
ORGANISM 
ID 

PYL- TMA METHYLTRANSFERASE AMINO ACID SEQUENCE WITH PYRROLYSINE 
HIGHLIGHTED 

Bilophila_ 
sp_4_1_30,  

MKRWAHSSLMGGVGVGLNFLREKDCEKIHEASLEVLHDRGAYFDSETAREVLRDHGCWED 
ADGCTHFPRTLVESALEAVPAEFVHRGRTPDDDIHMAQDQVYASNFGEGIFTHDLETGER 
RSTVKQDAVDILRVVDSLDNIHIYNRAIGPQDVPSESASMHNAEVAFCYTSKPMHLVSGS 
PFQTKKMIKMAEIAAGGKEELKRRPRTAFNHTTISPLRISHEACENAIIVAEAGLPNHIL 
VMVQQGATSPISYAGSVAVHNADFLAFNTLMQCVNRGNPTLYGASACVMDMKKGLSLVAA 
PEVFVLNAAMARMSKYYNIPSYIAGGOTDSICNDVQAGAERALNRLMTALAGASVLFGQG 
MLETGLTFDIPTLLVDDEIIDYVLRMLAGFKVDATTLSTDLIKEVGPFGTYLAEMDTFEH 
LGDLSTYNLMNRRNYDMWAASGKPDLYGQARERAKEILATHKQKNPLSPEQVKAIRDVLV 
DAEGELGVADFWKGKEEKRFIDNDLY 
 
(Pyl at AA 327 of 506) 

Bilophila_ 
3_1_6_V2,  

MKRWAHSSLMGGVGVGLNFLREKDCEKIHEASLEVLHDRGAYFDSETAREVLRDHGCWED 
ADGCTHFPRTLVESALEAVPAEFVHRGRTPDDDIHMAQDQVYASNFGEGIFTHDLETGER 
RSTVKQDAVDILRVVDSLDNIHIYNRAIGPQDVPSESASMHNAEVAFCYTSKPMHLVSGS 
PFQTKKMIKMAEIAAGGKEELKRRPRTAFNHTTISPLRISHEACENAMIVAEAGLPNHIL 
VMVQQGATSPISYAGSVAVHNADFLAFNTLLQCVNRGNPTLYGASACVMDMKKGLSLVAA 
PEVFVLNAAMARMSKYYNIPSYIAGGOTDSICNDVQAGAERALNRLMTALAGASVLFGQG 
MLETGLTFDIPTLLVDDEIIDYVLRMLAGFKVDATTLSTDLIKEVGPFGTYLAEMNTFEH 
LGDLSTYNLMNRRNYDMWAASGKPDLYGQARERAKEILATHKQKTPLSPEQVKAIRDVLV 
DAEGELGVADFWKGKEEKRFIDNDLY 
 
(Pyl at AA 327 of 506) 

Bilophila_ 
3_1_6_V2, 

MAQRWKKAGSLTTGGMSLNVFTQDEMDAIHRATLEVLEHTGVLIGSPEARALLVEAGASV 
IDEDIVRFPQWMVADAVSCAPETLLLAGRTPDRDVVLDSTRVMFTNFGEAVYLIDPDTGE 
VRNTTKKDVEKLTRVVDALDVIPVCERMAGAQDYPEQVAELHNYEALLMNTTKHVFTGGG 
NGKLTQYMIDMAKAAVGEENFEERCPVTFNTCPISPLKLTADVCEVIMTAARNGATVNVL 
SMGMAGGSTPVNLAGALVVHNCEALAGLVLAQTTRRGAKFIYGSSSTAMDLRYGAAVVGT 
PELAVLNAGVAAMARYYKLPSWAAGGOGDSKCGDAQSGHEKTLTGLLPMLAGANIIYGLG 
MLEMGMTISYSQLLMDAEMAEMMLFSMDGIVVNDETLSVDVIKEVGPRSDFLAHMNTFEN 
MYIQSKPKLIDRLTRDRWNEAGHLDMESRALIAAKELLATWEPEPLPEEACARVRAVLNA 
AERDYGVPESLE 
 
(Pyl at AA 327 of 493) 

  



ORGANISM ID PYL- TMA METHYLTRANSFERASE AMINO ACID SEQUENCE WITH PYRROLYSINE 
HIGHLIGHTED 

Bilophila_ 
ATCC_49260 

MKRWAHSSLMGGVGVGLNFLREKDCEKIHEASLEVLHDRGAYFDSETAREVLRDHGCWED 
ADGCTHFPRTLVESALEAVPAEFVHRGRTPDDDIHMAQDQVYASNFGEGIFTHDLETGER 
RSTVKQDAVDILRVVDSLDNIHIYNRAIGPQDVPSESASMHNAEVAFCYTSKPMHLVSGS 
PFQTKKMIKMAEIAAGGKEELKKRPRTAFNHTTISPLRISHEACENAMIVAEAGLPNHIL 
VMVQQGATSPISYAGSVAVHNADFLAFNTLLQCVNRGNPTLYGASACVMDMKKGLSLVAA 
PEVFVLNAAMARMSKYYNIPSYIAGGOTDSICNDVQAGAERALNRLMTALAGASVLFGQG 
MLETGLTFDIPTLLVDDEIIDYVLRMLAGFKVDATTLSTDLIKEVGPFGTYLAEMNTFEH 
LGDLSTYNLMNRRNYDMWAASGKPDLYGQARERAKEILATHKQKNPLSPEQVKAIRDVLV 
DAEGELGVADFWKGKEEKRFIDNDLY* 
 
(Pyl at AA 327 of 506) 

Bilophila_ 
ATCC_49260 

MAQRWKKAGSLTTGGMSLNVFTQDEMDAIHRATLEVLEHTGVLIGSPEARALLVEAGASV 
IDEDIVRFPQWMVADAVSCAPETLLLAGRTPDRDVVLDSTRVMFTNFGEAVYLIDPDTGE 
VRNTTKKDVEKLTRVVDALDVIPVCERMAGAQDYPEQVAELHNYEALLMNTTKHVFTGGG 
NGKLTQYMIDMAKAAVGEENFEERCPVTFNTCPISPLKLTADVCEVIMTAARNGATVNVL 
SMGMAGGSTPVNLAGALVVHNCEALAGLVLAQTTRRGAKFIYGSSSTAMDLRYGAAVVGT 
PELAVLNAGVAAMARYYKLPSWAAGGOGDSKCGDAQSGHEKTLTGLLPMLAGANIIYGLG 
MLEMGMTISYSQLLMDAEMAEMMLFSMDGIVVNDETLSVDVIKEVGPRSDFLAHMNTFEN 
MYIQSKPKLIDRLTRDRWNEAGHLDMESRALIAAKELLATWEPEPLPEEACARVRAVLNA 
AERDYGVPESLE* 
 
(Pyl at AA 327 of 493) 

Methanosarcina 
barkeri 
ASM97002v1 
 
(Archaeal 
reference 
sequence) 

MAKNNAVAGFNALNGVELNLFTTDELKAIHYATMEVLMDPGIQVSDPEARQIFKENGCEV 
NEKTNVVKIPEYLVRKALQLAPSRFVLWGRDKKFNTVQECGGKVHWTCFGTGVKVCKYQD 
GKYVTVDSVEKDIADIAKLCDWAENIDYFSLPVSARDIAGQGAQDVHETLTPLANTAKHF 
HHIDPVGENVEYYRDIVKAYYGGDEEEARKKPIFSMLLCPTSPLELSVNACQVIIKGARF 
GIPVNVLSMAMSGGSSPVYLAGTLVTHNAEVLSGIVLAQLTVPGAKVWYGSSTTTFDLKK 
GTAPVGSPELGLISAAVAKLAQFYGLPSYVAGSOSDAKVPDDQAGHEKTMTTLLPALAGA 
NTIYGAGMLELGMTFSMEQLVIDNDIFSMVKKAMQGIPVSEETLAVESIQKVGIGNNFLA 
LKQTRQLVDYPSNPMLLDRHMFGDWAAAGSKDLATVAHEKVEDVLKNHQVTPIDADIFKD 
MQAIVDKADKAFRGM* 
 
(Pyl at AA 333 of 496) 

 
 


