SeqID Localization
sp[POWFE1DCUP_MYCTU Uroporphyrinogen decarboxylase OS=Mycobacterium tuberculosis (strain ATCC 25618 / H37Rv) Cytoplasmic
sp[POWGD7|SRP54 MYCTU Signal recognition particle protein OS=Mycobacterium tuberculosis (strain ATCC 25618 / H37R' Cytoplasmic membrane or plasma membrane
splPOWGVIMETK _MYCTU S-adenosylmethionine synthase OS=Mycobacterium tuberculosis (strain ATCC 25618 / H37Rv) ' Cytoplasmic
sp[POWGV3|SAHH MYCTU Adenosylhomocysteinase OS=Mycobacterium tuberculosis (strain ATCC 25618 / H37Rv) GN=al Cytoplasmic
sp[POWHAS|RL2 MYCTU 50S ribosomal protein L.2 OS=Mycobacterium tuberculosis (strain ATCC 25618 / H37Rv) GN=rplF Cytoplasmic
sp/POWHHI|DLDH MY CTU Dihydrolipoyl dehydrogenase OS=Mycobacterium tuberculosis (strain ATCC 25618 / H37Rv) Gl Cytoplasmic
sp[POWHN3|PURA_MYCTU Adenylosuccinate synthetase OS=Mycobacterium tuberculosis (strain ATCC 25618 / H37Rv) GN Cytoplasmic
sp[POWHU7|PSCR_MYCTU Pyrroline-5-carboxylate reductase OS=Mycobacterium tuberculosis (strain ATCC 25618 / H37Rv Cytoplasmic
sp/[POWID1|PGK MY CTU Phosphoglycerate kinase OS=Mycobacterium tuberculosis (strain ATCC 25618 / H37Rv) GN=pgk 1 Cytoplasmic
sp[POWKI13IMDH_MYCTU Malate dehydrogenase OS=Mycobacterium tuberculosis (strain ATCC 25618 / H37Rv) GN=mdh I_
splPOWK25MAOX MYCTU Putative malate oxidoreductase [NAD] OS=Mycobacterium tuberculosis (strain ATCC 25618 / E Cytoplasmic membrane or plasma membrane
sp[POWKESKPYK MYCTU Pyruvate kinase OS=Mycobacterium tuberculosis (strain ATCC 25618 / H37Rv) GN=pyk PE=1 { Cytoplasmic
sp[POWMIJ7HTPG MY CTU Chaperone protein HtpG OS=Mycobacterium tuberculosis (strain ATCC 25618 / H37Rv) GN=hty Cytoplasmic
sp[POWMIJ9DNAK MYCTU Chaperone protein DnaK OS=Mycobacterium tuberculosis (strain ATCC 25618 / H37Rv) GN=di Cytoplasmic
sp[POWN69|G6PI MY CTU Glucose-6-phosphate isomerase OS=Mycobacterium tuberculosis (strain ATCC 25618 / H37Rv) G Cytoplasmic
sp[PO9WNS83|G3P_MYCTU Glyceraldehyde-3-phosphate dehydrogenase OS=Mycobacterium tuberculosis (strain ATCC 25618 , Cytoplasmic
splPOWP71|COX1_MYCTU Probable cytochrome c oxidase subunit 1 OS=Mycobacterium tuberculosis (strain ATCC 25618 / 1 Cytoplasmic membrane or plasma membrane
sp[POWPE9|CH601 MYCTU 60 kDa chaperonin 1 OS=Mycobacterium tuberculosis (strain ATCC 25618 / H37Rv) GN=groEL Cytoplasmic
sp[PO9WPE7|CH602 MYCTU 60 kDa chaperonin 2 OS=Mycobacterium tuberculosis (strain ATCC 25618 / H37Rv) GN=groEL Cytoplasmic
sp[POWPSO|CTPF_MYCTU Probable cation-transporting ATPase F OS=Mycobacterium tuberculosis (strain ATCC 25618 / H3 Cytoplasmic membrane or plasma membrane
sp[POWPU7|ATPA MYCTU ATP synthase subunit alpha OS=Mycobacterium tuberculosis (strain ATCC 25618 / H37Rv) GN= Cytoplasmic
sp[POWPUI9|ATPG _MYCTU ATP synthase gamma chain OS=Mycobacterium tuberculosis (strain ATCC 25618 / H37Rv) GN= Cytoplasmic
spPOWPW7|ASSY MYCTU Argininosuccinate synthase OS=Mycobacterium tuberculosis (strain ATCC 25618 / H37Rv) GN= Cytoplasmic
sp|ASTZ77DNAK _MYCTA Chaperone protein DnaK OS=Mycobacterium tuberculosis (strain ATCC 25177 / H37Ra) GN=dn: Cytoplasmic
sp|ASTZ84PURA_ MYCTA Adenylosuccinate synthetase OS=Mycobacterium tuberculosis (strain ATCC 25177 / H37Ra) GN= Cytoplasmic
sp|ASTZG6|CH601 _MYCTA 60 kDa chaperonin 1 OS=Mycobacterium tuberculosis (strain ATCC 25177 / H37Ra) GN=groL1 Cytoplasmic
sp|]ASU090RL2 MYCTA 50S ribosomal protein L2 OS=Mycobacterium tuberculosis (strain ATCC 25177 / H37Ra) GN=rplB Cytoplasmic
sp|ASU0Y 6|G6PI_ MYCTA Glucose-6-phosphate isomerase OS=Mycobacterium tuberculosis (strain ATCC 25177 / H37Ra) Gl Cytoplasmic
sp/ASUIT8§MDH_MYCTA Malate dehydrogenase OS=Mycobacterium tuberculosis (strain ATCC 25177 / H37Ra) GN=mdh P_
sp|ASU207|ATPA MYCTA ATP synthase subunit alpha OS=Mycobacterium tuberculosis (strain ATCC 25177 / H37Ra) GN=¢ Cytoplasmic
sp|ASU208|ATPG_MYCTA ATP synthase gamma chain OS=Mycobacterium tuberculosis (strain ATCC 25177 / H37Ra) GN=¢ Cytoplasmic
sp|ASU294METK _MYCTA S-adenosylmethionine synthase OS=Mycobacterium tuberculosis (strain ATCC 25177 / H37Ra) G Cytoplasmic
sp|ASU2D9IPGK_MYCTA Phosphoglycerate kinase OS=Mycobacterium tuberculosis (strain ATCC 25177 / H37Ra) GN=pgk - Cytoplasmic
sp|ASU315|ASSY MYCTA Argininosuccinate synthase OS=Mycobacterium tuberculosis (strain ATCC 25177 / H37Ra) GN=a Cytoplasmic
sp|ASU4Y2HTPG_MYCTA Chaperone protein HtpG OS=Mycobacterium tuberculosis (strain ATCC 25177 / H37Ra) GN=htp Cytoplasmic
sp|ASU630DCUP_MYCTA Uroporphyrinogen decarboxylase OS=Mycobacterium tuberculosis (strain ATCC 25177 / H37Ra) Cytoplasmic
sp|]ASU7S2|SAHH_MYCTA Adenosylhomocysteinase OS=Mycobacterium tuberculosis (strain ATCC 25177 / H37Ra) GN=ah(« Cytoplasmic
sp|ASU892|CH602 MYCTA 60 kDa chaperonin 2 OS=Mycobacterium tuberculosis (strain ATCC 25177 / H37Ra) GN=groL2 Cytoplasmic
tr]ASTZI9IASTZI9 MYCTA Dihydrolipoyl dehydrogenase OS=Mycobacterium tuberculosis (strain ATCC 25177 / H37Ra) GN Cytoplasmic
tr]ASTZMI|ASTZM9_ MY CTA Pyrroline-5-carboxylate reductase OS=Mycobacterium tuberculosis (strain ATCC 25177 / H371 Cytoplasmic
tr]ASU2D8|ASU2D8 MYCTA Glyceraldehyde-3-phosphate dehydrogenase OS=Mycobacterium tuberculosis (strain ATCC 251 Cytoplasmic
tr]ASU2X3|A5U2X3 MYCTA Pyruvate kinase OS=Mycobacterium tuberculosis (strain ATCC 25177 / H37Ra) GN=pykA PE=Cytoplasmic
tr]ASU422|A5U422 MYCTA Metal cation transporting P-type ATPase CtpF OS=Mycobacterium tuberculosis (strain ATCC 25 Cytoplasmic membrane or plasma membrane
tr]ASUS521|A5US521 MYCTA Malate oxidoreductase OS=Mycobacterium tuberculosis (strain ATCC 25177 / H37Ra) GN=mez Cytoplasmic membrane or plasma membrane
tr]ASU6S1]ASU6S1_MYCTA Signal recognition particle protein OS=Mycobacterium tuberculosis (strain ATCC 25177 / H37Re Cytoplasmic membrane or plasma membrane
tr]ASU757A5U757_ MYCTA Cytochrome c oxidase subunit 1 OS=Mycobacterium tuberculosis (strain ATCC 25177 / H37Ra) Cytoplasmic membrane or plasma membrane
sp[POWFEODCUP_MYCTO Uroporphyrinogen decarboxylase OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh) ( Cytoplasmic
sp[POWGD6|SRP54 MYCTO Signal recognition particle protein OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh Cytoplasmic membrane or plasma membrane
splPOWGVOMETK MYCTO S-adenosylmethionine synthase OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh) C Cytoplasmic
splPOWGV2|SAHH MYCTO Adenosylhomocysteinase OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh) GN=ah: Cytoplasmic
splPOWHA4|RL2 MYCTO 50S ribosomal protein L2 OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh) GN=rpIB Cytoplasmic
sp/POWHHSE|DLDH MY CTO Dihydrolipoyl dehydrogenase OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh) GN Cytoplasmic
spPOWHN2|PURA_MYCTO Adenylosuccinate synthetase OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh) GN= Cytoplasmic
sp[POWHU6|PSCR_MYCTO Pyrroline-5-carboxylate reductase OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh) Cytoplasmic
sp/[POWIDO|IPGK MY CTO Phosphoglycerate kinase OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh) GN=pgk P Cytoplasmic
sp/[PO9WKI6[IMDH MY CTO Inosine-5'-monophosphate dehydrogenase OS=Mycobacterium tuberculosis (strain CDC 1551 / Os
sp[POWKI12IMDH MYCTO Malate dehydrogenase OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh) GN=mdh P]
splPOWK24MAOX MYCTO Putative malate oxidoreductase [NAD] OS=Mycobacterium tuberculosis (strain CDC 1551 / Osh Cytoplasmic membrane or plasma membrane
sp[POWKE4 KPYK MYCTO Pyruvate kinase OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh) GN=pyk PE=3 S’ Cytoplasmic
sp[POWMIJ6HTPG MY CTO Chaperone protein HtpG OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh) GN=htp( Cytoplasmic
sp[POWMIJSIDNAK MYCTO Chaperone protein DnaK OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh) GN=dn: Cytoplasmic
sp[POWN68|G6PI MYCTO Glucose-6-phosphate isomerase OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh) GN Cytoplasmic
sp[PO9WNS82|G3P_MYCTO Glyceraldehyde-3-phosphate dehydrogenase OS=Mycobacterium tuberculosis (strain CDC 1551 / O Cytoplasmic
sp[PO9WP70|COX1_MYCTO Probable cytochrome ¢ oxidase subunit 1 OS=Mycobacterium tuberculosis (strain CDC 1551 / Osl Cytoplasmic membrane or plasma membrane
sp[POWPE6|CH602 MYCTO 60 kDa chaperonin 2 OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh) GN=groEL2 Cytoplasmic
sp[PO9WPES|CH601 MYCTO 60 kDa chaperonin 1 OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh) GN=groEL1 Cytoplasmic
sp[POWPSS|CTPF_MYCTO Probable cation-transporting ATPase F OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkc Cytoplasmic membrane or plasma membrane
sp[POWPUG6|ATPA MYCTO ATP synthase subunit alpha OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh) GN=a Cytoplasmic
sp[POWPUS|ATPG_MYCTO ATP synthase gamma chain OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh) GN=a Cytoplasmic
sp[POWPW6IASSY MYCTO Argininosuccinate synthase OS=Mycobacterium tuberculosis (strain CDC 1551 / Oshkosh) GN=a Cytoplasmic
tr]AOAOH3LSCS8|AOAOH3L5C8 MYCTE Chaperone protein DnaK OS=Mycobacterium tuberculosis (strain ATCC 35801 / TM Cytoplasmic
tr]AOAOH3L5NI9JAOAOH3L5SN9 MYCTE Dihydrolipoyl dehydrogenase OS=Mycobacterium tuberculosis (strain ATCC 35801 , Cytoplasmic
tr]AOAOH3L5R1|JAOAOH3L5R1_MYCTE Pyrroline-5-carboxylate reductase OS=Mycobacterium tuberculosis (strain ATCC 35¢ Cytoplasmic
tr]AOAOH3L6BI9|AOAOH3L6B9 MYCTE 50S ribosomal protein L2 OS=Mycobacterium tuberculosis (strain ATCC 35801 / TV Cytoplasmic
tr]AOAOH3L7U3|A0AOH3L7U3 MYCTE Glucose-6-phosphate isomerase OS=Mycobacterium tuberculosis (strain ATCC 3580 Cytoplasmic
tr]AOAOH3L7V8/AOAOH3L7V8 MYCTE Malate dehydrogenase OS=Mycobacterium tuberculosis (strain ATCC 35801 / TMC_
tr]AOAOH3L814|A0AOH3L814 MYCTE ATP synthase gamma chain OS=Mycobacterium tuberculosis (strain ATCC 35801 / T Cytoplasmic
tr]AOAOH3L910]AOAOH3L910 MYCTE Argininosuccinate synthase OS=Mycobacterium tuberculosis (strain ATCC 35801 / T! Cytoplasmic
tr]AOAOH3L9H4|AOAOH3L9H4 MY CTE Phosphoglycerate kinase OS=Mycobacterium tuberculosis (strain ATCC 35801 / TM Cytoplasmic
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trAOAOH3LC41|AOAOH3LC41 MYCTE Adenylosuccinate synthetase OS=Mycobacterium tuberculosis (strain ATCC 35801 / Cytoplasmic 9,97
tr]AOAOH3LCC3|AOAOH3LCC3_MYCTE 60 kDa chaperonin OS=Mycobacterium tuberculosis (strain ATCC 35801 / TMC 10 Cytoplasmic 9,97
tr AOAOH3LCK6/AOAOH3LCK6 MY CTE Uroporphyrinogen decarboxylase OS=Mycobacterium tuberculosis (strain ATCC 35 Cytoplasmic 7,5
tr]AOAOH3LCN1]AOAOH3LCN1 MYCTE Glyceraldehyde-3-phosphate dehydrogenase OS=Mycobacterium tuberculosis (strait Cytoplasmic 10
tr]AOAOH3LD73|A0AOH3LD73 MYCTE Signal recognition particle protein OS=Mycobacterium tuberculosis (strain ATCC 35: Cytoplasmic membrane or plasma membrane 8,78
tr AOAOH3LE62|AOAOH3LE62 MYCTE Adenosylhomocysteinase OS=Mycobacterium tuberculosis (strain ATCC 35801 / TM Cytoplasmic 9,97
tr]AOAOH3LEL3|AOAOH3LEL3 MYCTE 60 kDa chaperonin OS=Mycobacterium tuberculosis (strain ATCC 35801 / TMC 107 Cytoplasmic 9,97
tr]AOAOH3LEY6]AOAOH3LEY6 _MYCTE ATP synthase subunit alpha OS=Mycobacterium tuberculosis (strain ATCC 35801 / Cytoplasmic 9,97
tr AOAOH3LFEO|AOAOH3LFEO_MYCTE Chaperone protein HtpG OS=Mycobacterium tuberculosis (strain ATCC 35801 / TMi Cytoplasmic 9,97
trAOAOH3LHRO|JAOAOH3LHRO MYCTE Cytochrome c oxidase subunit 1 OS=Mycobacterium tuberculosis (strain ATCC 358 Cytoplasmic membrane or plasma membrane 10
tr]AOAOH3LI71|JAOAOH3LI71_MYCTE Malate dehydrogenase OS=Mycobacterium tuberculosis (strain ATCC 35801 / TMC 1( Cytoplasmic membrane or plasma membrane 8,16
trRAM2F9RAM2F9 MYCTX Adenylosuccinate synthetase OS=Mycobacterium tuberculosis CAS/NITR204 OX=1310114 GN Cytoplasmic 9,97
trR4M485|R4M485 MYCTX Glucose-6-phosphate isomerase OS=Mycobacterium tuberculosis CAS/NITR204 OX=1310114 ( Cytoplasmic 9,95
trR4MSK1|R4M5K1 MYCTX Phosphoglycerate kinase OS=Mycobacterium tuberculosis CAS/NITR204 OX=1310114 GN=p Cytoplasmic 10
trR4MCD1R4MCD1_MYCTX Malate dehydrogenase OS=Mycobacterium tuberculosis CAS/NITR204 OX=1310114 GNIm(_ 2,5
trR4MCL4|R4MCL4 MYCTX ATP synthase gamma chain OS=Mycobacterium tuberculosis CAS/NITR204 OX=1310114 GN Cytoplasmic 7,5
trR4MD46R4MD46 MYCTX Glyceraldehyde-3-phosphate dehydrogenase OS=Mycobacterium tuberculosis CAS/NITR204 C Cytoplasmic 10
trRAMDAS|R4AMDAS MYCTX 60 kDa chaperonin OS=Mycobacterium tuberculosis CAS/NITR204 OX=1310114 GN=groL 1 Cytoplasmic 9,97
trR4MFCS5R4AMFC5 MYCTX 50S ribosomal protein L2 OS=Mycobacterium tuberculosis CAS/NITR204 OX=1310114 GN=1 Cytoplasmic 7,5
trR4MH86R4MH86 MYCTX ATP synthase subunit alpha OS=Mycobacterium tuberculosis CAS/NITR204 OX=1310114 GN Cytoplasmic 9,97
trR4MJZ1|R4MJZ1_MYCTX Malate dehydrogenase OS=Mycobacterium tuberculosis CAS/NITR204 OX=1310114 GN=J113 Cytoplasmic membrane or plasma membrane 8,16

trRAMKLE|R4MKL8 MYCTX Cytochrome ¢ oxidase subunit 1 OS=Mycobacterium tuberculosis CAS/NITR204 OX=13101 1« Cytoplasmic membrane or plasma membrane 10
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