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        Organism SP  hetR   sepJ   DH                                                      patX candidate                                                                                                                   MTase  glnA 

 Nos21 #  MRITFSLLVSSVVLGSLVFNGSDSLNRSHTLIGDTGGKMLL--SAK-----------------------PKPKPKSNEPENPTPHRGSGRRDLIESLNNAFPVG 

 Nos7107 +  MRVTFSLLVSGLVFGSLVFNGSDKFNRSHTLIGDAGGKMLL--SAK-----------------------PKPKPKSNEPENPTPHRGSGRRDLIESLNNAFPVA 

 Nos7524 # MMRAAVPFLLSSLVFGSLAVDYQQIVNQNSIFPSTTSQDMV---SLR-------------------------PKPKRNEPEGATPVRGSGRRSLIESQANTLPNV 

 Nos3756 #  MRAAVPVLVTSLVFGSLIFDSLEMVNRNSNPSSN-TEYMA---SLKYK-------------------------PKRNQPEKPVPHRGTGRRSFIENTQTAV 

 Ana29413 # MMRAAVPVLISSLVLGSLVSDYLGIANHNFAFSSSNSQNMI---SLKSK-------------------------PKRNQPEKPQPHRGTGRRSLIESPIHVQITV 

 Ana7120 # MMRAAVPVLISSLVLGSLVSDYLGIASHDFAFSPSNSQNMI---SLKSK-------------------------PKRNQPEKPQPHRGTGRRSLIETYSNAHLIA 

 Ana310F #  MRAAISLLVSSLVFGSLAFNCEAVQTHFSALSRLKSDYQPSPLTNQSFTFGETKFNLADNSK-----------PSPNDPQTPNPHRGSGRRSLEG 

 Ana102 #  MRAAISLLVSSLVFGSLAFNCEAVQTRFSALSMAKSDYQLSPLVLNQS------FNLADNSK-----------PSPNQPEKPNPHRGSGRRGLDG 

 Ana90 #  MRAAISLLVSSLVLGSLAFNCEAVQTRFSALSMAKSDYQLSPLVLNQS------FNLADNSK-----------PSPNQPEKPNPHRGSGRRGLDG 

  Ana7108 #  MRAAISLLVSSLVFGSLAFNCEAVLTRLSYLLIATSGSQQLL---------------ADKPK-----------TSPNQPETPAPHRGSGRKESMGYSRNIYSVV 

  Ana7122 #  MRAAISLLVSSLVFGSLAFNGEAMLTRLSYLLLAGSGSQQLL---------------ADNPK-----------PGPNQPEQPAPHRGSGRRESMEYFRNIHSVV 

 AnaAzo #  MRAAISLLVSSLVFGSLAFNYDAMFTSLSHLLIANSGSGKLL---------------ADNSK-----------PGPNQPEQPAPHRGSGRKESIEFFLNISSAV 

 CylR505 #  MRAAISILVSSMILGSLAFHHETVFTNPSRLSTSNSGRGLLL---------------ADSSK-----------PSPNQPEEPAPHRGSGRKESIEFLGFISLA 

 RapD9 #  MRATISILVSSMILGSLAFNRETLFTNPSRLSTSNSGTGLLF---------------ADSSK-----------PSPNRPGEPVTYRGSGRKESINL 

  CylS7417 +  MRAAIPLLVSSLVFGSLALNCEAMLGQLSRLLLVSSGSQLLV-SAK-------------------------PKPRPNQPDKPVPHRGSGRRELMESFGNAHFVI 

  Nos29133 #  MRAAISLLVSSLVFGPLASNCQAMVNHLSTGLLSTPTSEQWL-SAASE----------------------------QNPDDAPRHRGSGRREVTQKFGNTYVV 

Nos29133-b +*  MPFTPYILVWTFLFSLLSLNSQIQINKLSQTLYPTYKTQQLFSEI------------AKSNT----------------PSTPVPYRGGGRRYLIEPFKNIAPLV 

  Nod9414 #  MRATISLLVSSLVFTTLAFNCPAKVNRLSQMLLSSFGSQQLH-SL-------------------------------NEPESPILHRGSGRRSVIEKSGANA 

  Tol7601 #  MRAVVSLLASSLVAVSFAINCQATINQFSRLLPSSSGSEQLL-SAR-------------------------PKPKPNQPEKPVPHRGSGRRELIESYKNVHPAV 

  Cal7507 #  MRAAISLLVSSLVFGSLAFNYQGMANQLSRQMLASSGSEELL-SV-------------------------RPKPKPNQPEKPAPHRGSGRRELMEYYGNNHLAV 

  Mch7126 #  MRAAISLLVSSLVFGSLASNHQAMMNHSSYQALTPVESEQLL-SV-------------------------RPKPKPNQPEKPAPHRGSGRRELMEYYGNIHPAV 

 Has12170 #  MRATISLLITSLVFGSLAFNCQAMANRLSNLFLSYDDSEQFI-SVK-----------------------PKPKPRTNQPELPIPHRGSGRRELMQYVGQTYPAV 

  Tol9009 #  MRATISLLITGLVLSSLAFNFQAIANCLSNLLLSFCDSEQLI-SAK------------------------PQSSKPSQPDMPVPHRGSGRKQLMQYV 

  Cal336-3 +  MRSAISLLVTSALLSSIVVNYELVANKLDIFQSSTEKH-QVL----SK------------------------------NPPKSRYRGSGRIRRETISFLELR (+36aa) 

  Cal6303 #                              MRVAISLLATTFVLGSFAINNQGQTFNLKT--------EVLL-SAK--------------------PKTNTKPKSSKRPERPPSYRGSGRRELV 

  Cal7103 +  MRTVISLLVTTFFFGSLSLECQNNLHSESVTPVTIASR------ASSK--------------------------ARPKQPQPFPHRGSGRRSFTEYLVSTFPAV 

  Fis3754 #  MRAAISLLVTGLLLSSLAANSQTVTNSLSNMLQSHFSSDLLI-SAKSKQ-------------------------------PKSPYRGSGRDRDRERVSYLLL (+31aa) 

  Fis7521 #  MRAAISLLVTGLLLSSLAANSQTVTNSLSNMLQSHFSSDLLI-SAKSKQ-------------------------------PKSPYRGSGRDRDRERVSYLLL (+31aa) 

  Fis9339 #  MRAAISLLVTGLLLSSFAVHSQTVTSSLSDMLTSDSNLGLLI-SAKSK------------------------------PQKSSPYRGSGRDRDRQRVSYLLL (+31aa) 

 Hap220 #  MRAAISLLVTGLLLSSFAVHSQTVTSSISDMLTSHSSSHLLI-SAKSK------------------------------PQKSSPYRGSGRDRDRQRVSFLLL (+31aa) 

  Scy7110 #  MRAAVSLLIVGFLCSSFAINNQVPNTFSSKYDSPQLILARATR---------------------------RSSTSQPGGSRRSPYRGSGRRELMEFISTTQSDV 

 Tol521301 #  MRAAVSLLIVGFLCSSFAINNQVPNTFSSKYESPQLILARATK------------------------------KSSTSRSGRSGYRGSGRRELIEYISAPQSEV 

 Scy61278 #  MRAAISFLITGLFFSSLAINTQVPDIHVSSVDSQLLMAAVG------NTKK----------------------------TRKDKYRGSGRIQVLEQIKSTHPVV 

  Mas10914 #  MRAAISLFISGLLLGSLAVNTQASGIQVSNSGIQ-----ELM-SAKKNTNK----------------------------PTRRPYRGSGRKEMVQHIEITHPVV 

 Tol511288 #  MRAAISLLITGLLFGSLAVNSQAPGSPLSNSGSQ-----QLM-SAKDNTNK----------------------------APRKPWRGSGRNKILMESVDSTNPAV 

  RicHH01 +*                            MHAFILLFFTALIVTPLNLNYIQNIGVSPSEDSDTVTLVRCRL------------------------------------RRCRQYRGSGRRMALNGNIAKKTLV 

  Riv7116 #  MRKAISLLATSIVFGSLAVNFQGIGNSLETEMFSTSVEQELLL------------------------------SRSNPRKPRTPHRGSGRREFMGYSNHA 

  Mas008 #                              MRTATSIFVTIFMFGSLAFNAVSTSAQAIEQSFIPSDNQELIA-----------------------------NRDSTRPSKGTPYRGSGRRKFM 
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  Lep7376 #  MTTKNTMVMLFSISLFSTLSLFGESAQVSDSKSIE--SNLFLSDS---------------------------------NSVEIAERGSGRIEPSATSSVLERHSFS 

  Spi9445 #*  MHTYITVVLLSLLSIVPAVKAGLTEISTVRE-------PLQISSAE----PSAGSDTCSDYCSSDRGSGRVNRYKGHKEFDATKERGSGRLEEKTPKEMA 

  Mic7113 o  MSIYTCISYQLISVDTHKDN------------------------------------------------------------NKSPHRGSGR 

  Cri9333 +                              MPLEKFLVLCSLVAISVPAIHLDNQYSSTKLLPHNNDQNLSINAQ--------------------------------RPRDQSPHRGTGRRELYQGVAIAHL 

 Osc10802 #  MRTQAVIVLSSFLFVGLAVAFSGMRSDSTELLPPTTFPDFAQDK-----------------------------------PDCDDHRGSGRVEECQTPNDSSS (+7aa) 

 Osc10802-b #*  MRVYTPFFLLTLLLIGSATPSRANEYRTVSRLQADTAQSAQNVC--------------------------------SPTVTPDDHRGSGRCEQ 

 Osc10802-c #*  MRIYTLALSGLLLLGGAVNAQAFELRSSQGDRSDRVQEFSLSQAGNEGGGCETNQQ--------------------SGCDEQRSHRGSGRKDQDLNTQQQHSKAF 

  Osc6304 +*  MRSYFSIIFCSLFLLGLAANFSGRESHSLELSRSEFD-IQVL-SARL-----------------------------ESGQEIAPHRGSGR 

  Osc6304-b #*  MRLSTILVLSTLLFANLASSAKSYPVDLLATYSEGFFSHASLARFTLPSESSQINPCETEDSKPG(+32aa)PNCPMMKTHRQVGRGSGRCEP 

  Osc6304-c +*  MSIYKCLVLSGLLFLGMNANFSGIEYLTSKENKSDA-NAQIA-SA------------------------------DVSRGTEPDHRGSGR 

  Gei7105 #  MRIS--LLLSALLLGFVWNSAQPQSRLSEETV-----SRAFL-SAQTEQ-----------------------------KDDLAPHRGSGRRRLREDVPSSIL (+31aa)  

 Gei7105-b #*  MRIYSSILLSSLLLAGFAANARAIESVSSNVRIL--DSIEVL-STE------------------------------SINTDTVPHRGSGR 

  PhoOSCR #  MRSSLVLSALLLGLGSSFANFSQSSKSTEFDSV---AYRGFL-SAQTEQ-----------------------------KDEVQPHRGSGRRRFQSNHTGLDM (+9aa) 

 PhoOSCR-b #*  MSIYKTLLLSSLLLMGFAVNVQAARVSSDSNYDTL---SQVF-STD------------------------------SSNADTVPHRGSGR 

  MicFGP2 #  MQTYTAIALLSLLGITLSASAAQALESSLPMVET-ATAQYML-SAQTQQ-----------------------------KRERGPERGSGRRNLTEPNVYTHPLQDF 

  Osc7112 #  MQIYTAIALLSLLGITLSASAAQAFESPLPKLET-ATAQYML-SAQTQQ-----------------------------KGERRPERGSGRRGFTEPNVYTHALQDF 

 Osc7112-b #*  MRVYSSILMSSLLLSGTAVHAKS-LETRSTFFAQHKSDPEIL-TAVADTQTFYA----------------------DNDKDTPPERGSGR 

 Tri101 #  MQNYTPIIISFLLLLGNTSSSQALMTANELELSANFLTQHAGRGNAVNNHGDLETVPSGEGIRKKYKFFSIIPTSGQDNQDLIPHRGSGR 

 Pla126-8 #  MQTYTSLVLSVCLSVGLTTNALAAGSASNKLSDVLS-TSQLL-SARTG-----------------------------LNGPYEPDRGGGRRDFQDTTHSNDVNVQL 

 Pla126-8-b #*  MRIYSTILLSTLLVSAMTRQCLNPININLSSK---SEVVAFLATE----------------------------TSTDIDTQGLPHRGSGR 

 Pla406 #  MQTYTSLVLSVCLSVGLTTNALAAGSASNKLSDVLS-TSQLL-SARTG-----------------------------LNGPYEPDRGGGRRDFQDTTHSNDVNVQL 

 Pla406-b #*  MRIYSTILLSTLLVSAMTRQCLNPININLSSK---SEVVAFLATE----------------------------TSTDIDTQGLPHRGSGR 

 Pla15 #  MQTYTSLVLSVCLSVGLTANALAASSASNKLSDVLS-TSQLL-SARTG-----------------------------LNGPYEPDRGGGRRDFQDTTHSNDVNVQL 

 Pla15-b #*  MRIYSTILLSTLLVSAMTRQCLNPININLSSK---SEVVAFLATE----------------------------TSTDIDTQGLPHRGSGR 

 Pla407 #  MQTYTSLVLSVCLSVGLTTNALAASSASNKLSDVLS-TSQLL-SARTG-----------------------------LNGPYEPDRGGGRRDFQDTTHSNDVNVQL  

 Pla407-b #*  MRIYSTILLSTLLVSAMTRQCLNPININLSSK---SEVVAFLATE----------------------------TSTDIDTQGLPHRGSGR 

 Arth39 #  MKLNPTFGFSMLLLLGIASPAKAMELAPTTQQLESMTNQYML-SAQTE-----HHGSRSPWQGTPRRGFAETFEQTSPSESLFPHRGSGR 

 Arth39-b #*  MRLSSLIMLSGLALINLANQPKLETTATPSDSYHESIYELVQVNDNQI---------------------------PETESSPAPHRGSGRKG 

  Arth328 #  MKLNPTFGFSMLLLLGMSSAAQAMEIRPSRQQLESMTNQYML-SAQTE-----HHGSRSPWQGTPRRGFAETFEQTSPSESLFPHRGSGRANQ 

 Arth328-b #*  MRLSSLIMLSGLALINLANQPKLETTATPSESSHESIYELVQVNDNQI---------------------------PETESSPTPHRGSGRKG 

 Arth8005 #  MKLNPTFGFSMLLLLGMSSAAQAMEIRPSRQQLESMTNQYML-SAQTE-----HHGSRSPWQGTPRRGFAETFEQTSPSESLFPHRGSGRANQ 

 Arth8005-b #*  MRLSSLIMLSGLALINLANQPKLETTATPSESSHESIYELAQVNENQI---------------------------PETESSPTPHRGSGRKG 

  Lyn8106 #  MKLTIVFALTSLLFLGITSQVQAANHQSTAFLEL-ENQKYMM-SAHL-----KNNKGSDPSRGSGRRNFVENPTVNSENNSIFFGRGSGR 

 Lyn8106-b #*  MRFYTFILLFSLLSIAYADAIKGVQAASSLLIAQDSSEINCT------------------------------------TNCPDPHRGSGR 

 LynBLJ #  MKPTTIFALASLFFLGITSQVQAANHQSTAFLEL-ENQKYMM-SAQL-----KNHGSSDPSRGSGRR-FVENPTANSGDNFIFLHRGSGR 

 LynBLJ-b #*  MRFYTLILFFSLLSMASADAIKGVQAASSLLIAQDSSEINCN------------------------------------SNCPPGHRGSGR 

  Gei7407 #  MSTHATIALSSLLLLLTVLAPWQPEGRRSLTASTD--------------------------------------------SEQMDHRGSGRVSSSTPSHYLALS 

 Osc12 #  MDFLTSTLLAGVLLTISVMIPPATAQPLSANRSAWQLSPVVDVAPMHVVK----------------------------TGGQPKHRGSGRRELVNFVEPVIG 

  Lep6306 ~  MRAQTLVALFSWLIGAVAIGSYTTERFFPAASQLNA---------------------------------------PQLIPHTLAHRGSGRIETQLEQMNFLI 

  Lep2104 +  MRAQTLVALFSWLIGAVAIGSYATERFSPAAQLNASDS----------------------------------------QPQILAHRGSGRIETQFDFIQAPM 

  Lep3755 +  MRAQTLVALFSWLIGAVAIGSYATERFSPAAQLNASES----------------------------------------VPQVLAHRGSGRIETQWEYMTVPM 

  Lep6406 #  MLHKLHPTKRLVALATLGYLGVALGLSGSAILPLTANRAAEQAQHRGSGRLTSFQPTSVAESYAHRGSGRLGQEDEPEIRATVAWRGSGRISNDAAGNPQANS 

  Syn7335 +  MLNTYYYSSSRFAIAYLTGALLCYAFSILSAAGIPTGALNTL-----------------ESPRRDHNQPTAGSPEESGIGFTITHRGSGRIVPIRI 

 LepHIJ #  MRISLPVMSVAATISVFSLLTLATTAPNLLLS-------------ERGSGRIQTEHMERGSGRIGTEQTYRGSGRFNHDTVDQAYRGSGRLSA 

 ProH9006 +  MNLIGALSPLFSVQFLPIFPATPEQNSSPFPLNL-----SLF-SA--PTSTPPLAIQTLQTDISQGVPDRGSWVVRMQQGILAIQRGSGRRELALGL 

 ProH9006-b o  MAMLHSKSLIFRVPSPFSD-----------------------------------------------------------------YRGSGRREVC 
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