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Thermoplasma volcanium GSS1 --------------------------------MKLESNAFEKAFSSDPAPLGLAGFAFTTFLLSFINAGLIPASGVNVVVPLAIAYGGLAQLITGSWEMRRGNNFGFTAFTSYGSFWIFYALMVILADL--------HIINALPAVAVGW   110
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AceP �Methanosarcina mazei -------------------------MSQNIKDVMDIRDIKIKDLTANPAPLGLMGFGMTTVLLNIHNAGFYPMN--AMILSMGFFYGGLAQVIAGIQEWKKGNTFGATAFTSYGLFWLTLVGIVLLPKS-----ESYAGLATESF-PFAA   117

AceP �Methanosarcina barkeri -------------------------MSQNIKDVMNIRDIKITDLSANPAPLGLMGFGMTTVLLNIHNAGFYPMN--AMILSMGIFYGGLAQVIAGIEEWKKGNTFGATAFTSFGFFWLSLVGIVLIPKS-----PDYAGLATESL-PFAA   117
AceP �Methanosarcina acetivorans -------------------------MSEDIKDVMNIRDVKIKDLSANPAPLGLMGFGMTTVLLNIHNAGFYPLG--AVILSMGIFYGGLGQVIAGIEEWKKGNTFGATAFTSYGLFWLTLVVIVLLPKFG----DNFAGLALTPT-DFAA   118

Pelobacter carbinolicus --------------------------------MADQ--LSIVDKTANPAPLGLMGFGMTTVLLNLHNANIIGLS--AMILTMGIFYGGAAQVIAGIMEWKKGNTFATTAFTSYGMFWLTLVGLWILPDMG----FGKAVAVDDA--GLTA   108
�Geobacter metallireducens -------------------------MATNPQDTAAV--FELNDTTANPAPLGLLGFGMTTVLLNLHNAGMFPMD--AMILSMGIFYGGLGQIIVGIMEWRKNNTFGATAFTSYGLFWLTLVALIILPNTG----F--IQAPDNS--AMTA   113

�Escherichia coli ---------------------------------------MGNTKLANPAPLGLMGFGMTTILLNLHNVGYFALD--GIILAMGIFYGGIAQIFAGLLEYKKGNTFGLTAFTSYGSFWLTLVAILLMPKL------GLTDAPNA--QFLGV   101
�Salmonella typhimurium ---------------------------------------MGNTKLANPAPLGLMGFGMTTILLNLHNAGFFALD--GIILAMGIFYGGIAQIFAGLLEYKKGNTFGLTAFTSYGSFWLTLVAILLMPKM------GLTDAPDA--QLLGA   101

Yersinia pestis KIM ---------------------------------------MNTIKLANPGPLGLMGFGMTTVLLNLHNAGFFPLS--SVILSMGIFYGGLAQILAGLLEYKKGNTFAATAFTSYGAFWLSLVGLLMLPKM------GLADATDA--QFLGV   101
�Photorhabdus luminescens ---------------------------------------MNANQLANPGPLGLMGFGMTTILLNLHNAGFFPLA--SVILSMGIFYGGLAQVLAGLFEYKKGNTFAATAFTSYGLFWLSLVGLLFLPKM------GLAEATSS--QYLAV   101

�Erwinia carotovora ---------------------------------------MSTNTLANPGPLGLMGFGMTTILLNLHNAGFFPLS--SIILSMGIFYGGIAQILAGLLEYKKGNTFGVTAFTSYGAFWLTLVAILVLPKM------GLAEASDA--QFLGV   101
�Dehalococcoides sp. CBDB1 ---------------------------------------MES-KLSNPAPLGLLGFGMTTILLNIHNAGFFPLN--VAILAMGIFYGGLAQVIAGILEYRKGNTFGMTAFISYGMFWLTLVFILIAPQM------GLPEVWAAPPAFLGW   102

�Shewanella oneidensis MR-1 ----------------------------------------MSTKLANPAPLGLMGFGMTTILLNIHNAGYFPID--SMILAMGIFYGGLGQIIVGIMCFMRGDTFGTTAFTSYGLFWLTLVGLILMPNA------GVAA-SPSY--FMGW    99
�Chromobacterium violaceum ----------------------------------------MNEKLANPAPLGLMGFGMTTILLNIHNAGFYPIS--AMILAMGLCYGGLAQIVAGVMEFRRGNTFGVTAFLSYGLFWLSLVLLIALPKT------GLADPTPEG--YMGW   100

�Desulfovibrio desulfuricans ----------------------------------------MEHRLANPAPLGLMGFGMTTILLNIHNAGFFPIG--SMILAMGFFYGGIAQIIAGIMEFKKGNTFGLTAFTSYGLFWLTLVVLIVLPKT------GLAEPAPHA--FMGW   100
�Methanothermobacter thermautotrophicus --------------------------MMYKVRNMRETEVVISDKTANPAPLGLLGFGITTILLNLHNAGLFPIN--SMILAMGFAYGGIAQILASVMEYRKGNTFGTVAFGSYGLFWWSLVLLLVIPNLKFLETSGTAAASADP-VAMAS   121

�Methanosarcina mazei ------------------------------MSENAGTSTVIVDKTANAAPLGFTGLGLAAVLLSLSYIGVYPVE--SMIVSMAIFLGGFAQVFAGIMSWKKGDIFAGTAFSAFGLFWFSLAGLLVMP--------AMGWASPSSGIAMAA   110
�Methanosarcina barkeri ------------------------------MSENVGTATVIVDKTANAAPLGFTGLGLAAVLLSLSYIGIYPVE--SMIVSMAIFLGGFAQVFAGIMSWKKGDIFAGTAFSAFGLFWFSLAGLLVMP--------AIGWAEASSGTAMAA   110

�Methanosarcina acetivorans ------------------------------MSENA-ASTIIIDKTANAAPLGFTGLGLAAVLLSLSYIGVYPVG--SMIVSMAIFLGGFAQVFAGIMSWKKGDIFAGTAFSAFGLFWFSLAGLIVMP--------AMGWIEASSGIAMAA   109
�Methanosarcina acetivorans MKISIESRISVESKTSIKIPEKIRGVILMVEAQEIVADVHVKDRTANPSPLGFTGLGLSATLLSLSYIGLYPVD--SMIVSMAIFLGGFAQVFAGLMAWKKGSVFGGTAFCAFGLFWFSLAGLILLP--------AIGWIEGPEPMSLAT   140
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�Pasteurella multocida -------------------------------------MSSSKDKYANPGPLGLCGFALTTWLLCLINGGFFDTQSIGLVLGMAFAFGGTAQMIAGMFEYKKGNTFGFTAFISYGAFWWSWALFTVFFKG------------NTPATFIGW   101
Haemophilus somnus -------------------------------------MSTTKDNLANPAPLGLCGFALTTWLLSLINNGMFSGENLGLVLAMGFAFGGTAQMIAGMFEYKKGNTFGFTAFTSYGAFWWSFALFKVFFSQ------------GVTSSFVGW   101
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ALILWGIFTLYMWGGAMMA-SMSLNLTFLFLWLTFVVLGLGAIYS---SVALTHAGGYLGILSAFFAAYTSFAIIINSMKPG-TIPVGPGMFHKKAGK-------------------   204
ALILWGIFTLYMWGGAMMA-SLTLNLTFLFLFLAFFTLGAGAIYS---SVALTHAGGYFGILAALFAAYTSFAIVINSMKPG-TIPVGPGLFRKN----------------------   202
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YLFIWGLFSIVLFIATLRM-NRTIMLVFFALVVLFILLGLGDATG---NTTITRIAGYEGILCGLGAIYLGAAQILNEVYGRKVLPIGEL---------------------------   215
YLIIWGIFTGIMFIGTLRL-NRALQFVFGSLTILFFLLALGDITG---IETITQIAGIEGIICGFSAIYTGLAQVLNEVYGKIIWPVWPV---------------------------   199
YLFMWGVFTLFMFIGTLKG-SKALSVVFFTLTILFFLLAAGNYLG---SESILVIAGYEGILTGLSAIYAALGQVLNEAYGKKIVPL------------------------------   201
YLFMWGVFTLFMFIGTLKG-SRALSVVFLTLTILFFLLAAGNYLG---STGILKIAGYEGILTGLSAIYTALGQVLNEAYGKKIVPL------------------------------   201
YLFLWGLFTLYMFIGTLKA-TRALQVVFLSLTILFFLLAAGNYMG---NPAIIKIAGYEGIFVGFSAIYAAMGQVLNEAYGKKIVPL------------------------------   202
YLFMWGLFTLVLFIGTFKL-TRALQVVFGTLTILFFLLAYEHTLTGELRHTIGHIAGYEGIFCGLSAIYTGLAQVINEVYGKKLLPL------------------------------   195
YLVMWGLFTGVLFVGTLRM-NKALQVVFGSLTVLFFLLAAGDATG---NHAIKIIAGYEGIFCGLSAIYAGLAQVINEVYGRTVAPLGLVRQLG-----------------------   204
YLGLWGVFTLFMFFGTLKG-ARVLQFVFFSLTVLFALLAIGNIAGNAA---IIHFAGWIGLICGASAIYLAMGEVLNEQFGRTVLPIGESH--------------------------   189
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