Fig. S3. Structure based sequence alignment of OafB, OafA and closest structural homologues. Residues
conserved in >50% highlighted blue, catalytic and oxyanion hole residues are indicated by an arrow.
Abbreviations and details of sequences used in methods section.

OafB-S.PA 334 .EKPLRNSRSKYIT...... ATLL.TLSVFGTGLIGAFIFHINGVKDR....... 373
OafB-S.Tym 334 .EKPLRHSRKKSIT...... TIIL.AVVVFGSGIFGIVTYSMNGIKER....... 373
OafA-S. Tym 325 .ENTLRKRVK.......... LQFN.IVLFSSTLALCLFVMFTKGVSFR....... 360
OafA-H.inf 345 L.EQPIRKS........... KLNFK.QSFLYIYFIPSLLLLGF............. 373
OatA—S.pne 347 . .EPWIAGKNTPIVQTLRPLPYIH.AILAAGTGILTIIVCTVTLLAPQ....... 391
OatA-S.aur 357 .ETPIRKKGFKAFAFLPKKKGQFARTVLVILLLVPSIVVLSGQFDALGKQHEAEK 410
Ape1-N.men 1 GSLPVASVSLDTVTV..SPSAPYT................ DTNGLLTD....... 30
TAP1-E.col 1 e MMNFN.NVFRWHLPFLFLVLLT.............. 21
RGAE-A.acu 3 -1
5B5S-T.cel 5 -1
2VPT-C.the 5 -1
OafB-S.PA 374 ...... EINKSAGEYASVTDVY.NYYKYGELLRGGICHSVQ..LTAAISNGCIKN 419
OafB-S.Tym 374 ...... SVNKSAGEYASVTNVY.DYYKYGELLRGGICHSVL..LKDAISNGCIKN 419
OafA-S. Tym 361 ...... FSDTLKQ.VVEYRMDN....... SPWRPDICFLNPDQDYSAFSKCQDKM 401
OafA-H.inf 374 ....... NLYKRQ.TIRAEKEHIEQSI....... ... .. ... PVSNENH 399
OatA-S.pne 392 ...... VGAFETDLTVNGLKQAATNIGQTK............. VMAERADANSLG 427
OatA-S.aur 411 KEKKTEFKTTKKK.VVKKDKQEDKQTA. .. ..... ... ... NSKEDI 442
Ape1-N.men 31 ..., YGNASASPWMKKLQSVAQ . . . o vt i it e e e e e e e e e e e e GSG 51
TAP1-E.col 2 e e e e e e e e e e e e FRAA 25
RGAE-A.acu L e -1
5B5S-T.cel L e -1
2VPT-C.the 5 K 1
1
OafB-S.PA 420 GKHNpRFTENEDISIYEWNA . . . . ... .. LFNGSH.YIDNKSD ............... 449
OafB-S. Tym 420 SRNNpRFIEREDISIYIWNA . . . . ... .. LYNGJESS.YIKNNNEK............... 449
OafA-S. Tym 402 TEKSFVVWEISHIWAH. . ....... LMPGIBKSVFGNS . . . . .. . i i e e e 428
OafA-H.inf 400 YPAKVIILEISHSSH......... LEAFIENYVG. NKEWK ............... 429
OatA-S.pne 428 IADGTMLVLRANT ...... ALQTAL . ... . e e 451
OatA-S.aur 443 KKSSPLLENEDIIVMVD. . ....... IGNVFTKKI. .. ... ... 466
Ape1-N.men 52 ETFRLQHTGDF ....... FTDSRKRLQKTWDGGIGWVYPANVKGQRM 99
TAP1-E.col 26 AADTLLIL[ESLSINGYRMSA.SAAWPALBNDKW. .. .QSK............... 60
RGAE-A.acu 1 . .TTVYLA[EDEITMINKNGGGSGTNGWGEYBASYLS. . ... . .. it ii i 32
5B5S-T.cel 1 .MVKVMLLEDSIITEITC....... WRPLVW.EQITSA[@ELAG.............. 32
2VPT-C.the 2 TIIKIMPVCTEGMGGGE MGSYRTEIYRRLLTQALS ............... 40
OafB-S.PA 450 ... .. YLD S . o et e 453
OafB-S. Tym 450 ... ... .. YV LS . o e e e e e e e e e e e e e 453
OafA-S. Tym 429 ... ... .. 0 432
OafA-H.inf 430 ... .. .. ) 433
OatA-S.pne 452 ... ... PGAR . e et e e 455
OatA-S.aur 467 ... .. ... PNAQ . o o e 470
Ape1-N.men 100 AAVRHNGNWQSLTSRNNTGDFPLGGILAHTGSGGSMTLTASDGIASKQRVSLFAK 154
TAP1-E.col 61 ........ TSV . o et e e e 64
RGAE-A.acu 33 ... .. ATV e e 35
5B5S-T.cel 33 ..., SVDFVG.SMNDLQPNCSRP . . . . . ittt e e e et et e e 50
2VPT-C.the 41 ... ... .. IDFVGSSQRRSGP . SSS. .. .. i i e e 56
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