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Comparison of sequences of T7 and SP6 polymerases.  Tyr639 indicated by an arrow 
and the nearby fragment by a black box. 

 
T7      MNTINIAKNDFSDIELAAIPFNTLADHYGERLAREQLALEHESYEMGEARFRKMFERQLK 
SP6      ----------------------------MQDLHAIQLQLEEEMFNGGIRRFEADQQRQIA 
 
 T7      AGEVADNAAAKPLITTLLPKMIARINDWFEEVKAKRGKRPTAFQFLQEIKPEAVAYITIK 
SP6      AGSESDTAWNRRLLSELIAPMAEGIQAYKEEYEGKKGRAPRALAFLQCVENEVAAYITMK 
 
 T7      TTLACLTSADNTTVQAVASAIGRAIEDEARFGRIRDLEAKHFKKNVEEQLNKRVGHVYKK 
SP6      VVMDMLN--TDATLQAIAMSVAERIEDQVRFSKLEGHAAKYFEKVKKSLKASRTKSYRHA 
 
 T7      AFMQVVEADMLSKGLLGGEAWSSWHKEDSIHVGVRCIEMLIES---TGMVSLHRQNAGVV 
SP6      HNVAVVAEKSVAEKDADFDRWEAWPKETQLQIGTTLLEILEGSVFYNGEPVFMRAMRTYG 
 
 T7      GQDSETIELAPEYAEAIATRAGALAGISPMFQPCVVPPKPWTGITGGGYWANGRRPLALV 
SP6      GKTIYYLQTSESVGQWISAFKEHVAQLSPAYAPCVIPPRPWRTPFNGGFHTEKVASRIRL 
 
 T7      RTHSKKALMRYEDVYMPEVYKAINIAQNTAWKINKKVLAVANVITKWKHCP--VEDIPAI 
SP6      VKGNREHVRKLTQKQMPKVYKAINALQNTQWQINKDVLAVIEEVIRLDLGYGVPSFKPLI 
 
 T7      EREELPMKPEDIDMN---------------PEALTAWKRAAAAVYRKDKARKSRRISLEF 
SP6      DKENKPANPVPVEFQHLRGRELKEMLSPEQWQQFINWKGECARLYTAETKRGSKSAAVVR 
 
 T7      MLEQANKFANHKAIWFPYNMDWRGRVYAVS-MFNPQGNDMTKGLLTLAKGKPIG-KEGYY 
SP6      MVGQARKYSAFESIYFVYAMDSRSRVYVQSSTLSPQSNDLGKALLRFTEGRPVNGVEALK 
 
 T7      WLKIHGANCAGVDKVPFPERIK--FIEENHENIMACAKSPLENTWWAEQDSPFCFLAFCF 
SP6      WFCINGANLWGWDKKTFDVRVSNVLDEEFQDMCRDIAADPLTFTQWAKADAPYEFLAWCF 
 
 T7      EYAG-----VQHHGLSYNCSLPLAFDGSCSGIQHFSAMLRDEVGGRAVNLLPSETVQDIY 
SP6      EYAQYLDLVDEGRADEFRTHLPVHQDGSCSGIQHYSAMLRDEVGAKAVNLKPSDAPQDIY 
 
 T7      GIVAKKVNEILQADAINGTDNEVVTVTDENTGEISEKVKLGTKALAGQWLAYGVTRSVTK 
SP6      GAVAQVV---IKKNALYMDADDATTFTSG----SVTLSGTELRAMASAWDSIGITRSLTK 
  
 T7      RSVMTLAYGSKEFGFRQQVLEDTIQPAID------------------SGKGLMFTQPNQA 
SP6      KPVMTLPYGSTRLTCRESVIDYIVDLEEKEAQKAVAEGRTANKVHPFEDDRQDYLTPGAA 
 
 T7      AGYMAKLIWESVSVTVVAAVEAMNWLKSAAKLLAAEVKDKKTGEILRKRCAVHWVTPDGF 
SP6      YNYMTALIWPSISEVVKAPIVAMKMIRQLARFAAKRNE-------G-----LMYTLPTGF 
 
 T7      PVWQEYKKPIQTRLNLMFLGQFRLQPTINTNKDSEIDAHKQESGIAPNFVHSQDGSHLRK 
SP6      ILEQKIMATEMLRVRTCLMGDIKMSLQVETD---IVDEAAMMGAAAPNFVHGHDASHLIL 
 
 T7      TVVWAHEKYGIESFALIHDSFGTIPADAANLFKAVRETMVDTYESCDVLADFYDQFADQL 
SP6      TVCELVDKG-VTSIAVIHDSFGTHADNTLTLRVALKGQMVAMYIDGNALQKLLEEHEVR- 
 
 T7      HESQLDKMPALPAKGNLNLRDILESDFAFA 
SP6      --WMVDTGIEVPEQGEFDLNEIMDSEYVFA 
                              

 


