monofunctional elvcosvitransferase
Antibiotics resistance | VrasR. SACOLISN2 | vraSTU rak 146 073 007 275 166 064 1,05 response regulator Vra
Antibiotics resistance | VrasR. SACOLISN3 | vrasTU vras 133 065 007 251 157 066 1,05 sensor histidine kinase Vras
Antibiotics resistance | VrasR SACOLISN | vraSTU vraT 105 062 003 208 154 076 102 hvoothetical membrane protein
b Vrask SACOLIS4S | vraRsTU vray 093 049 006 191 140 077 1
Cell wall biosvnthesis | CidR, SACOL2198 | budAl alss budAl 277 121 068 683 231 046 1,60 acetolactate decarboxvlase
Cell wall biosvnthesis | CidR SACOL2199 | budA1 alss alss. 225 135 010 a7 255 061 107 acetolactate svnthase
Cell wall biosvnthesis [ CidR SACOL2553 | cidCBA cidc 220 061 055 as8 153 048 1.46 | pvruvate oxidase
Cell wall biosynthesis | CigR SACOL2554 | cidCBA cids 077 028 054 171 082 071 1
Cell wall bioswnthesis  [GraRs SACOL003T |- ) 147 077 0.03 278 171 0.60 0,98 elvcerophosohodiester phosohodiesterase
Cell wall bioswnthesis  [GraRs coL2129 |- deoc2 140 232 026 265 499 228 1.20| deoxvribose-phosohate aldolase
Cell wall biosvnthesis  [Graks SACOL743 | aanA aa0A 084 005 024 0s6 097 146 0,85 | APC family amino acid-polvamine-organocation transoorter
Cell wall bioswnthesis ~ [GraRs SACOL1760 | ackA SACOL1761 a 124 0.80 015 235 178 067 0.90 |acetate kinase
Cell wall bioswnthesis  [GraRs SACOL1761 | ack SACOL1761 sacol1761 228 175 058 485 336 045 0,67 | hvoothetical protein
Cell wall bioswnthesis  [GraRs \C0L0190 | acoD acoD 7.79 538 105 2115 a164 0.40 2,07 |azoreductase
Cell wall biosvnthesis  [Graks SACOLO135 | adhE adhe 095 021 035 0s2 086 129 0.78 alcohol dehvdrogenase
Cell wall bioswnthesis  [GraRs SACOL2192 | akrSF akrsF 178 0.66 001 3.43 158 0.46 0.99 | oxidoreductase. aldo/keto reductase
Cell wall biosvnthesis  [Graks SACOL2094 | atoCDGAHFEB! mnah upp 2lvA wiG atoC 086 062 001 055 065 119 1,01 proton- translocating F-tvoe ATPase eosilon subunit
Cell wall biosvnthesis  [Graks SACOL2095 | atoCDGAHFEB! mnah upp elvA vwiG atoD 094 070 010 0s2 062 127 1,07  roton-translocating F-tvpe ATPase delta subunit
Cell wall biosvnthesis  [Graks SACOL2096 | atoCDGAHFEB! mnah upp elvA wiG atoG 4 080 019 045 0s7 145 114 proton-translocating F-tvpe ATPase gamma subunit
Cell wall biosvnthesis  [Graks SACOL2097 | atoCDGAHFEB! mnah upp elvA wiG aton 113 059 006 046 066 153 1.04 | proton-translocating F-tvpe ATPase aloha subunit
Cell wall biosvnthesis  [Graks SACOL2098 | atoCDGAHFEB! mnah upp 2lvA wiG atoH 109 070 010 047 062 141 1,07  roton-translocating F-tvpe ATPase beta subunit
Cell wall biosvnthesis  [Graks SACOL2099 | atoCDGAHFEB! mnah upp elvA wiG atoF 103 o7 016 049 061 139 112 broton-translocating F-tvpe ATPase subunit B
Cell wall biosvnthesis  [Graks SACOL2100 | atoCDGAHFEB! mnah upp 2lvA wiG atoE 099 086 026 050 055 132 1.20| oroton-translocating F-tvpe ATPase esilon subunit C
Cell wall biosvnthesis  [Graks SACOL2101 | atoCDGAHFEB! mnah upp elvA wiG atoB 092 081 021 0s3 0s7 126 1,16 proton-translocating F-tvpe ATPase beta subunit A
Cell wall biosvnthesis  [Graks SACOL2102 | atoCDGAHFEB! mnah upp 2lvA wiG atol 088 081 022 055 0s7 122 116 hvoothetical protein
Cell wall biosvnthesis  [Graks SACOL2103 | atoCDGAHFEB! mnah upp elvA wiG mnaA 057 036 013 068 078 127 1.09| UDP-N-acetviglucosamine 2-epimerase
Cell wall biosvnthesis  [Graks SACOL2104 | atoCDGAHFEB! mnah upp elvA wiG oo 054 034 009 069 079 122 1.06 | uracil ohosohoribosvitransferase
Cell wall biosvnthesis  [Graks SACOL2105 | atoCDGAHFEB! mnaA upp elvA wiG alvA 0.8 033 009 o7 080 120 1,06 glveine hvdroxmethyltransferase
Cell wall biosvnthesis  [Graks SACOL2106 | atoCDGAHFEB! mnah upp elvA wiG wiG 0.8 037 011 072 077 116 1.08 | hvoothetical protein
Cell wall biosvnthesis  [Graks SACOLO171 | brQ1 brna1 166 o7 028 032 061 157 0,82  possible LIVCS familv branched chain amino acid:cation svmporter
Cell wall bioswnthesis  [GraRs SACOL0975 | cdr vity cdr 111 014 0.5 216 110 0.46 0.90 | coenzvme A disulfide reductase
Cell wall bioswnthesis  [GraRs SACOL0976 | cdr vity vty 120 0.02 023 229 101 038 0,85  haloacid dehalogenase-like hvdrolase
Cell wall bioswnthesis  [GraRs SACOL1303 |cinA cinA 132 059 0.05 249 151 063 1,04 competence-damage inducible protein CinA
Cell wall bioswnthesis  [GraRs SACOL1741 |citcz citc 185 079 0.49 362 058 024 1.40 isocitrate dehvdrogenase (NADP(
Cell wall biosvnthesi GraRs SACOL1742 |citcz <z 142 097 017 268 o051 022 1,13 citrate (si)-svnthase
Cell wall bioswnthesis  [GraRs SACOL1735 | coak fog polA coat. 202 041 020 407 133 038 115 | dephospho-CoA kinas
Cell wall bioswnthesis  [GraRs SACOL1736 | coak fog polA for 195 011 0.40 3.86 108 037 1.32 | DNA-formamidopvrimidine lvcosviase
Cell wall biosvnthesi GraRs SACOL1737 | coak fog polA polA 143 0.0 029 269 093 043 1.22| DNA-directed DNA polvmerase |
Cell wall bioswnthesis  [GraRs SACOL1094 | cvdA cvdB. cvda 168 081 001 321 175 055 0.99 | cvtochrome d ubiauinol oxidase subunit |
Cell wall bioswnthesis  [GraRs SACOL1095 | cvdA cvdB. cvds 124 065 003 237 157 068 1,02 evtochrome d ubiauinol oxidase subunit I
Cell wall biosvnthesis  [Graks SACOLOG03 | dck dk dck 094 005 024 0s2 097 222 1.18| deownucleoside kinase
Cell wall biosvnthesis  [Graks SACOLOG0A | dck dek dak 0.0 0s6 002 076 147 192 0.99 | deoxvnucleoside kinase
GraRs SACOL1S22 | ebos ebos 197 0,03 0.07 393 098 024 0,95  elastin-binding protein
Cell wall biosvnthesis  [Graks SACOLO275 | esaA essh esaB essB vukA esxC esxB esaE esxD SACOL0281 ess8 257 070 234 017 062 060 0.20 | virulence orotein Ess8
Cell wall biosvnthesis  [Graks SACOLO281 | esaA essh esa essB vukA esxC esxB esaE esxD SACOL0281 5AC0L0281 118 066 082 04 063 080 057 | hvoothetical protein
Cell wall bioswnthesis ~ [GraRs coL2: foo. bo. 277 0,01 071 684 099 0.09 0,61 fructose-bisohosoh:
Cell wall bioswnthesis  [GraRs SACOL1410 | femAB. fema. 162 039 -0.08 3.07 131 041 0,95 | methicilln resistance factor FemA
Cell wall bioswnthesis  [GraRs SACOL1411 |femAB. femg 170 041 0.09 325 133 044 1,06 methicilln resistance factor Fem8
Cell wall bioswnthesis  [GraRs SACOL1782 |fhs fhs 075 057 -0.40 168 067 031 0.76 | formate-tetrahvdrofolate lizase
Cell wall biosvnthesi GraRs SACOLOSSS | ftsH ftsH 146 067 022 276 159 050 086 cell division orotein FtsH
Cell wall bioswnthesis  [GraRs SACOL1593 | 2cvPB gcvPA eevT 2cvPB 103 020 019 204 087 038
Cell wall bioswnthesis  [GraRs SACOL1594 | gcvPB gcvPA gevT cvPA 087 024 016 183 085 0.42 1
Cell wall bioswnthesis  [GraRs SACOL1S95 | 2cvPB gcvPA gevT VT 093 018 020 191 0.8 041 0,87 |aminomethvitransferase
Cell wall biosvnthesis  [Graks SACOLI319 |aloF sloF 213 098 037 023 os1 264 1.29| MIP familv maior intrinsic orotein channel protein
Cell wall bioswnthesis  [GraRs \coLo; sloa1 sloa1 12 152 0,05 233 287 120 0.97  nossible glvcerophosohodiester phosohodiesterase
Cell wall biosvnthesis  [Graks SACOL2514 | antPKR SACOL2517 antp 103 116 0s2 049 045 148 1.43| GatP family eluconate:oroton (H+) symporter
Cell wall biosvnthesis  [Graks SACOL2515 | entPKR SACOL2517 antk 056 054 016 068 069 0s8 0.90 | gluconokinase
Cell wall biosvnthesis  [Graks SACOL2516 | antPKR SACOL2517 ntR 092 038 068 0s3 077 089 0,62 gluconate operon transcriptional repressor
Cell wall biosvnthesis  [Graks SACOL2517 | antPKR SACOL2517 5ACOL2517 028 022 061 082 116 092 0,66 | MerR family transcriotional regulator
Cell wall biosvnthesis  [Graks SACOLO715 | araXRs. arax 042 010 020 134 107 069 0,87 | hvoothetical protein
Cell wall biosvnthesis  [Graks SACOLO716 | araXRs. araR 0s3 012 005 145 109 073 0,97 | resoonse resulator
Cell wall bioswnthesis  [GraRs 0L0; graxRs eras 0.80 0.04 021 174 097 065 1.16 | sensor histidine kinase
Cell wall biosvnthesis  [Graks SACOLOB25 | hork Iat maa SACOL0B28 hork 016 017 003 030 089 102 102 | HPr kinase
Cell wall biosvnthesis  [Graks SACOL0826 | hork Iat maa SACOL0B28 It 013 016 002 091 030 097 0,99  orolioprotein diacvlalvcer transferase
Cell wall biosvnthesis  [Graks SACOLO827 | hork Iat maa SACOL0B28 maa 001 018 007 101 0s8 093 1.05 | putative acetyltransferas
Cell wall biosvnthesis  [Graks SACOLB28 | hork Iat maa SACOL0B28 5ACOL0828 034 001 013 126 101 0s8 1,09 hvoothetical TPR domain protein
Cell wall bioswnthesis  [GraRs coLo: hsio 510 221 141 012 464 266 063 1,09 | heat shock protein Hso33.
Cell wall biosvnthesis  [Graks SACOL2363 |IctP 2 lap 2 119 068 001 044 062 144 101 LetP family L-actate permease
Cell wall biosvnthesis  [Graks SACOLOI92 | malKEFD malk 073 017 165 060 113 0s8 0.32 | maltose ABC transoorter ATP-binding protein
Cell wall bioswnthesis  [GraRs SACOL0193 | malKEFD male 062 014 030 154 091 075 1.23 | maltose ABC transoorter, binding protein
Cell wall bioswnthesis  [GraRs SACOL0194 | malKEFD malF 184 014 065 357 110 052 1,57 | maltose ABC transoorter, permease
Cell wall bioswnthesis  [GraRs SACOL0195 | malKEFD mald. 272 054 092 661 145 045 1.89 | maltose ABC transoorter, permease
Cell wall bioswnthesis  [GraRs SACOL0973 | mhoD mhoD 138 044 019 259 136 0.46 0,88 2-keto-d-pentenoate hvdratas
Cell wall biosvnthesi GraRs SACOL2566 | mmoL mmL. 128 070 014 243 162 075 1,10 MmoL efflux pumo
Cell wall bioswnthesis  [GraRs SACOL1633 | mtaB rsme ormA dnal dnak grok hrcA mta 081 012 0.6 175 092 0.48 0.90 | possible 2-methvithioadenine svnthase
Cell wall bioswnthesis  [GraRs SACOL1634 | mtaB rsme ormA dnal dnak groE hrcA rsmE 159 0.00 0.6 3.02 100 030 0.90 | hvoothetical protein
Cell wall biosvnthesi GraRs SACOL1635 | mtaB rsme ormA dnal dnak groE hrcA ormaA. 228 033 032 487 126 021 0,80  ribosomal protein L11 methvitransferase
Cell wall bioswnthesis  [GraRs SACOL2146 | mtF mtiR mtiA mtiD mtiF 128 0,03 041 243 08 055 1.3 PTS svstem. mannitol-secific I1BC components
Cell wall biosvnthesis  [Graks SACOL2147 | mtlF mUUR mtiA mtiD miiR 026 013 018 120 109 105 113 B4IG family transcriptional antiterminator
Cell wall biosvnthesis  [Graks SACOL2148 | mtlF mUR mtiA mtiD mtiA 013 006 039 092 104 086 0.76 | PTS svstem. mannitol-specifc I1A component
Cell wall biosvnthesis  [Graks SACOL2149 | mtlF mUUR mtiA mtiD mti 023 013 038 085 109 098 0.77 | mannitol-1-phosphate 5-dehvdrogenase
Cell wall biosvnthesis  [Graks SACOL2707 | mtsA mtsB mtsC SACOL2710 mtsC 059 061 047 150 153 o7 0.72 cobalt (Co2 ) AB famil transporter.
Cell wall bioswnthesis  [GraRs coL2; ACOL2710 mtsB 079 0.66 035 173 158 o7 0.78  cobalt ABC transoorter ATPase
Cell wall bioswnthesis  [GraRs SACOL2709 | mtsA mtsB mtsC SACOL2710 tsA 068 068 -0.42 160 160 068 o, orotein
Cell wall bioswnthesis  [GraRs 0L2710 | mtsA mtsB mtsC SACOL2710 sacoL2710 orn 0.40 0.2 164 132 055 0.75 | hvoothetical protein
Cell wall biosvnthesi GraRs SACOL1163 | murl rdg8 SACOL1163 sacoL1163 255 091 054 585 188 0.48 1.45 | hvoothetical protein
Cell wall bioswnthesis  [GraRs SACOL1162 | murl rdgB SACOL1164 rdes 226 047 o7 a7 139 0.48 1.
Cell wall bioswnthesis  [GraRs SACOL1161 | murl rdgB SACOL1165. murl 171 0.07 082 328 105 057 1.77 | elutamate racemase
Cell wall biosvnthesis  [Graks SACOL0946 | nhaC SACOL0947 nhac 107 024 005 048 085 184 1.04 | NhaC familv sodium:oroton (Na :H ) antiporter
Cell wall biosvnthesis  [Graks SACOL0947 | nhaC SACOL0947 5ACOL0947 068 0.8 013 062 072 126 1
Cell wall biosvnthesis  [Graks SACOLO0SS. notA 136 021 045 039 086 159 0.73  possible Pnas family phosphate:sodium (Na+) symporter
Cell wall bioswnthesis  [GraRs SACOLO781 | opuBA 0puBB oouBA 226 105 016 a7 207 0.49 1 rter. ATP-binding
Cell wall bioswnthesis  [GraRs SACOL0783 | 0puBA 0puBB oouss 260 123 0.09 6.04 235 0.42 1 v
Cell wall bioswnthesis  |GraRs SACOL2450 | 0DUCD 0BUCC 0DUCB OBUCA opucD. 230 154 063 491 291 038 transporte




log2-fold change (M-value) Fold changes
Genesymbol| WTMHQ/ | AmhaR MHQ/ | AmhgR MHQ/ | AmhaR co/ | WTMHQ/ | AmhqR MHQ/ | AmhaR MHQ/ | AmhaR cof
FunCat Reguion . Wrco AmhgR co | WTMHQ Wrco Wrco AmhgR co | WTMHQ WIco | ction
Cell wall biosynthesis [GraRs SACOL2451 | 0puCD 0puCC 0puCB 0puCA opuce 216 159 137 077 46 301 039 'ABC transport
GraRs SACOL2452 | 0pUCD 0pUCC 0DUCB OPUCA opuce 217 132 145 058 450 250 037 067
GraRs SACOL2453 | 0pUCD 0pUCC 0DUCB OPUCA opuca. 178 138 114 071 344 260 045 061
Graks SACOL2242 obuG 112 053 035 024 046 069 127 0,85 | NCS2 family nucleobase:cation symporter-2
GraRs sACOL2128 | pdp bdo. 130 181 0.80 028 246 351 178 1,21 pvrimidine nucleaside phosphorviase
Graks SACOLO125 | phnE1 phn€2 phnC phnD phnEL 042 012 025 041 075 092 084 0.75 | phosphonate ABC transporter, permease
Graks SACOLO126 | phnE1 phn€2 phnC phnD phnE2 063 0,06 015 054 065 096 030 0,69 phosphonate ABC transporter, permease
Graks SACOLO127 | phnE1 phn€2 phnC phnD phnC 079 016 055 0,04 0s8 030 146 0,97 | phosphonate ABC transporter, ATP-binding protein
Graks SACOLO128 | phnE1 phn€2 phnC phnD ohnd 200 046 104 037 025 073 206 077 ABC transporter, 2
GraRs SACOL0S72 | radA pill rada 12 012 212 055 330 109 023 0,68 | DNA repair protein RadA
GraRs SACOL0S73 | radA pill pill 086 017 195 093 182 089 026 0,52 Integral membrane protein (PIN domain superfaily)
Graks sACOL2518 |relP relp 085 034 017 133 055 127 089 0,40 hypothetical protein
Graks SACOL0077 | SACOLC ACOL 072 030 045 002 061 081 137 101 | hypothetical membrane protein
Graks SACOLOZ59 |SACOL0259 SACOL0259 101 127 0,09 016 050 041 094 112 hypothetical protein
Graks SACOLO283 |SACOL0283 SACOL0283 206 084 055 063 024 0s6 146 0,65 | hvpothetical membrane protein
Graks SACOLO300 |SACOL0300 SACOL0300 177 151 020 0,06 029 035 115 0,96 | hvpothetical membrane protein
GraRs SACOL0466 | SACOLO466 SACOL0467 \coL0at 352 091 230 0.20 148 188 0.20 1,15 | hvpothetical membrane protein
GraRs SACOL0467 |SACOLO466 SACOLO467 sACOL0467 335 07 240 012 1022 167 019 1,09 hpothetical protein
i GraRs SACOL0S08 | SACOLOS08 5ACOL0508 101 034 059 0,08 202 127 066 1,06 | hvpothetical protein
Cell wall biosynthesis | GraRs. SACOLOSI1 |SACOLOS11SACOLOS12 SACOLOS1L 0s3 082 047 018 144 177 139 113 | hypothetical protein
Cell wall biosynthesis  [GraRs SACOL0S12 |SACOLOS11SACOLOS12 \coLos12 098 07 047 021 197 167 o 0,86 | hvpothetical membrane protein
Cell wall biosnthesis | GraRs. SACOLOG0 | SACOL0606 az01 SACOLOS06 0,08 149 138 015 095 281 260 0,90 | hydrolase
Cell wall biosynthesis | GraRs. SACOLOGO7 | SACOL060 az01 1 00 149 107 021 152 281 210 116 hypothetical protein
Cell wall biosynthesis | GraRs. SACOLO849 | SACOL0849 SACOL0850 SACOL0849 191 053 019 149 027 069 088 0.36 | hvpothetical protein
Cell wall biosynthesis | GraRs. SACOLOS50 | SACOL0849 SACOL0850 SACOL08S0 190 041 032 167 027 075 080 031 hvpothetical protein
Cell wall biosnthesis | GraRs. SACOLOSS1 |SACOL08S1 sACOLOgS1 251 061 036 242 018 086 068 0,19 hpothetical lipoprotein
Cell wall biosynthesis  [GraRs SACOL1005 |SACOL1004 pepF peoF 137 176 0,01 037 258 339 099 0,77 | M03 family oligopeptidase F
Cell wall biosynthesis | GraRs. SACOL1225 |sACOL122S sAcoL1225 106 050 019 126 048 141 114 0.42 | hypothetical lipoprotein
Cell wall biosynthesis | GraRs. SACOLI333 |SACOL1333 sAcoL1333 139 050 042 037 038 on 134 0.77 | hvpothetical protein
GraRs SACOL1456 | SACOL1AS6 crr sAcoL1456 197 0.8 103 044 392 139 0.49 1,36 | hvpothetical protein
GraRs SACOL1457 |SACOL1AS6 crr e 188 047 098 042 369 139 051 134
Cell wall biosynthesis  [GraRs sACOL1902 sAcoL1902 113 029 085 0,02 220 122 055 0,99 hvpothetical protein
Cell wall biosynthesis | GraRs. SACOLI903 |SACOL1902 SACOL1903 SACOL1903 063 013 081 009 084 091 153 1,06 hypothetical protein
Cell wall biosynthesis  [GraRs sACOL2127 |sACOL2127 sacot2127 099 127 062 033 198 241 154 1,26 | hvpothetical membrane protein
Cell wall biosynthesi GraRs SACOL2196 |SACOL2196 sAcoL219 126 025 131 016 240 084 0.40 1,12  possible HAD superfamily hvdrolase
Cell wall biosynthesis  [GraRs SACOL2252 |SACOL2252 femX sacoL2252 081 011 078 012 175 093 058 1 is i tinort
Cell wall biosynthesis | GraRs. SACOL2253 |SACOL2252 femX femx 02 025 053 003 120 084 069 0,98  peptidoglycan pentaglycine interpeptide biosynthesis protein Fmh8
Cell wall biosvnthesi GraRs SACOL2343 |SACOL2343 SACOL2344 sacoL2343 151 0.8 123 020 284 139 043 087 i
Cell wall biosynthesis  [GraRs SACOL2344 |SACOL2343 SACOL2344 \coL2344 132 033 109 010 249 126 047 093
Cell wall biosynthesis | GraRs. SACOL2430 |SACOL2430 msbA3 SACOL2430 059 091 0,10 035 151 188 093 078
Cell wall biosynthesis | GraRs. SACOL2431 |SACOL2430 msbA3 sbA3 118 023 0s4 068 044 117 145 082
Cell wall GraRs SACOL2477 |SACOL2477 fmrO dapF sacoL2477 362 211 11 037 1233 432 046 1,29 hpothetical protein
Cell wall biosynthesis  [GraRs SACOL2478 |SACOL2477 fmrO dapF fmro 464 188 188 068 2497 368 027 1,60 | rRNA methytransferase FmrO
Cell wall GraRs SACOL2479 |SACOL2477 fmr dapF dapF 408 216 168 005 1690 447 031 1,04 hpothetical protein
Cell wall GraRs SACOL2522 |sAcOL2522 sacot2s22 1 054 280 146 327 145 014 0,36 alkaline phosphatase
Cell wallbio: Graks SACOL2S82 |SACOL2582 sacoL2582 123 012 162 028 043 109 307 121 possible acetvltransferase
Cell wall biosynthesis | GraRs. sacoL23ss [sarz sarz 075 091 017 031 059 0s3 113 1,24 MarR/SarA family transcriptional regulator
Cell wall biosynthesis | GraRs. SACOLO208 |SCIN 2 SCIN 2 105 104 014 0,09 048 049 091 0,94 hypothetical protein
Cell wall biosynthesis  [GraRs SACOL0B16 |secA sech 098 037 -0.80 019 198 129 057 0,88 sec i SecA
Cell wall biosynthesis | GraRs. SACOLO270 | ssaA ssaA 235 065 095 232 020 084 0s2 0,20 secretory antigen precursor SsaA
GraRs SACOL1891 |traP trap 285 163 150 031 7.19 310 035 X
GraRs SACOL2550 |trxA 6 SACOL2551 A 6 37 048 240 on 13,40 139 019 1
GraRs SACOL2551 |trxA 6 SACOL2551 sAcoL2s51 422 0,07 283 132 2147 095 014 2
GraRs SACOL2280 | ureABCEFGD ureA 197 029 216 036 393 122 022 07
GraRs SACOL2281 | ureABCEFGD ures 13 022 212 052 333 116 023 070
GraRs SACOL2282 | ureABCEFGD urec 185 0.8 187 049 359 139 027 o
GraRs SACOL2283 | ureABCEFGD urek 170 036 181 044 325 128 029 07
GraRs SACOL2284 | ureABCEFGD ureF 172 039 175 042 330 131 030 075
GraRs SACOL2285 | ureABCEFGD ureG 181 038 159 016 352 130 033 o
GraRs COL2286 | ureABCEFGD ureD 163 0,02 184 021 3,09 099 028 X
GraRs SACOL0019 | walRKHI walk 075 024 069 018 168 118 062 X
GraRs SACOL0020 | walRKHI walk 084 020 073 010 179 115 0,60 o
GraRs walk 101 033 074 0,07 201 126 0,60 X
GraRs wall 099 034 073 0,09 198 127 0,60 o
GraRs xpaC 202 062 159 020 406 158 033 X
GraRs tela 198 058 145 011 383 149 037 0,93 toxic anion resistance protein TelA
GraRs vhip 178 108 126 057 334 206 042 0,67 |2inc-binding alcohol dehvdrogenase
GraRs vitw 231 135 110 015 495 255 047 0,90 hvpothetical protein
GraRs vibM 109 016 158 033 213 0.90 033 0,80 hvpothetical protein
GraRs hbo 076 035 165 055 170 07 032 0,68 globin family protein
GraRs ywaN 099 020 107 010 199 087 0.8 1,07 | putative flavodoxin
GraRs 2wt 158 034 1,80 0,06 2,90 079 029 1,04  glucose-6-phosphate
=) SACOL1400 | dinB2 ding2 250 151 122 019 564 285 043 0,88 Imp8/MucB/Sams family DNA-damage repair protein
Lexa SACOLO789 | aueF SACOLO790 auef 118 036 093 010 044 078 191 107 7-cvano-7-deazaguanine reductase
Lexa SACOLO790 | queF SACOLO790 SACOLO790 131 046 102 017 040 073 203 113 integral membrane domain-containing protein
Lexa SACOLI304 | rech recA 140 091 066 016 265 188 083 0,90 recombinase A
Lexa SACOLO823  |uvrB uvrA wrs 097 006 094 0,04 196 104 0s2 0,97 |excinuclease ABC subunit 8
Lexa SACOLO824 | uvrB uvrA A 173 051 106 015 332 142 048 111 lease ABC subunit A
Energy metabolism CerR SACOLO337 | RabR gap pgk toiA pam eno Rank 074 010 047 111 167 107 139 216 DeoR family transcriptional regulator
Energy metabolism CerR SACOL0838 | RapR gap pgk toiA pgm eno sap 110 011 044 166 215 093 136 3
Energy metabolism CerR SACOL0839 | RapR gap pgk toiA pgm eno bk 144 004 017 157 271 103 113 297 phospholycerate kinase
Energy metabolism CerR SACOLO340 | zapR gap pgk toiA pgm eno toiA 141 003 006 144 265 038 104 271 triose-phosphate isomerase
Energy metabolism CerR SACOLO841 | gapR gap pgk toiA pgm eno oam 141 0,04 005 147 266 097 104 277 | bisphosphoglvcerate mutase
Energy metabolism e SACOL0842 | gapR gap pgk toiA pgm eno eno 124 005 011 107 237 104 093 hydratase
Energy metabolism PDH SACOLLI02 | pdha pdhB pdhC pdhD. bdhA 04 0,08 043 008 136 035 074 1,06 pyruvate dehvdrogenase (acetvi-transferring) aloha subunit
Energy metabolism PDH SACOLL103 | pdha pdhB pdhC pdhD pdhB. 0s3 0,04 053 003 144 097 069 1,02 pyruvate dehvdrogenase (acetyi-transferring) beta subunit
Energy metabolism PDH SACOLL104 | pdha pdhB pdhC pdhD pdhC 050 000 050 009 152 100 on 1,06 divdrolipoylivsine-residue acetyltransferase
Energy metabolism PDH SACOLL105 | pdha pdh8 pdhC pdhd. pdhD 07 019 038 017 167 114 077 1
Fatty acid biosynthesis | FapR SACOLO987 | fabHF fabH 131 073 133 077 248 166 040 0,59 [3-0x0acy-facvi-carrier-protein] svnthase
Fatty acid biosynthesis | FapR SACOL0988 | fabHF fab 140 065 141 087 265 157 038 0,63 |3-0x0acyHfacyi-carrier-protein] svnthase:
Fatty acid biosynthesis | FapR SACOL1016 | fabl fabl 092 008 080 004 190 106 0s7 1,03 enoyl-facyl-carrier-protein] reductase (NADH)
Fatty acid biosynthesis | FapR SACOL1242 | fapR pls fabDG fank 008 025 090 036 106 084 0s4 0,68 hvpothetical protein
Fatty acid biosynthesis | FapR SACOL1243 | fapR pls fabDG plsx 037 0,06 084 041 130 096 0s6 0,75 fatty acid/phospholipid synthesis protein
Fatty acid biosynthesis | FapR SACOL1244 | fapR plsX fabDG fabd 050 006 086 032 151 104 055 0,80 facyl-carrier-protein] S-malonyltransferase
Fatty acid biosvnthesis | FapR SACOL1245 | fapR pls fabDG fabe 072 020 077 025 165 115 059 084 |3-0x0acylfacyl-carrier-proteinl reductase
LW thiols B5H SACOLLIS0 | bshC bshC 248 097 153 0,03 558 196 035 0,98 bacillithiol biosynthes's cysteine-adding enzyme BshC
LW thiols B5H SACOL1495 | dinG birA papS bshA dinG 117 0s3 077 014 225 144 059 0,91 | DNA-directed DNA polvmerase Il epsilon subunit
LMW thiols B5H SACOL1496 | dinG birA paps bshA birA 068 0,10 080 003 161 093 0s7 X
LW thiols B5H SACOL1497 | dinG birA papS bshA paps. o7 033 081 027 170 080 0s7 121 polynucleotide adenvlltransferase
LMW thiols B5H SACOL1498 | dinG birA papS bshA bsha 069 035 082 020 161 078 0s7 115 | glvcosyltransferase
LW thiols B5H SACOLOG14 |SACOLOB13 bsh fole2 bshg. 178 037 127 013 342 129 041 1,09 bacilthiol biosynthesis deacetylase Bshs2
LMW thiols B5H SACOLISS7 [SACOL1S57 brd sACOL1SS7 196 073 109 013 390 166 047 1,09 | hypothetical protein
B5H SACOLISSS  [SACOL1S57 b brig 193 083 124 005 382 155 042 1,04 bacilledoxin 8ox8
BSH SACOL1S20 _|ypdA vpdA 200 091 108 000 400 188 047 1,00 | putative bacilthiol VpdA family
cvmR SACOL2278 | caiA caiA 2.26 042 179 0,02 478 134 0.29 1,01 acvi-CoA dehydrogenase
cvmR SACOL2638 | cvsl-cvsG vsG 107 142 0.49 014 209 268 140 1,10 possible sirohydrochlorin ferrochelatase
cvmR SACOL2639 | cvsl-cusG cvs 068 122 055 0,00 160 233 146 1,00 sulfite reductase (NADPH) alpha subunit
cvmR SACOL0SS7 | cvsk cusk 232 128 092 010 498 243 053 1,07 | cysteine synthase
cvmR SACOL2126  [Iuxs luxs 032 0,10 063 022 124 093 065 0,86 |s-ribosylhomocysteine Iyase
cvmR SACOL0184 | opoF 2 opoF 2 166 128 005 038 316 243 104 1,30 olizopepti
cvmR SACOL2034 |SACOL2033 vedE vede 180 124 086 029 3.48 236 055 0,82  hvpothetical membrane protein
cvmR SACOL0157 |sroF sroF a8 128 366 012 2867 243 0,08
cvmR SACOL2410  [tcvABC teve 265 042 212 0,08 627 134 023 ATP-binding protein
cvmR SACOL2411 [tcvABC v 240 025 2,00 013 529 119 025 ABC transporter, membrane protein
cvmR SACOL2412 [tcvABC oA 22 0.40 77 003 466 132 029 ABC transporter, binding protei
cymR SACOL04SA | teyP. oy 2,01 057 078 063 403 188 058 ily di
Nucleotide biosvnthesis | NrdR SACOL2634 | nrdDG nrdG 106 188 062 018 208 368 152 0,88 [anaerobic ribonucleotide reductase small subunit
Nucleotide biosvnthesis | NrdR SACOL2635 | nrdDG nrdd 136 085 031 080 257 180 124 174 bi large subunit
Nucleotide biosynthesis |PurR SACOLO018 | purh purA 122 129 015 021 043 041 111 116 adenylosuccinate synthase
Nucleotide biosynthesis |PurR SACOL1969 | purs pur8 158 115 0s6 012 033 045 147 1,09 | adenylosuccinate lyase
Nucleotide biosynthesis ~|PurR SACOLL073 | purEKCSQLFMNHD pure 124 102 004 014 042 049 103 0,91 5-{carboxyaminolimidazole ribonucleotide mutase
Nucleotide biosynthesis |PurR SACOLL074 | pUrEKCSQLFMNHD purk 124 086 002 0.40 042 055 099 0.76 |-{carboxyamino)imidazole ribonucleotide synthase
Nucleotide biosynthesis |PurR SACOLL075 | purEKCSQLFMNHD purc 095 100 022 017 0s2 050 086 ¥
Nucleotide biosynthesis ~|PurR SACOLL076 | purEKCSQLFMNHD purs 104 103 025 025 049 049 084 0,84 phosphoribosylformylglycinamidine synthase
Nucleotide biosynthesis |PurR SACOLL077 | purEKCSQLFMNHD purQ 075 108 051 011 059 047 070 |
Nucleotide biosynthesis |PurR SACOLL078 | purEKCSQLFMNHD purl 082 103 057 016 065 049 087 i
Nucleotide biosynthesis |PurR SACOLL079 | purEKCSQLFMNHD purf 059 090 042 0,10 086 054 075 0,93 |amidophosphoribosyltransferase
Nucleotide biosynthesis |PurR SACOLI080 | purEKCSQLFMNHD purM 058 081 030 0,07 087 0s7 081 0,95 | phosphoribosylformylglvcinamidine cyclo-ligase
Nucleotide biosynthesis |PurR SACOLI082 | purEKCSQLFMNHD purk 058 082 014 011 087 0s7 091 1
Nucleotide biosynthesis ~|PurR SACOL1083 EKCSQLEMNHD. purd 057 072 008 022 067 061 106 1 ligase
Nucleotide biosvnthesis [ PyrR SACOLI211 | uraA pvrB pviC carA carB pvrF pyrE SACOL121S urah 1e1 033 051 113 266 080 070 219 NCS family uracil:cation svmporter
Nucleotide biosvnthesis | PyrR SACOL1212 | uraA pvrB pviC carA carB pyrF pyrE SACOL1218 ovis 172 003 069 099 330 038 082 199 aspartate carbamoyltransferase
Nucleotide biosvnthesis | PyrR SACOLI213 | uraA pvrB pviC carA carB pyrF pyrE SACOL121S pvrc 206 021 089 092 418 116 0s4 189 dihvdroorotase
Nucleotide biosvnthesis | PyrR SACOL1214 | uraA pvrB pviC carA carB pyrF pyrE SACOL1218 carh 234 0s7 090 084 506 148 0s4 13 synthase il suby
Nucleotide biosvnthesis | PyrR SACOLI215 | uraA pvrB pviC carA carB pyrF pyrE SACOL121S carg 251 133 079 038 570 251 0s8 1 synthase . large subunit
Nucleotide biosvnthesis | PyrR SACOLI216 | uraA pvrB pviC carA carB pyrF pyrE SACOL1218 ovrF. 268 175 077 012 639 336 059 1,09 orotidine-5'-phosphate decarboxviase
Nucleotide biosvnthesis | PyrR SACOL1217 | uraA pvrB pviC carA carB pyrF pyrE SACOL1218 ovrE 275 189 088 0,04 673 371 054 0,97 |orotate phosphoribosyltransferase
Nucleotide biosynthesis _| pyrt sacoL1218 C carh carB pyrF pyrE SACOL1218 sAcoL1218 191 108 086 0,06 376 211 055
ctsR SACOL0979 | cloB. cloB. 2.29 073 284 0,04 4,90 0,60 014 1,03 (514 family endopeptidase Cip
ctsk SACOL0833 | cloP cloP 408 130 281 -0.06 1696 246 014 0,96 514 family endopeptidase CipP
ctsk SACOL0S67 | ctsR mesA mesB cloC. ctsk 4,00 054 364 028 1600 145 0,08 0,82  CtsR family transcriptional regulator
ctsk SACOL0S68 | ctsR mesA mesB cloC mesA 405 047 363 012 16,60 139 0,08 0,92 | hvpothetical protein
ctsk SACOL0S69 | ctsR mesA mesB cloC mesB. 430 054 372 0,04 1966 145 0,08 0,97 | ATP:guanido phosphotransferase
ctsk SACOL0S70 i clpc 481 089 366 021 2125 185 0,08 i i
HrcA SACOL2016 | RroEL-4roES RrofL 252 0.25 292 071 573 119 013 0,61 chaperone GroEL
HrcA SACOL2017 | RroEL-groES groEs 242 026 275 064 534 120 015 0,64 chaperone Gros
HrcA SACOL1636 | hrcA-grpE-dnali inal 238 019 243 029 521 114 019 0,82  chaperone Dr
HrcA SACOL1637 | hrcA-grpE-dnali dnak 275 0.20 274 026 673 115 015 0,84  chaperone Dnak
HrcA SACOL1638 | hrcA-grpE-dnall sroE 249 025 259 041 563 119 017 0,75 | chaperone GroE
HrcA SACOL1639 | hreA-grpE-dnal rcA 253 017 256 027 579 113 017 pr A
CstR SACOL00G3 | cstAB sar ED 514 199 2.9 0.16 35,26 397 013 1,12 thodanese domain-containing protein
stk SACOL00BA | cstAB sar cstB 493 185 257 053 3042 361 017 1,44 | hvdroxvacviglutathione hydrolase
stk SACOLO06L | cstR tauE taue 213 128 089 0,03 437 243 054 0,98  hvpothetical membrane protein
Redox regulons cstr SACOLO0G2 _|cstR tauk stk 229 12 133 022 4% 2,39 040 operon
Redox regulons. Carh SACOL2137 | carAB. EQ 253 253 068 064 579 578 160 1,56 transcriptional regulator CarA.
Redox regulons. carA SACOL2138 | caraB B 297 309 017 010 783 851 113 1,07 COF family cation diffusion faciitator Car8




log2-fold change (M-value) Fold changes
Genesymbol| WTMHQ/ | AmhaR MHQ/ | AmhgR MHQ/ | AmhaR co/ | WTMHQ/ | AmhqR MHQ/ | AmhaR MHQ/ | AmhaR cof
FunCat Reguion__ | tocus apercn Wrco AmhgR co | WTMHQ Wrco Wrco AmhgR co | WTMHQ Wreo oo ion
Redox regulons SACOL1385 | citB. Eg 183 0.27 0,08 356 121 036 1,06 [ aconitate hydratase
Redox regulons SACOL0414 | efe0BU efe0 522 244 019 3721 543 018 114
Redox regulons SACOL041S | efe0BU efen 513 241 036 3510 531 0.20 1,28  iron (Fe2+)-dependent Dyp family peroxidase
Redox regulons SACOL0416 | efe0BU efeu 456 262 012 2365 615 024 0,92 OFeT family oxidase-des tiron (Fe2+) transporter
Redox regulons sAcOL074 | fbiB fbig 101 043 070 202 135 111 1,62  possible nitroreductase
Redox regulons SACOL0704 | huABG fhua 099 0,08 065 199 106 084 1,57 |iron (Fe3+) ABC transporter, ATP-binding protein
Redox regulons SACOLO705 | fhuABG fhuB. 129 043 030 244 135 105 187
Redox regulons SACOL0706 | fhuABG fhuG 156 064 107 295 156 113 210
Redox regulons SACOL2277 | huD2 fhub2 07 056 081 167 147 157 1,75 iron (Fe+3) ABC transporter, iron-binding protein
Redox regulons SACOL1952 | ftnA ftn 12 352 041 329 147 258 0.75  ferritin
Redox regulons SACOL2165 | htsABC htsC 146 102 095 276 203 141 1,93 | heme ABC transporter, permease HtsC
Redox regulons SACOL2166 | htsABC htsB 115 089 086 22 185 151 1,82 | heme ABC transporter, permease Htst
Redox regulons. SACOL2167 | htsABC htsA 000 010 o7 100 107 180 1,67 | heme ABC transporter, heme-binding protein HtsA
Redox regulons SACOL1781 |isdH isdH 167 076 028 317 169 044 0,82 cell wall surface anchored protein
Redox regulons SACOL0100 | sbnABCDEFGHI sbna. 221 189 0,06 a62 37 086 1,04 possible pyridoxal-phosphate dependent enzyme
Redox regulons SACOLO101 | sbnABCDEFGHI sbnd 273 190 038 663 a3 087 1,30 possible ornithine cyclodeaminase
Redox regulons SACOL0102 | sbnABCDEFGHI sbnc 264 239 028 624 524 108 1,21 luch/lucC family siderophore biosynthesis protein
Redox regulons SACOL0103 | sbnABCDEFGHI sbD. 263 246 029 619 550 116 1,22 MFS family maior faciltator transporter
Redox regulons SACOL0104 | sbnABCDEFGHI shre 256 212 061 591 435 118 1,53 IucA/lucC family siderophore biosynthesis protein
Redox regulons SACOL0105 | sbnABCDEFGHI sbof 225 238 010 a7 521 121 1,07 IucA/lucC family siderophore biosynthesis prot
Redox regulons SACOL0106 | sbnABCDEFGHI sbnG. 238 218 057 520 as3 139 1,48 | Hock/Hpal family aldolase
Redox regulons SACOL0107 | sbnABCDEFGHI bk 232 202 066 498 406 138 1,58  diaminopimelate decarboxviase
Redox regulons SACOL0108 | sbnABCDEFGHI sol 189 19 036 370 389 139 1,28 hvpothetical protein
Redox regulons SACOL0796 [sstABCD. ssta 117 011 07 225 093 0r 1,72  siderophore-Fellll) ABC transporter permease
Redox regulons SACOL0797  [sstABCD. ssto 099 021 075 198 086 078 1,68 siderophore-Fellil) ABC transporter permease
Redox regulons SACOLO798 [sstABCD. sstc 114 011 105 220 093 095 2,07 si ABC transport indi
Redox regulons SACOL0799  [sstABCD. sst0 108 037 093 206 077 07 1,91 siderophore-Fellil) ABC transporter,lipoprotein
Redox regulons SACOL0417 |tatAC tatc 303 243 054 816 539 046 0,69 | Tat family twin arginine targeting transporter TatC
Redox regulons SACOLO41S | tatAC tata 288 1,9 0,40 7,37 389 041 0,76 | Tat family twin argini Tath
Redox regulons. SACOLOG40 | hvoR merA. merA 277 029 021 681 122 022 1,16 pvridine nucleotide-disulfide reductase
SACOLOG41 | hypR merA hypR 267 050 011 635 141 022 0,93 | Ref2-family repressor of the hypR-merA operon
Redox regulons SACOL2529 | mhaR mhaD mhaE. mhaD 6,07 059 9.32 67.27 0,66 543 639,15 phospholipase/carboxviesterase
Redox regulons SACOL2530 | mhaR mhaD mhaE mhaE 582 065 9,80 56,55 064 7.67 891,44 dioxvenease
Redox regulons SACOL2531 | mhaR mhaD mhaE mhaR 513 037 7,69 3498 o077 363 i regulator
SACOLO219 | SACOLO219 hmp SACOL0219 283 071 015 537 164 027
SACOL0220 | SACOL0219 hmp hmp 222 053 037 467 144 024 077
Redox regulons SACOL04S1 | ahoCF ‘ahoF 410 416 078 17,09 17,88 059 0,58 peroxiredoxin subunit F
Redox regulons SACOL0452 | ahoCF ahoC a2 417 075 1910 1800 054 0,59 | peroxiredoxin subur
Redox regulons SACOL1920 | bep SACOL1920 sAcOL1920 264 101 016 625 201 029 0,90 D-3-phosphoglycerate dehvdrogenase
Redox regulons SACOL1921 | bep SACOL1920 bep 27 103 013 6.66 208 028 0,91 possible peroxiredoxin
Redox regulons sacoL2131 | dy dos as2 384 207 2289 1832 297 4,20 Dps family stress protein
Redox regulons SACOL1368 lata 239 198 090 525 394 0.40 0,54 catalase
Redox regulons SACOL0914  [sufcDSUB sufc 064 085 026 156 180 139 1,20 Fes assembly ATPase SufC
Redox regulons SACOL091S [sufcDSUB sufd 075 093 047 169 191 159 1,39 Fes assembly protein SufD.
Redox regulons SACOL0916  [sufcDSUB sufs 088 102 053 188 203 162 1,44 | ufS subfamily cysteine desulfurase
Redox regulons SACOL0917  [sufcDSUB sufu 0.9 113 052 195 219 164 1,43 | NifU family SUF sstem Fes assembly protein
Redox regulons SACOL0918  |sufcDSUB sufs 120 129 044 230 245 144 1,36 | Fes assembly protein SufB
Redox regulons SACOL1762 [tox tox 401 215 014 1616 a8 0.2 0,91 possible peroxiredoxin
Redox regulons SACOL0829 | trxB. o8 359 170 012 12,04 325 026
Redox regulons SACOL0408 | catE SACOLO409 azoR1 cate 619 212 059 72.80 435 0,09 1,51 possible lactoviglutathione Ivase
Redox regulons SACOL0409 | catE SACOLO409 azoR1 5ACOL0409 658 233 087 95,92 503 010 1,83  possible alkanal monooxvgenase (FMN-linked)
Redox regulons SACOL0410 | catE SACOLO409 azoR1 az0R1 692 291 07 2102 7.52 011 1,72 possible FMN reductase
Redox regulons SACOL2533 | cate2 cate2 812 482 138 21907 2141 019 2,60 possible dioxvgenase
Redox regulons sacoL2534 |frp fro 5.46 246 07 44,01 550 022 1,67 | FMN reductase
Redox regulons 5AC0L2020 | yodC yod¢ 468 347 052 2555 11,08 062 1,43 | possi
Redox regulons. SACOLO744 | grah cvdC. rah 050 026 028 175 120 085 21| ABC superfamily ATP binding cassette transporter, ABC protein
Redox regulons. SACOLO745 | grah cvdC cvdc 147 041 047 277 133 068 1,39 | ABC superfamily ATP binding cassette transporter, ABC protein
Redox regulons. SACOLO204 | fiB pflA oflB. 0s6 047 084 147 139 151 1,56 formate acetyltransferase
Redox regulons. SACOLO205 | fiB pflA ofiA 291 128 207 751 243 149 4,20 pvruvate formate-lvase-activating enzvme
SACOL2491 | 5ACOL2491 SAcoL2491 093 001 014 053 101 213 1
Redox regulons SACOL2588 | SACOL2588 SACOL2589 SACOL2588 9,07 3.90 018 535,92 1293 0,08 1,13 hvpothetical protein
Redox regulons SACOL2589 sacoL2ss9 899 3,94 022 509,65 1535 005 protein
Redox regulons. SACOL0948. mamC 292 118 011 759 227 030 1,08 hypothetical protein
SACOL2598 |SACOL2600 feoB 3 cobW 3 cobW 3 030 0s6 042 187 147 0s8 0,75 | cobalamin (vitamin 812) biosynthesis protein
Redox regulons. SACOL2599 |SACOL2600feoB 3 cobW 3 feoB 3 130 078 043 246 172 050 0,74 FeoB family ferrous iron (Fe2+) uptake protein
Redox regulons. SACOL2600 |SACOL2600 feoB 3 cobW 3 SACOL2600 116 0s3 060 224 144 040 0,66 | hvoothetical protein
Redox regulons. SACOLO491  |veiC veic 202 0s3 035 404 144 028 0,78 cobalamin (vitamin 812) biosynthesis protein
Redox regulons. SACOL2403 [2inT E 219 126 031 as7 239 042 0,81 ABC transporter, binding protein
Redox regulons. SACOLI6IL  |2nuCB zur 2ur 032 033 0.40 125 126 075 0.76 | 2n-uptake transcriptional regulator
SACOLI612  |2nuCB zur nus 073 049 010 165 140 091 1,07 zinc ABC transporter, permease
SACOL1613 | 2nuCB zur nuc o0gs 043 018 184 135 0g4 1,13 | sinc ABC 1
Stress and Starvation SACOLOB3S |- SACOL0835 084 045 015 180 073 038 0,90 hvpothetical protein
Stress and Starvation SACOL2593 | acrR SACOL2594 - SACOL2597 acrR 3,60 245 0,06 212 546 050 1,04 TetR family transcriptional regulator
SACOL2594 | acrR SACOL2594 - SACOL2597 sAcoL2594 3,07 210 012 8.42 429 047 0,92 | dehvdrogenase
SACOL2596 | acrR SACOL2594 - SACOL2597 sACOL259 183 108 027 355 211 049 0,83 hvpothetical protein
Stress and Starvation SACOL2597 | acrR SACOL2594 - SACOL2597 sAcOL2597 175 111 018 336 216 057 0,88 | hvdrolase
Stress and Starvation SACOLG60 | adh1 adh1 148 101 023 036 050 174 117 | alcohol dehvdrogenase
Stress and Starvation SACOLO136 | capSABCDEFGHUKLMNOP capsA 080 043 049 0s7 135 166 0,71 capsular polysaccharide biosynthesis protein CapsA
Stress and Starvation SACOLO137 | capSABCDEFGHUKLMNOP capsB. 052 038 045 070 130 135 0,73 capsular polysaccharide biosynthesis protein Cap58
Stress and Starvation SACOLO138 | capSABCDEFGHUKLMNOP capsC 036 045 065 068 137 126 0,64  capsular polysaccharide biosynthesis protein CapsC
Stress and Starvation SACOLO140 | capSABCDEFGHUKLMNOP capsE 162 026 056 033 120 241 0,68  capsular polysaccharide biosynthesis protein Cap5E
Stress and Starvation SACOLO141 | capSABCDEFGHUKLMNOP capsF 152 028 072 035 121 197 0,61 capsular polysaccharide biosynthesis protein CapsF
Stress and Starvation SACOLO143 | capSABCDEFGHUKLMNOP capsH 165 042 086 032 134 220 055  capsular polysaccharide biosynthesis protein CapsH
Stress and Starvation SACOLO144 | capSABCDEFGHUKLMNOP capsi 151 002 082 035 101 184 0,65  capsular polysaccharide biosynthesis protein Caps1
Stress and Starvation SACOLO14S | capSABCDEFGHUKLMNOP caps) 109 0,04 049 047 097 146 0,71 capsular polysaccharide biosynthesis protein Caps)
Stress and Starvation SACOLO146 | capSABCDEFGHUKLMNOP capsk 097 003 024 0s1 102 168 0,85  capsular polysaccharide synthesis protein Capsk
Stress and Starvation SACOLO147 | capSABCDEFGHUKLMNOP capst 089 003 029 054 038 147 0,82  capsular polysaccharide biosynthesis protein CapsL
Stress and Starvation SACOLO148 | capSABCDEFGHUKLMNOP capsM 065 003 015 084 102 144 0,90 | capsular polysaccharide biosynthesis protein CapsM
Stress and Starvation SACOLO14 | capSABCDEFGHUKLMNOP capsN 077 011 018 0s8 093 139 0,88 capsular polysaccharide biosynthesis protein CapSN
Stress and Starvation SACOLOIS0 | capSABCDEFGHUKLMNOP caps0 068 007 030 082 105 137 0,81 capsular polysaccharide biosynthesis protein Caps0
Stress and Starvation SACOLOIS1 | capSABCDEFGHUKLMNOP capsp 042 005 041 075 104 102 0,75 | capsular polysaccharide biosynthesis protein CapsP
Stress and starvation SACOL2563 | clol cloL 065 022 0,00 157 116 07 1,00 514 family endopeptidase Clp
Stress and Starvation SACOLS76 | crtNMQIO. crtn 133 007 019 040 105 301 114 squalene synthase
Stress and Starvation SACOL2S77 | crtNMQIO crtm 116 020 013 045 115 279 109 squalene desaturase
Stress and Starvation SACOL2S78 | crtNMQIO crta 074 027 006 00 121 207 104 glvcosyltransferase
Stress and Starvation SACOL2S79 | crtNMQIO. crtl 052 007 014 070 105 165 110 | phytoene dehydrogenase
Stress and Starvation SACOL2580 | crtNMQIO. o 118 049 015 044 on 146 0,90 hypothetical membrane protein
Stress and Starvation SACOLO764 [csbB csbB 094 0.10 078 192 107 099 1,72 possible gvcosvitransferase
SACOL098S an 116 091 011 223 192 080 0,93  extracellular adherence protein Eap.
Stress and starvation SACOL187L | epiGEFPDCBA 084 016 101 179 112 132 2 ibiotic epidermin immunity protein F
Stress and Starvation SACOLIS72 |epiGEFPDCBA 050 0,10 087 151 093 121 1,83 epidermin ABC transporter, membrane protein
Stress and Starvation SACOLIS73  |epiGEFPDCBA 050 082 082 on 065 146 1,54 epidermin ABC transporter, ATP-binding protein
Stress and Starvation SACOLIS74 |epiGEFPDCBA 088 096 0s4 0s4 0s1 144 1,45 584 family lantibiotic epidermin serine protease
Stress and Starvation SACOLIS7S |epiGEFPDCBA 032 019 019 125 114 113 1,14 lantibiotic epidermin biosynthesis protein EpiD
Stress and Starvation SACOLIS76  |epiGEFPDCBA 034 041 039 127 133 152 131 lantibiotic epidermin biosvnthesis protein £piC
Stress and Starvation SACOLIS77 |epiGEFPDCBA 026 086 027 083 158 151 0,83 lantibiotic epidermin biosynthesis protein Epi8
Stress and Starvation SACOLIS78  |epiGEFPDCBA 109 060 048 047 086 092 0,72 lantibiotic epidermin EpiA
Stress and Starvation SACOL0962 173 135 017 030 039 112 0,89 givcerophosphoryl diester phosphodiesterase
Stress and Starvation SACOL2669 | tfAB secA2 asp3 asp2 aspl 007 042 003 105 134 130 102 hypothetical protein
Stress and Starvation SACOL2670 | tfAB secA2 asp3 asp2 aspl 037 061 015 129 153 132 1,11 glveosy transferase, group 1 family protein
Stress and Starvation SACOL2671 | tfAB secA2 asp3 asp2 aspl 047 082 027 139 154 135 1,21 Sec family Type | general secretory pathway protein SecA2
SACOL2672 | tfAB secA2 asp3 asp2 asp1 130 102 015 246 203 075 0,90 accessory secretory protein Asp3.
SACOL2673 | tfAB secA2 asp3 asp2 asp1 133 116 024 252 223 075 085
SACOL2674 | tfAB secA2 asp3 asp2 asp1 110 116 041 214 223 078 075
SACOL0S97 | hchA 5.07 286 017 3350 7.26 021 089
SACOL2011 |ktrB. 103 068 088 205 160 041
Stress and Starvation SACOL2197 | map-w 103 078 101 049 0s8 257 201 truncated MHC class If analog protein
Stress and Starvation SACOL0G36 | mvaK1 mvaD mvak2 073 058 016 050 087 125 112 | mevalonate kinase
Stress and Starvation SACOL0G37 | mvaK1 mvaD mvak2 068 060 032 083 086 132 125 diphosphomevalonate decarboxviase
Stress and Starvation SACOL0G38 | mvaK1 mvaD mvak2 043 052 038 07 070 123 130 | phosphomevalonate kinase
SACOL0616 | nagB hxlAL 19 112 030 390 217 0.5 0,81 lucosamine-6-phosphate deaminase
SACOL0617 | nagB hxIAB 209 120 021 427 230 047 0,86 | possible 3-hexulose-6-phosphate synthase
SACOL0618 | nagB hxIAB 213 114 019 439 220 045 0,88 lucose-6-phosphate isomerase
SACOL2721 | ni 202 195 -0.06 405 386 091 0,96 | NiCoT family nickel (Ni2+}-cobalt (Co2+) transporter
SACOL0086 | norC hipO 066 058 012 158 149 108 1,09 possible MFS family maior faciltator transporter
Stress and Starvation SACOL2389 | nreA nre8 nreC narl nar) narH narG 127 079 012 041 0s8 128 0,92 transcriptional regulatory protein
Stress and Starvation SACOL2390 | nreA nre8 nreC narl nar) narH narG 109 079 010 047 0s8 133 1,07 sensory box histidine kinase
Stress and Starvation SACOL2391 | nreA nre8 nreC narl nar) narH narG 156 103 008 034 049 155 1,06 hypothetical protein
Stress and Starvation SACOL2392 | nreA nre8 nreC narl nar) narH narG 171 135 003 031 039 126 0,98 respiratory nitrate reductase subunit gamma
Stress and Starvation SACOL2393 | nreA nre8 nreC narl nar) narH narG 162 207 017 033 024 082 0,89 respiratory nitrate reductase subunit delta
Stress and Starvation SACOL2394 | nreA nre8 nreC narl nar) narH narG 243 235 0,06 019 020 o7 0,96 | respiratory nitrate reductase subunit beta
Stress and Starvation SACOL2395 | nreA nre8 nreC narl nar) narH narG 438 288 054 005 014 07 0,69 respiratory nitrate reductase subunit alpha
Stress and Starvation SACOLOS60 | nuc 144 008 033 037 106 203 0,80 thermonuclease precursor
Stress and Starvation SACOL2459 [ pnbA 090 098 078 0s3 0s1 168 172 | carborylesterase
Stress and Starvation SACOLO0770 | aueEDC 081 038 017 0s7 197 303 0,89 | organic radical-activating protein
Stress and Starvation SACOLO771 | aueEDC 072 101 008 061 201 346 1,06 | possible 6-pvruvoyltetrahvdropterin synthase
Stress and Starvation SACOLO772 | aueEDC 087 115 005 055 222 384 0,97 |Ex58 family post-transcriptional regulator
Stress and Starvation SACOL1289 | rbfA tru ribC 064 050 021 155 141 106 1,16  ribosome-binding factor A
Stress and Starvation SACOL1290 | rbfA tru ribC 094 054 0,03 192 145 075 0,98 pseudouridviate synthase
Stress and Starvation SACOL1291 | rbfA truB ribC 166 041 013 315 133 047 109 nal riboflavin kinase/FAD svnthase RibC
Stress and Starvation SACOLO08S | SACOL00BS SACOL008S 058 005 024 087 097 174 1,18 peptidase, M20/M25/M40 family
Stress and Starvation SACOL00BY | SACOL 083 0.80 086 178 178 185 1,82 myosin-cross-reactive antigen
Stress and Starvation SACOLOIS6 |SACOLO1S6 129 081 042 041 0s7 191 134 hypothetical protein
Stress and Starvation SACOL0399  [SACOLO: 097 028 0.49 195 082 0,60 1,40 possible dehydrogenase
Stress and Starvation SACOLO455 | SACOL04SS SACOLO56 SACOLOAS7 009 042 014 106 134 114 0,91 hvpothetical protein
Stress and starvation SACOL04S6 | SACOLOASS SACOL04S6 VilT 128 059 011 243 151 057 0,93 hvpothetical protein
Stress and starvation SACOL04S7 |SACOLOASS SACOL0AS6 VilT Vil 099 032 027 198 125 077 1,21 putative heat induced stress protei
Stress and Starvation SACOL0G30 |SACOL0630 SACOL0630 138 032 002 038 080 206 0,99 APC family amino acid-polyamine-organocation transporter
Stress and Starvation SACOLOG71 |SACOLO671 SACOLOSTL 076 107 028 059 048 100 121 hydrolase
Stress and Starvation SACOLO736 | SACOLO736 SACOLO737 SACOLO738 SACOLO736 069 0,08 011 082 095 138 0,93 | possible GNAT family acetvltransferase
Stress and Starvation SACOLO737 | SACOLO736 SACOLO737 SACOLO738 sACOL0737 106 078 022 048 0s8 104 0,86 | possible lipoprotein
Stress and Starvation SACOLO738 | SACOLO736 SACOLO737 SACOLO738 SACOL0738 041 015 067 075 030 076 0,63 | hvpothetical protein
SACOL0830 \coL 170 019 02 325 114 041 1
SACOL0B31 sAcoL0g31 149 018 026 281 113 0.49 1.
SACOL0832 hia 167 033 031 318 126 050 1.
Stress and Starvation SACOL0834 SACOL0834 083 042 023 0s6 o5 157 117 | hypothetical protein




log2-fold change (M-value) Fold changes
Genesymbol| WTMHQ/ | AmhaR MHQ/ | AmhgR MHQ/ | AmhaR co/ | WTMHQ/ | AmhqR MHQ/ | AmhaR MHQ/ | AmhaR cof
FunCat Reguion . ron Wrco AmhgRco | WTMHQ ey Wrco AmhgRco | WTMHQ Wrco
Stress and Starvation [ sig8 SACOL0921 | SACOL0921 fabK SACOL0921 168 117 034 013 319 225 079 109
Stress and Starvation SACOL0922 | SACOLO921 fabk fabk 191 151 057 018 375 285 067 088
SACOL1046 11046 sACOL1046 134 023 09 013 254 117 051 109
SACOL1788 |SACOL1788 SACOL1789 sAcoL1788 127 087 022 018 242 183 086 113
Stress and starvation SACOL1789 |SACOL1788 SACOL1789 sAcoL1789 099 078 028 0,07 199 172 082 0,95  possible general stress protein
Stress and Starvation SACOL1S02 |SACOL1802 rsuA SACOL1804 sACOL1802 038 031 022 014 077 081 116 110 | hypothetical protein
Stress and Starvation SACOL1S03 |SACOL1802 rsuA SACOL1804 rsuA 036 0.40 030 014 068 o7 123 1,10 ribosomal small subunit pseudouridine synthase A
Stress and Starvation SACOL1S04 |SACOL1802 rsuA SACOL1804 SACOL1804 073 047 040 013 050 on 132 1,09 polysaccharide biosvnthesis protein
Stress and Starvation SACOL1911 |SACOL1911SACOL1912 sacot1o11 097 037 048 011 19 129 on 1,08 hvpothetical protein
Stress and Starvation ACOL1912  [SACOLIONL SACOLI912 sacoL1912 055 031 047 023 147 124 072 085  plucosamine-6-phosphate isomerase
Stress and starvation SACOL2012 |sACOL2012 sacoL2012 111 025 072 012 215 119 061 1,09| GNAT family acetvitransferase
Stress and Starvation SACOL2076 | SACOL2076 SACOL2077 csoR SACOL2076 146 108 083 043 036 047 178 1,35 hypothetical protein
Stress and Starvation SACOL2077 |SACOL2076 SACOL2077 csoR coL2077 o7 068 073 086 061 082 166 1,58 hypothetical protein
Stress and Starvation SACOL2078 |SACOL2076 SACOL2077 csoR csoR 086 054 092 0s6 055 069 189 1,47 Copper-sensing transcriptional repressor RicR
sacoL2114 |sAcOL2114 1A 236 180 041 014 515 3.48 075 1,10 aldehyde dehvdrogenase
SACOL2132 |sACOL2132 sacoL2132 220 098 1,08 012 461 197 047 1,09 hpothetical protein
SACOL2168 | SACOL2168 SACOL2169 SACOL2170 sAcoL2168 250 156 027 066 565 295 083 1,58 hvpothetical protein
SACOL2169 |SACOL2168 SACOL2169 SACOL2170 \coL2169 175 101 020 053 337 201 087 1,44 | possible luc family aerobactin synthesis protein
SACOL2170 | SACOL2168 SACOL2169 SACOL2170 sAcoL2170 224 114 0,60 047 an 220 066 1,39 | MFS family maior faciltator transporter
SACOL2519 |sACOL2519 sacoL2519 188 150 106 067 368 283 0.8 0,63 hvpothetical protein
SACOL2621 |SACOL2621 sacoL2621 192 061 202 068 02 086 406 1,60 | hypothetical membrane protein
SACOL2631 |SACOL2631 sACOL2631 222 107 097 018 021 048 196 0,88 possible metallo-beta-lactamase
SACOL2717 |sACOL2717 sacoL2717 120 075 on 025 043 059 164 119 hypothetical protein
SACOL0672  [sarA. sarA 133 023 114 0,05 251 117 0.5 0,97 | staphviococcal accessory regulator A
sAcoLO sars sars 158 107 0,07 053 033 048 095 0,69 |staphylococcal accessory regulator S
SACOL2054 | sigB rsbW rsbV 1sbU sigB. 059 012 075 005 087 109 168 1,04 | DNA-directed RNA polymerase sigma subunit FliA
SACOL2055 | sigB rsbW rsbV 1sbU rsbW. 069 009 082 017 082 106 154 0,89 |anti-sigma 8 factor
ACOL20S6 [ sigB rsbW rsbV rsbU sV 071 005 085 018 081 097 180 1,13 anti-sigma 8 factor antagonist
SACOL20S7 | sigB rsbW rsbV 1sbU rsbU 058 0,08 0s3 002 087 095 144 1,01 sigma factor 8 regulator
SACOLOLIS | sod M 143 114 059 028 269 220 066 0,82 | superoxide dismutase
ACOL2303  [suhB. suhB. 111 150 29 084 046 035 122 1,56 inositol monophosphatase family protein
SACOL2711 |veel veel 664 450 047 166 10006 2263 on 3,16 | hvpothetical protein
SACOL2136 | vibE VibE 079 020 092 031 0s8 087 189 124 putative NAD dependent epimerase
SACOL2300 | vrhD fdhA viho 083 030 073 019 065 123 166 0,88 hvpothetical protein
SACOL2301 _|yrh fdha fdha 025 057 004 028 119 148 103 082
SACOLLO4E | SACOL1048 SACOL1048 245 021 250 022 548 116 018
SACOLL7S8 | ald2 ald2. 158 147 050 037 033 036 1e1 129 alanine dehvdrogenase
SACOLOIS |aldA alda 356 032 299 018 1.79 125 013 113 aldehvde dehydrogenase
SACOL0S99 | capD capD 169 109 054 0,07 031 047 145 X or
SACOLL786 |ccpA ccoA 282 050 194 024 705 152 02 118 catabolite control protein A
ACOL0707 [ dhakim dhak 110 010 050 047 214 107 on 1 it Dhak
SACOLO708 | dhakim dhal 132 025 042 061 250 119 075 1,53| DAK2 domain-containing protein Dhal
SACOLO709 | dhakim dhaM 128 020 039 082 283 115 o7 15 Dhalt
ACOL0213 [ fadDEX fadD 065 141 022 034 084 038 08 127 | acyl-CoA dehydrogenase
SACOLO214 | fadDEX fade 092 116 044 012 0s3 045 o7 0,92 long-chain-fatty-acid--CoA lizase
SACOLO215 | fadDEX fadx 220 174 052 091 022 030 070 053 | propionate CoA-transferase
SACOL2316 [ivC AvC 087 044 051 027 159 136 070 0,83 |PTS system, 1BC components
SACOL0173  |ipdC ipdc 164 089 078 003 313 185 0s8 X
SACOL0960 | rocD luD rocD 115 043 126 030 222 07 042 1,23 ornithine--oxo-acid transaminase
SACOLO961 | rocD luD ud 021 095 085 029 116 0s2 055 122 glutamate dehydrogenase
SACOLO176 |SACOLOL76 murQ murP SACOLO179 SACOL0176 190 137 015 039 027 039 111 0.76 | hvoothetical protein
SACOLO177 |SACOLOL76 murQ murP SACOLO179 murq 135 153 011 025 039 035 108 119 | N-acetylmuramic acid-6-phosphate etherase
SACOLO178 |SACOLOL76 murQ murP SACOLO179 139 149 077 o7 038 036 171 173 | N-acetylmuramic acid phosphotransfer permease
SACOLO179 |SACOLOL76 murQ murP SACOLO179 SACOL0179 090 103 081 085 054 049 175 1,80 RoiR family phosphosugar-binding transcritional regulator
SACOL0308 | SACOL0308 psuG nupC SACOL0308 059 006 045 004 151 104 073 1,03 carbohydrate kinase
SACOL0309 | SACOL0308 psuG nupC suG 032 026 085 022 125 084 055 0,86 | hvoothetical protein
SACOL310 | SACOL0308 psuG nupC nupC 137 010 087 030 259 107 055 123 | nucleoside permease
SACOLLISS |sdhC sdhA sdhs sdhC 065 038 084 035 084 077 156 127 succinate dehvdrogenase, cytochrome bS58 subunit
SACOLLISY |sdhC sdhA sdhs sdha 090 058 0ss 0s1 0s4 087 182 1,42 succinate dehvdrogenase flavoprotein subunit
SACOL1160 _|sdhC sdhA sdhs sdhg. 102 072 105 o7 049 061 207 1 subunit
Translation |SACOL0S90 | rplL3 rpsL rosG fush tuf roll3 087 013 021 053 055 091 116 0,69 possible RNA-binding ribosomal protein
Translation |SACOL0S91 [ rplL3 rpst rosG fus tuf rost 089 019 050 0,09 0s4 088 152 0,94 ribosomal protein 512
Translation |SACOL0S92 [ rplL3 rpst rosG fusA tuf 105G 086 018 072 003 055 088 165 102 ribosomal protein 57
Translation | SAC0L0594 | rolL3 rpsL rpsG fus tuf tof 027 003 035 011 083 038 127 1 factor EF1A
Scri SACOL2376 | scra scrh 154 109 136 089 034 047 257 1,85 PTS family sucrose o
Teak SACOL2668 | sasF sask. 064 056 049 057 156 147 140 1.48] LPXTG family cell wall orotein
Trap SACOLO sdrC 250 120 015 108 018 04 111 0,47 [ser-Asp rich fibrinogen/bone sialoprotein-binding protein SdrC
Trap SACOL2023 | agrBDCA a8 153 058 027 115 035 087 083 0.45 | accessory gene regulator protein B
Trap SACOL2024 | agrBDCA a0 124 023 005 101 042 085 097 0,50 | accessory gene regulator protein D
Trap SACOL2025 | agrBDCA aarc 047 007 017 070 072 105 089 0,62 |accessory gene regulator protein C
Trap AC0L2026 [ agrBDCA aarh 0,08 022 013 042 094 116 091 0,75 | accessory gene regulator protein A
Trap sACOL2652 | clf8 cifs 171 018 150 0,02 031 088 283 0,99 | clumping factor B
Trap sacoLoie2  fdh fdh 141 083 022 0s3 266 155 0ss 1,44 formate dehydrogenase
Trap SACOLO317 geh seh 190 053 017 148 027 069 089 0.36 triacylglycerol lipase
Trap SACOL2340 |glts sits 083 030 081 126 0s6 081 0s7 0,42 €SS family glutamate:sodium (Na+) svmporter
Trap sACOL2194 | hsA hysa 090 081 018 026 054 0s7 088 0,84 | hvaluronate Ivase
Trap SACOL2688  |icaR icaR 124 025 186 086 236 119 028 055 ica operon transcriptional regulator R
Trap SACOL0486 | Ipl2 SACOLO487 SACOL0438 SACOL0489 Iol2 073 082 048 057 050 065 072 0,67 staphvlococcal tandem lipoprotein
Trap SACOL0487 | Ipl2 SACOLO487 SACOL0488 SACOL0489 SACOLO487 030 053 052 028 081 069 070 0,82 | hpothetical protein
Trap SACOL0488 | Ipl2 SACOLO487 SACOL0488 SACOL0489 o 023 031 038 029 085 081 077 0,82 | hoothetical protein
Trap SACOL0489 | Ipl2 SACOLO487 SACOL0488 SACOL0489 SACOLO489 026 018 043 049 084 088 07 0,71 hvpothetical protein
Trap SACOL2399 [ nirR nirk 494 240 0s8 067 003 019 149 0,63 transcritional regulator NirR
Trap ACOL0078 [ plc bl 090 033 o7 042 0s4 126 167 0.75 | phosphatidylinositol diacvlglvcerok-vase
Trap SACOLO253 | rbsKOU bk 104 045 083 002 049 073 155 101 ribokinase
Trap SACOLOZ54 | rbsKOU tbsD 124 047 055 020 042 072 146 0,87 ribose ABC transporter, membrane protein
Trap SACOLO25S5 | rbsKOU bsu 150 082 045 043 035 065 137 0,74 DMT superfarmily drug/metabolite transporter
Trap SACOLO462 |SACOL0462 SACOLO462 226 112 081 043 480 217 086 1,35 hypothetical protein
Trap SACOLOG78 |SACOL0678 mnhABCDEFG SACOLO678 280 289 0,09 012 699 741 094 092 possible bacteriophage integrase
Trap ACOL0679 [ SACOLO678 mnhABCDEFG nhA 148 168 013 0,06 280 320 109 0,96 | CPA3 family monovalent cation (K+ or Nat):proton (H# antiorter-3, MahA subunit
Trap SACOLOG80 | SACOL0678 mnhABCDEFG mahg 0s7 140 o7 002 149 264 173 0,99 CPA3 family monovalent cation (K+ or Nat):roton (H+ antiorter-3, MahB subunit
Trap SACOLOG81 |SACOL0678 mnhABCDEFG mahc 005 111 085 017 104 216 180 0,89 CPA3 family monovalent cation (K+ or Nat):proton (H+ antiorter-3, MAhC subunit
Trap SACOLOGE2 |SACOL0678 mnhABCDEFG mahD 046 113 068 001 138 219 160 101| CPA3 family monovalent cation (K+ or Na+):proton (H+) antiporter-3, MhD subunit
Trap SACOL0G84 | SACOL0678 mnhABCDEFG mohe 061 100 048 008 152 200 139 06| CPA3 family monovalent cation (K+ or Na+):proton (H+) antiporter-3, MnhE subunit
Trap SACOLOGES | SACOL0678 mnhABCDEFG mohF 050 106 0s1 005 152 208 102 1,04 CPA3 family monovalent cation (K+ or Na+):proton (H+) antiporter-3, MnhF subunit
Trap SACOL0G86 | SACOL0678 mnhABCDEFG nhG 083 113 082 014 154 219 154 110| CPA3 family monovalent cation (K+ or Na+):proton (H+) antiporter-3, MnhG subunit
Trap SACOLL763 | SACOL1763 thil nifZ sacoL1763 039 044 025 028 o7 07 119 121 hypothetical protein
Trap SACOLL764 | SACOL1763 thil nifZ thit 087 067 033 032 083 083 126 1,25 thiamine biosynthesis protein
Trap SACOLL765 | SACOL1763 thil nifZ nifz 078 070 036 02 0s8 082 128 120 | cysteine desulfurase
Trap SACOL0G0S  [sdrD. sdrd 168 067 079 171 031 083 0s8 0.31Ser-Asp rich fibrinogen/bone sialoprotein-binding protein SdrD
Trap sACoLO spa 187 126 042 058 027 042 075 0,67 |immunoglobulin G binding protein A
Trap SACOLO478 | ssl11 SACOLOAT9 ssl11 081 010 0s6 011 086 107 147 0,93 | superantigen-iike pr
Trap. SACOL0479 | ssi11 SACOL04T9 SACOL04T9 066 055 030 019 158 146 081
TreR SACOLOS16 | trePCR. trep 134 0,15 117 001 040 030 225 0,99 TS family trehalose (tre) porter component I1BC
TreR SACOL0S17_|trePCR. treC 072 0,08 094 029 061 095 192 1 h
AgrA SACOL32S | bsaA bsan 133 042 155 016 251 075 034 112 elutathione peroxidase
AgrA SACOL1295 | ftsK SACOL1296 SACOL1297 SACOL1298 phbB sk 068 02 014 027 160 120 091 121 | FtsK/SpolllE family protein
AgrA SACOL1296 | ftsK SACOL1296 SACOL1297 SACOL1298 phbB sACOL1296 094 048 006 049 192 139 104 1,40| GntR family transcriptional regulator
AgrA SACOL1297 | ftsK SACOL1296 SACOL1297 SACOL1298 phbB sacoL1297 0,02 041 065 020 099 133 157 115 hypothetical protein
AgrA SACOL1298 | ftsK SACOL1296 SACOL1297 SACOL1298 phbB sACOL1298 022 041 0s3 032 117 133 144 125| M16 family peptidase
AgrA SACOL1299 | ftsK SACOL1296 SACOL1297 SACOL1298 phbB hbB. 045 0s2 043 033 137 143 135 1,26 putative 3-oxoacyl-acyl carrier protein reductase
AgrA SACOL1207 |gloA2 sloA2 160 0s2 114 0,08 303 143 045 2
AgrA SACOL166S | reA udk SACOL1667 SACOL1668 SACOL1669 sren 065 054 007 017 157 145 105 1,13 transcription elongation factor GreA
AgrA SACOL1666 | rreA udk SACOL1667 SACOL1668 SACOL1669 udk 050 039 008 019 141 131 106 114 uridine kinase
AgrA SACOL1G67 | rreA udk SACOL1667 SACOL1668 SACOL1669 sACOL1667 040 031 020 028 132 124 115 121| U32 family peptidase
AgrA SACOL1668 | rreA udk SACOL1667 SACOL1668 SACOL1669 SACOL1668 024 032 e 035 118 125 136 127|U32 family peptidase
AgrA SACOL1669 | reA udk SACOL1667 SACOL1668 SACOL1669 SACOL1669 018 0s1 049 013 113 192 140 109| O-methvitransferase
Asrh SACOL0949 | mnhG mnhF mnhE mnhD mnhC mnh8 mnhA mahG 108 047 045 014 211 139 073 1,10 | monovalent cation/H+ antiporter subunit G
Asra SACOL0950 | mnhG mnhF mnhE mnhD mnhC mnh8 mnhA mohF 114 037 053 022 220 129 069 1,16 | monovalent cation/H+ antiporter subunit
Asrh SACOLO951 | mnhG mnhF mnhE mnhD mnhC mnh8 mnhA mohe 108 032 057 017 211 125 087 1,13 | monovalent cation/H+ antiporter subunit £
Asrh SACOL0952 | mnhG mnhF mnhE mnhD mnhC mnh8 mnhA mahD 107 027 082 016 210 121 065 112 | monovalent cation/H+ antiporter subunit D
Asrh SACOL0953 | mnhG mnhF mnhE mnhD mnhC mnh8 mnhA mahc 089 011 047 030 185 108 072 1,23 | monovalent cation/H+ antiporter subunit C
Asrh SACOL0954 | mnhG mnhF mnhE mnhD mnhC mAh8 mnhA mahg 087 015 048 022 183 111 072 1,16 | monovalent cation/H+ antiporter subunit 8
Asrh SACOL0955 | mnhG mnhF mnhE mnhD mnhC mnh8 mnhA mahA 082 003 065 001 153 038 084 0,99 | monovalent cation/H+ antiporter subunit A
AgrA SACOL094 | mpsBA mosh 132 082 184 023 249 0s7 028 1,17 | NADH dehydrogenase subunit 5
AgrA SACOL0495 | mpsBA moss 256 072 243 on 588 061 019 1,64 hypothetical protein
AgrA SACOL1419 | peoF peof 141 117 082 037 265 225 065 0.77 | Oligoendopeptidase F
AgrA SACOL2569 [ rocA rocA 137 030 117 047 259 081 044 139 1-pyrroline-5-carboxviate dehydrogenase
AgrA SACOL0SA5 | oY pth mfd SACOL0S48 mazG SACOLOSS0 diviC roly 134 026 092 016 039 084 189 0,90 50 ribosomal protein L25/general stress protein rolY
AgrA SACOL0S46 | oY pth mfd SACOL0S48 mazG SACOLOSS0 diviC oth 036 050 0,07 020 129 141 095 0,87 | peptidy-tRNA hydrolase
AgrA SACOL0S47 | oY pth mfd SACOL0S48 mazG SACOLOS50 diviC mfd 07 0s6 020 002 167 147 087 0,99 transcription-repair coupling factor
AgrA SACOL0S48 | oY pth mfd SACOL0S48 mazG SACOLOS50 diviC SACOL0548 082 083 043 025 176 155 07 0,84 polvsaccharide biosynthesis protein
AgrA SACOL0S49 | oY pth mfd SACOL0S48 mazG SACOLOSS0 diviC 9 099 073 048 022 198 166 072 0,86 | nucleoside triphosphate pyrophosphohydrolase
AgrA SACOLSS0 | oY pth mfd SACOL0548 mazG SACOL0S50 diviC SACOLOS50 081 0s2 046 016 176 143 073 0,90 54 domain-containing protein
AgrA SACOLOSS1 | oY pth mfd SACOL0S48 mazG SACOLOS50 diviC ivic 085 0s7 042 014 181 148 075 0,91 cell-division protein divIC
AgrA SACOLO196 |SACOLOL96 mviM iolE SACOL0196 328 106 108 101 o715 208 047 21| Gfo/idh/MocA family oxidoreductase
AgrA SACOLO197 |SACOLOL96 mviM iolE mui 286 133 088 0s8 725 251 0s4 1,49 | NADH-dependent dehydrogenase
AgrA SACOLO198 |SACOLOL96 mviM iolE iole 277 132 068 068 684 250 082 1,60 sugar phosphate isomerase/epimerase
AgrA SACOLOS95 |SACOL0S9S SACOLOS95 199 041 152 004 397 133 035 1,03 | M20/M25/M40 family peptidase
AgrA SACOLO779 |SACOLO779 rec1 sACOL0779 148 087 041 020 280 183 075 1,15 | ABC transporter ATP-binding protein
AgrA SACOLO780 |SACOLO779 rec1 recal 141 087 0,10 042 265 183 093 1,34 | ATP-dependent DNA helicase RecQ1
Asrh SACOLIS00  |SACOL1500 - SACOLIS03 aroA aro8 aroC SACOL1500 179 0s4 120 004 345 185 044 1
AgrA SACOLISO1 |SACOL1500 - SACOLIS03 aroA aro8 aroC sACOL1S0L 070 0s7 019 0,07 163 148 088 0,95 | hvpothetical protein
AgrA SACOLIS02 |SACOL1500 - SACOLIS03 aroA aros aroC sACOL1502 073 0s8 0,04 009 165 149 097 1,06 | hypothetical protein
AgrA SACOLIS03  |SACOL1500 - SACOLIS03 aroA aros aroC SACOL1503 0s1 027 0,07 016 143 121 095 112 hypothetical protein
AgrA SACOLIS04 |SACOL1500 - SACOL1S03 aroA aros aroC aron 013 017 025 021 110 113 119 116 3-phosphoshikimate 1-carboxvvinyltransferase
AgrA SACOLIS0S  |SACOL1500 - SACOLIS03 aroA aros aroC aro8 028 021 0s2 002 082 116 143 101|3-dehydroquinate synt!
AgrA SACOLIS06 |SACOL1500 - SACOLISO3 aroA aros aroC aroC 057 0,07 044 0,07 087 095 136 0,95  chorismate synthase
AgrA SACOLIS31 |SACOL1S31 sAcoL1S31 068 042 031 004 082 075 124 1,03 hypothetical protein
AgrA SACOL2330 |SACOL2330 sACOL2330 200 044 180 021 a1 136 029 0,86 | hvoothetical protein
AgrA SACOL2368 |SACOL2368ru0 SACOL2368 270 077 183 005 649 171 028 104 acetyltransferase
AgrA SACOL2369 |SACOL2368 ru0 222 039 189 0,09 465 131 027 0,94  pvridine nucleotide-disulfide oxidoreductase
AgrA SACOL2471 |SACOL2471 cntf cntD cnzC cntB cntA sacoL2471 144 083 057 004 271 178 087 103 transporter
AgrA SACOL2472 |SACOL2471 cntf cntD cnzC cntB cntA cntf 210 126 079 006 430 239 0s8 1,04 peptide ABC transporter ATP-binding protein
AgrA SACOL2473 |SACOL2471 cntf cntD cnzC cntB cntA ntd 221 153 090 020 4863 289 054 0,87 | peptide ABC transporter ATP-binding protein
AgrA SACOL2474 |SACOL2471 cntf cntD cnzC cntB cntA cnac 243 107 112 020 540 210 046 1,15 | peptide ABC transporter permease
AgrA SACOL2475 |SACOL2471 cntf cntD cnzC cntB cntA cnts 322 156 168 001 935 295 031 0,99 | peptide ABC transporter permease
AgrA SACOL2476 | SACOL2471 cntf cntD cnzC cntB cntA cnta 302 152 154 001 812 287 034 0,99 | peptide ABC transporter peptide-binding protein
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Virulence AgrA SACOL2584 | sdaA sdaAB pfoR sdaAA 084 061 047 034 179 066 072 192 ioh:

Virulence AgrA SACOL2545 | sdaA sdaA8 pfoR sdans 070 081 031 095 162 086 081 193] L-serine dehydratase, iron-sulfur-dependent subunit beta

Virulence AgrA SACOL2546 | sdaA sdanB pfoR pfoR 086 072 033 038 158 0s1 080 197 | hypothetical protein

Virulence AgrA SACOL1864 | splIF splE sID soIC 5ol splA solf 247 095 0,07 085 555 193 095 180 serine protease SplF

Virulence AgrA SACOL186S | splF splE soID soIC 5ol splA sple. 187 121 043 007 367 231 o7 1,05 serine protease SplE.

Virulence AgrA SACOL1866 | splF splE soID soIC 5ol splA solD 285 023 045 104 548 117 073 206 serine protease SplD

Virulence AgrA SACOL1867 | splIF splE 5D soIC 5ol splA splc 175 055 054 041 337 146 069 1,33 serine protease SplC

Virulence AgrA SACOL1868 | splF splE soID soIC 5ol splA 5ol 132 o7 0,04 031 249 169 097 124 serine protease SplB

Virulence AgrA SACOL1869 | splF splE soID soIC 5ol splA sola 094 084 034 0,06 192 156 o7 0,96 serine protease SplA

Virulence AgrA L1 sucB such sucs 060 153 034 0s4 086 035 o7 1,45 divdrolipoamide succinyltransferase

Virulence AgrA SACOLLA49  [sucB such such 081 150 045 021 0s7 035 073 1,16 | 2-oxolutarate dehydrogenase E1 component

Virulence AgrA SACOLOG26 |thiD1 D 210 07 143 0,09 430 167 037 0,94 | phosphomethylpyrimidine kinase

Virulence AgrA SACOLI676 |t iscs mamA 209 081 101 02 a2 175 0s0 1,20 | tRNA-specific 2-thiouridylase Mnma

Virulence AgrA SACOLI677 |t iscs iscs 190 o7 101 008 3 173 050 1,06 class V aminotransferase

Virulence AgrA SACOLO003 | vaaA recF gyrB gvrA vaan 131 087 023 019 248 183 085 114 hypothetical protein

Virulence AgrA 010004 | vaaA reck avrB grA reck 095 086 030 002 193 158 081 0,99 | recombination protein

Virulence AgrA SACOLO00S | vaaA recF gyrB gvrA s 069 033 011 024 162 126 093 118| DNA gyrase, 8 subunit

Virulence At oL vaaA reck gyrs gvrA vrh 057 030 018 008 148 123 o0ss 1 bunit

Virulence MarA SACOLLO18 | agcS aqcs 066 001 022 043 063 099 116 0,74 sodium/alanine symporter

Virulence MearA SACOLO115 | cap8H cos2H SACOLO117 capgH 158 016 046 089 033 112 138 054 ivcosyltransferase

Virulence MearA SACOLO116 | cap8H cos2H SACOLO117 os2H 081 007 073 012 0s7 105 166 0,92 | hvoothetical protein

Virulence MearA SACOLO117 | cap8H cos2H SACOLO117 sacoL0117 065 047 013 0,04 084 072 109 0,97 | polvsaccharide biosynthesis protein

Virulence MearA SACOLOgS6 | clfA cifa 190 048 051 087 374 139 070 1,83 fibrinogen-binding protein

Virulence MearA sacoL2s35 | ddh ddh 162 050 080 019 308 152 0s7 114 D-lactate dehydrogenase

Virulence MearA SACOLO8S8 |emp emp 138 016 088 030 038 030 184 081

Virulence MearA SACOL2620 | gabT gabT 115 024 022 066 045 085 116 0,63 |4-aminobutyrate transaminase

Virulence MearA SACOLO113 | galE capsM2 sale 252 109 012 114 017 047 109 0,45 | UDP-glucose 4-epimerase

Virulence MearA SACOLO114 | galE capsM2 capsm2 139 097 079 081 038 0s1 0s8 0,57 | capsular polysaccharide biosynthesis protein

Virulence MearA SACOLI349 g1 aLvL 133 004 128 001 251 103 041 Y d

Virulence MearA SACOL0S26 | holB SACOLOS27 vabA ol 083 068 0,05 009 178 160 097 1,06 | DNA-directed DNA polymerase Il delta’ subunit

Virulence MearA SACOL0S27 | holB SACOLOS27 vabA sACOLOS27 0,08 039 109 0s8 095 131 213 149 hypothetical protein

Virulence MearA SACOL0S28 | holB SACOLOS27 yabA vaba 0,08 0s2 125 082 095 143 238 1,54 | DNA replication intiation control protein YabA

Virulence MearA sacoL1777 | htrAL hteal 100 049 118 066 200 140 044 0,63 |Trypsin-iike serine endoprotease

Virulence MearA SACOL2660  |isaB isaB. 109 049 174 020 213 on 030 0,87 |immunodominant antigen 8

Virulence MearA SACOLO820 [ Ivsh vsM 094 094 0,07 0,07 192 192 095 095 peptidoglvcan hvdmlvsls related protein

Virulence MearA SACOLL0S1 | menf menD menH menB. menf 034 024 0.40 017 127 085 076 1,13 isochorismate synthas

Virulence MearA SACOLL052 | menf menD menH menB. mend 035 0,08 001 041 128 095 099 13| 2enonutoate decsborvise

Virulence MearA SACOLL0S3 | menf menD menH menB. ment 075 021 0,10 043 168 116 093 135|533 family peptidase

Virulence MearA SACOLL054 | menf menD menH menB. meng 134 061 047 024 252 153 072 118 | naphthoate synthase

Virulence MearA SACOL028 | meteFCl mete 087 015 017 095 083 111 089 0s2

Virulence MearA SACOL029 | metFC metf 106 005 009 096 048 104 106 0s1

Virulence MearA SACOLO430 | meteFC metC 170 023 040 091 031 085 132

Virulence MearA SACOLOA31 | meteFC met! 205 115 0s1 031 024 045 182 081

Virulence MearA SACOL2261 | moaA mobA moaD moak mob8 moeA moaA 137 045 106 014 259 137 048 091 tein A

Virulence MearA SACOL2262 | moaA mobA moaD moak mob8 moeA mobA 131 030 103 0,04 248 123 049 0,97 | molybdenum (Mo2+) cofactor biosynthesis protein A

Virulence MearA SACOL2263 | moaA mobA moaD moak mob8 moeA moad 113 021 101 0,10 219 116 050 0,93 | molvbdopterin synthase small subunit

Virulence MearA SACOL2264 | moaA mobA moaD moak mob8 moeA moak 114 017 104 0,08 220 113 049

Virulence MearA SACOL2265 | moaA mobA moaD moak mob8 moeA mobs 082 001 096 015 177 101 051 biosynth tein B

Virulence MearA SACOL2266 | moaA mobA moaD moak mob8 moeA moeA 0s1 0,07 068 0,02 152 095 082 0,99 | molybdopterin biosvnthesis protein MoeA

Virulence MearA SACOLL195 | mra¥ murD diviB. mray 120 024 086 011 043 085 182

Virulence MearA SACOL1196 | mra¥ murD diviB. murd 099 051 0s2 004 050 070 143 1,03| UDP-N-acetyimuramoylalanine--D-glutamate ligase

Virulence MearA SACOLL1S7 | mraY murD diviB. divia 077 051 020 005 059 070 115 0,97 cell d tein FtsQ

Virulence MearA SACOLO754 | norA norA. 091 027 090 025 188 121 054 0,84 | MFS family major faciltator transporter

Virulence MearA SACOL2609 ohnB. 113 001 110 000 218 101 047 1,00 | 3-demethylubiauinone-9 3-methyltransferase:

Virulence MearA SACOL2109 | ptpB SACOL2108 hemK prfA tdk hemk 179 080 116 016 029 0s7 223 112 HemK family methyitransferase

Virulence MearA SACOL2110 | ptpB SACOL2108 hemK prfA tdk orfa 194 087 121 013 02 055 231 1,09 eptide chain release factor RF1

Virulence MerA sacoL2111 s SACOL2108 hemK prfA tdk ok 193 091 112 009 02 0s3 217 1,06 thymidine kinase

Virulence MearA sacoL2119 VG 182 094 117 029 028 0s2 225 122|CTP synthase

Virulence MearA sacowoz |sacoonn? sAcoL0217 124 013 082 02 236 109 0s7 120 | ABC transporter, binding protein

Virulence MearA SACOLS29 | SACOL0529 SACOL0S30 rsmi SACOLOS29 050 023 082 008 o 117 177 1,06 hypothetical protein

Virulence MearA SACOLOS30 | SACOL0529 SACOL0S30 rsmi 010530 060 009 105 035 086 106 207 127 | hypothetical protein

Virulence MearA SACOLOS31 | SACOL0529 SACOLOS30 rsmi ] 082 004 102 036 065 103 203 128 tetrapyrrole methylase

Virulence MearA SACOLOGS4 |SACOLOG64 SACOLOSB4 092 0.40 094 037 0s3 o7 192 129 deoxvribonuclease (pyrimidine dimer]

Virulence MearA \COL0: SACOL0809 oL 163 135 029 001 032 039 122 101 diguanviate cyclase GGDEF domain protein

Virulence MearA SACOLO871 |SACOL0871 SACOLOSTL 102 0,08 001 089 049 095 099 054 | hpothetical protein

Virulence MearA SACOL0991 | SACOL0990 0908 0ppC 0D 0DDF DDA opB 128 035 000 090 041 078 100 054 olizopeptide ABC transporter, membrane protein

Virulence MearA 010992 [ SACOL0990 0B 0pBC 0DDD 0PDF 0pDA opoC 130 036 011 080 041 078 108 0,57 |olizopeptide ABC transporter, membrane protein

Virulence MearA SACOL0993 | SACOL0990 0908 0ppC 0D 0DDF DDA opoD 069 021 0,07 053 082 086 095 Y 8C transporter, ATP- o

Virulence MearA SACOL0994 | SACOL0990 0pp8 0pDC 0D 0DDF DDA opoF 052 017 0,10 044 070 089 093 0,74 olizopeptide ABC transporter, ATP-binding protein

Virulence MearA 010995 [ SACOL0990 0B 0pEC 0DDD 0PDF 0pDA o0 038 0,04 0,02 034 077 097 099 0,79 olizopeptide ABC transporter, binding protein

Virulence MearA SACOL1009 | SACOL1009 relA1 ppnK vibO mgte cpaA SACOL1009 034 082 082 012 127 065 0s7 1,09 | hypothetical protein

Virulence MearA SACOLI010 | SACOL1009 relA1 ppnK vibO mgtE cpaA relal 042 081 099 022 134 0s7 050 16| GTP diphosphokinase

Virulence MearA SACOLIO11 | SACOL1009 relA1 ppnK vibO mgtE cpaA bonk 070 039 078 029 163 o7 0s8 122 inorganic polvohosphate/ATP-NAD kinase

Virulence MearA SACOLI012 | SACOL1009 relA1 ppnK vibO mete cpaA vibo 030 0,04 067 026 187 097 083 1 large

Virulence MearA SACOLI013 | SACOL1009 relA1 ppnK vibO mgte cpaA mete 080 010 081 007 174 107 086 1,05 | MgtE family magnesium (Mg2+)/cobalt (Co2+ transporter-€

Virulence MearA SACOL1014 | SACOL1009 relA1 ppnK vibO metE cpaA aA 068 004 052 011 160 103 070 1,08 | CPA2 family monovalent cation:proton (H+) antiporter-2

Virulence MearA SACOLLIOL [SACOL1101 sacoL1101 202 104 150 052 405 206 035 0,70 hypothetical protein

Virulence MearA SACOLL174 |SACOL1174 SACOLI1TS sacoL1174 114 076 005 0.40 045 059 097 0.76 | hvoothetical protein

Virulence MearA SACOLLI7S |SACOL1174 SACOLI1TS sACOL1175 108 074 017 048 047 00 089 0.72| hvoothetical protein

Virulence MearA SACOLI34S |SACOL134S sacoL1345 172 051 037 080 030 070 129 057 | hvpothetical protein

Virulence MearA SACOL1346 |SACOL1346 SACOL1347 SACOL1348 sacoL1346 162 039 o7 047 033 o7 167 0.72 | hvoothetical protein

Virulence MearA SACOLI347 |SACOL1346 SACOL1347 SACOL1348 sacoL1347 142 043 083 015 037 o7 178 0,90 hypothetical protein

Virulence MearA SACOL1348 |SACOL1346 SACOL1347 SACOL1348 sAcOL1348 132 027 017 079 040 083 113 058 hpothetical protein

Virulence MearA SACOLIS39 |SACOL1S39 sACOL1539 159 041 210 072 301 133 023 051 hvpothetical protein

Virulence MearA SACOL1660  |SACOL1659 lamB accC accB ahs2 durl me 021 013 017 048 115 091 113 139 possible lactam utilization protein

Virulence MearA SACOL1G61  |SACOL1659 lamB accC accB ahs2 durl aceC 014 035 008 027 091 078 106 121 biotin carboxylase

Virulence MearA SACOL1662  |SACOL1659 lamB accC accB ahs2 durl accB 054 0.40 020 004 069 o7 115 1,03 acetyl-CoA carboxylase biotin carboxvl carrier subunit

Virulence MearA SACOL1663  |SACOL1659 lamB accC accB ahs2 durl ahs2 072 048 019 0,06 081 02 114 0,96 | Allophanate hydrolase subunit

Virulence MearA SACOL1664  |SACOL1659 lamB accC accB ahs2 durl urt 094 030 003 060 052 081 102 0,66 allophanate hydrolase subunit 1

Virulence MearA SACOLI678 |SACOL1678 SACOL1678 604 361 264 028 6584 1221 016 0,82 dehydrogenase

Virulence MearA oL1s sacoL1847 sacoL1847 081 133 016 034 0s7 040 030 127 | hypothetical protein

Virulence MearA SACOL2066 | SACOL2065 kdoC kdpB kdpA kdpF kdoC 035 0s8 042 016 128 149 134 112 Ki-transporting ATPase, C subunit

Virulence MearA SACOL2067 | SACOL2065 kdoC kdpB kdpA kdpF [ 011 070 o7 013 108 162 167 1,09 K+-transporting ATPase, B subunit

Virulence MearA SACOL2068 | SACOL2065 kdoC kdpB kdpA kdpF koA 098 0s7 083 068 0s1 148 178 0,62 | Ks-transporting ATPase, A subunit

Virulence MearA SACOL2069 | SACOL2065 kdoC kdpB kdpA kdpF kdoF 072 017 059 003 061 089 151 1,02 K+-transporting ATPase, F subunit

Virulence MearA SACOL2164 |sACOL2164 sacol2164 282 095 125 059 014 0s2 238 0,66 | hvoothetical membrane protein

Virulence MearA SACOL2288 | SACOL2288 sarY SACOL2290 sACOL2288 105 136 001 030 048 039 101 123 hypothetical protein

Virulence MearA SACOL2289 | SACOL2288 sarY SACOL2290 sa 077 045 047 014 0s8 073 139 1,10 staphvlococeal accessory regulator Y

Virulence MearA SACOL2290 | SACOL2288 sarY SACOL2290 $ACOL2290 050 134 on 0,09 192 253 164 0,94 AraC family transcriptional regulator

Virulence MearA SACOL2439 |SACOL2 SACOL2439 331 083 306 0.40 992 155 012 0.76 | hvoothetical protein

Virulence MearA SACOL2458 |SACOL2458 SACOL2458 073 098 030 005 166 197 123 1,04 | amino acid permease

Virulence MearA SACOL2543 |SACOL2543 sacoL2543 081 038 003 0ss 176 077 102 182 hypothetical protein

Virulence MearA SACOL2676 | sash sA 073 016 075 018 166 112 059 0,88 |LPXTG cell wall surface anchor family protein

Virulence MearA SACOLIS06 |sasC sasC 070 034 004 031 082 o7 103 081 cell surface anchored protein

Virulence MearA SACOL2675 |secv2 secr2 121 146 080 092 231 275 0s7 0,53 sec family Type | general secretory pathway protein SecY

Virulence MearA SACOL2S39 [srta srtA 081 044 072 050 175 07 061 141 sortase

Virulence MearA sacoL279 vt vut 200 046 124 02 a1 138 042 1.20| membrane-bound urea transporter

Virulence MgrA oL vwor vwor 082 096 054 035 0s6 051 069 o

Virulence Rot SACOL1984 | aldH aldH 238 105 162 0,30 520 207 033 0,81 aldehyde dehvdrogenase

Virulence Rot SACOL1397 | msrA2 msA2 102 0,04 106 0,02 203 097 048 0,99 | methionine sulfoxide reductase A

Virulence Rot SACOL1308 | porh por8 porA 100 092 0,04 004 200 189 097 103

Virulence Rot SACOL1309 | porh por8 por8 122 108 019 0,05 233 211 088 0,97 | 2-0x0rlutarate ferredoxin oxidoreductase subunit beta

Virulence Rot SACOLO970 | rexd rexa rex 082 033 089 005 154 080 0s4 1,04 | exonuclease Rexd

Virulence Rot SACOLO971 | rexd rexa rex 151 059 087 003 284 151 055 1,02 exonuclease Rexa

Virulence Rot SACOLO240 | tarlits. tarl 0.40 087 041 014 o7 083 05 0,91 2-C-methyl-D-ervthritol 4-phosphate cytidylvltranserase

Virulence Rot SACOLO241 | tarlits. tar) 010 047 044 0,08 093 072 07 0,95 alcohol dehydrogenase, zinc-containing

Virulence Rot SACOLO242 | tarlits. tarl 021 034 052 002 116 o7 070 1,01 teichoic acid biosynthesis protein

Virulence Rot SACOLO243 | tarlits. tars 018 021 035 004 113 0ss 078 1,03 glvcosy transferase, roup 2 family protein

Virulence Rot sACOL1842 |vidD vidD 139 036 101 001 262 128 050 1,01 Putative membrane protein insertion efficiency factor

Virulence Rot SACOLLIST | 22pA cvoA 2a0A 082 092 0.40 011 065 0s3 076 0,93 | putative celldivision protein, ZapA

Virulence Rot SACOLL1S2 | 2apA cvpA cvon 129 054 169 009 245 069 031 106 colicin V production protein

Virulence SaeRS SACOL0209 | coa oa 134 008 123 000 253 106 043 100 staphvlocoagulase

Virulence SaeRs SACOLLISE  |ech ech 127 043 200 039 240 o7 025 .76 fibrinogen bindinglike protein

Virulence SaeRs SACOLLLES  [efb efb 126 003 175 057 240 102 030 0,67 fibrinogen-binding protein

Virulence SaeRs sacoL1173  |hia hla 174 151 076 092 030 035 059 053 alpha-hemolysin

Virulence SaeRs SACOL2004 | lukSF lukF 065 02 035 051 084 120 127 0,70 possible leukocidin subunit

Virulence SaeRs 012006 | luksF luks 156 033 028 080 034 080 121 057 | possible leukocidin subunit

Virulence SaeRs SACOL2002 100 072 155 183 200 165 293 356 cell surface protein MapW2,

Virulence SaeRs SACOLO199 |SACOLO199 SACOL0199 117 089 0s7 028 044 0s4 148 121 hypothetical protein

Virulence SaeRs SACOLO765 | saesRaP ies 113 021 151 021 219 086 035 0,86 | sensor histidine kinase Saes

Virulence SaeRs SACOLO766 | saesRQP saeR 102 025 147 023 203 084 036 0,85 response regulator SaeR

Virulence SaeRs SACOLO767 | saesRaP saeq 099 023 143 024 198 085 037 0,85 hvpothetical membrane protein

Virulence SaeRs SACOL2418  [sbi sbi 147 015 228 111 277 030 021 0,46 | immunoglobulin G-binding protein 81

Virulence SaeRs SACOLLIEY |scc scc 144 001 209 070 272 101 023 0,62 fibrinogen-binding protein precursor-like protein

Virulence SaeRs \coLo: ScN ScN 249 119 168 0.40 560 228 031 o

Virulence Sarh SACOLL7I2 |abrB. abr3 170 135 003 036 324 255 102 1,28 putative ammonia monooxyenase

Virulence sarh SACOLL747 |accAaccD acca 018 005 013 025 113 104 109 1,19 acety}-CoA carboxlase carboxyltransferase subunit alpha

Virulence sarh SACOLL748  |accAaccD accD 000 001 023 021 100 101 117 1,16 acetyl-CoA carboxylase subunit beta

Virulence sarh SACOL1A37 |cspA cson 073 048 032 007 050 072 125 1,05 CSD family cold shock protein

Virulence sarh sACOL183s | dkeB dkes 156 016 167 028 295 112 031 0,82 aldoketo reductase

Virulence sarh SACOL1320 | glpK 2loD SACOL1322 miah hfa slok 046 105 010 086 073 048 107 158 glvcerol ki

Virulence sarh SACOL1321 | glpK 2loD SACOL1322 miah hfa sloD 049 049 162 065 141 on 033 0,64 aerobic glvcerol-3-phosphate dehydrogenase

Virulence sarh SACOL1322 | glpK 2loD SACOL1322 miah hfa sacoL1322 004 003 087 077 103 098 055 059 alpha/beta fold family hydrolase

Virulence sarh SACOL1323 | glpK 2loD SACOL1322 miah hfa miaA 168 138 018 047 031 038 088 0,72 {RNA deltal2}-isopentenylpyrophosphate transferase

Virulence sarh SACOL1324 | glpK 2loD SACOL1322 miah hfa fa 192 144 004 048 02 037 097 0,72 hfa protein

Virulence sarh SACOLL427 |sACOL1427 sacoL1427 225 119 119 013 021 044 228 1,09 | ABC transporter ATP-binding protein

Virulence sarh SACOL2666 |SACOL2666 SACOL2666 122 009 130 018 234 106 041 0,88 N-acetyimuramoyl-L-alanine amidase

Virulence Sarh oL 256 185 069 041 590 27: 062 1,33 | adaptor protein
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