Supplemental Fig_S9

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

T7 MNT INIAKNDFSDIELAAIPFNTLADHYGERLAREQLALEHESYEMGEARFRKMFERQLK
SP6  mmmmmmm e MQDLHA1QLQLEEEMFNGG IRRFEADQQRQIA
T7 AGEVADNAAAKPL I TTLLPKMIAR INDWFEEVKAKRGKRPTAFQFLQE I KPEAVAY I TIK
SP6 AGSESDTAWNRRLLSEL I APMAEG I QAYKEEYEGKKGRAPRALAFLQCVENEVAAY I TMK
T7 TTLACLTSADNTTVQAVASAIGRAIEDEARFGR I RDLEAKHFKKNVEEQLNKRVGHVYKK
SP6 VVMDMLN--TDATLQA I AMSVAER I EDQVRFSKLEGHAAKYFEKVKKSLKASRTKSYRHA
T7 AFMQVVEADMLSKGLLGGEAWSSWHKEDS IHVGVRC I EML 1ES---TGMVSLHRQNAGVV
SP6 HNVAVVAEKSVAEKDADFDRWEAWPKETQLQ I GTTLLE I LEGSVFYNGEPVFMRAMRTYG
T7 GQDSET IELAPEYAEAIATRAGALAG I SPMFQPCVVPPKPWTG I TGGGYWANGRRPLALV
SP6 GKT1YYLQTSESVGQWISAFKEHVAQLSPAYAPCV I PPRPWRTPFNGGFHTEKVASRIRL
T7 RTHSKKALMRYEDVYMPEVYKA INTAQNTAWK I NKKVLAVANV I TKWKHCP--VED I PAI
SP6 VKGNREHVRKLTQKQMPKVYKA INALQNTQWQ INKDVLAV IEEV IRLDLGYGVPSFKPLI
T7 EREELPMKPEDIDMN=====—————————— PEALTAWKRAAAAVYRKDKARKSRRISLEF
SP6 DKENKPANPVPVEFQHLRGRELKEMLSPEQWQQF INWKGECARLYTAETKRGSKSAAVVR
T7 MLEQANKFANHKA 1WFPYNMDWRGRVYAVS-MFNPQGNDMTKGLLTLAKGKP 1 G-KEGYY
SP6 MVGQARKYSAFES 1 YFVYAMDSRSRVYVQSSTLSPQSNDLGKALLRFTEGRPVNGVEALK
T7 WLK I HGANCAGVDKVPFPER 1 K--F I EENHEN IMACAKSPLENTWWAEQDSPFCFLAFCF
SP6 WFC I NGANLWGWDKK TFDVRVSNVLDEEFQDMCRD I AADPLTFTQWAKADAPYEFLAWCF
T7 EYAG---—- VQHHGLSYNCSLPLAFDGSCSG I QHFSAMLRDEVGGRAVNLLPSETVQDIY
SP6 EYAQYLDLVDEGRADEFRTHLPVHQDGSCSG I QHYSAMLRDEVGAKAVNLKPSDAPQDIY
T7 GIVAKKVNE I LQADA INGTDNEVVTVTDENTGE I SEKVKLGTKALAGQWLAYGVTRSVTK
SP6 GAVAQVV=—-— I KKNALYMDADDATTFTSG----SVTLSGTELRAMASAWDS 1G I TRSLTK
T7 REVMTLAYGSHEFGFRQQVLEDT IQPAID=——————————————— - — SGKGLMFTQPNQA
SP6 KPVMTLPYGSTRLTCRESV IDY I VDLEEKEAQKAVAEGRTANKVHPFEDDRQDYLTPGAA
T7 AGYMAKL 1WESVSVTVVAAVEAMNWLKSAAKLLAAEVKDKKTGE I LRKRCAVHWTPDGF
SP6 YNYMTAL IWPS I SEVVKAP I VAMKM I RQLARFAAKRNE ——————— (eI LMYTLPTGF
T7 PVWQEYKKP 1QTRLNLMFLGQFRLQPT INTNKDSE I DAHKQESG I APNFVHSQDGSHLRK
SP6 1 LEQK IMATEMLRVRTCLMGD I KMSLQVETD--- 1 VDEAAMMGAAAPNFVHGHDASHL IL
T7 TVVWAHEKYG I ESFAL IHDSFGT IPADAANLFKAVRETMVDTYESCDVLADFYDQFADQL
SP6 TVCELVDKG-VTSIAV IHDSFGTHADNTLTLRVALKGQMVAMY IDGNALQKLLEEHEVR-
T7 HESQLDKMPALPAKGNLNLRD I LESDFAFA

SP6 --WMVDTGIEVPEQGEFDLNE IMDSEYVFA



