verA_Dmc_Q69GM4
tceA_Dmc_Q9KIPS
bvcA_Dmc_Q5YD55
cprA_Ddh_Q9XDO04
prdA_Dsp_Q3LHGO
rdhA Dha B8FVX4
pceA_Dha_Q8GJ31
cprA_Dch_Q8RQCH
cprA_Dha_ P81594
pceA_Smu_W6EQPO
Rdh_Fer_pl
Thor_ SMTZ145
Thor MP11T
Thor_AB

Thor_ SMTZ183
Thor MPS8T

Thor_ MPI9T
Thor_Baja
Loki_Baja2
Loki_GC1l4_1
Loki_GC1l4_2
Loki_Baja3
consensus

verA_Dmc_Q69GM4
tceA_Dmc_Q9KIPS
bvcA_Dmc_Q5YD55
cprA_Ddh_Q9XDO04
prdA_Dsp_Q3LHGO
rdhA_ _Dha B8FVX4
pceA_Dha_Q8GJ31
cprA_Dch_Q8RQCHY
cprA_Dha_ P81594
pceA_Smu_W6EQPO
Rdh_Fer_pl

Thor SMTZ145
Thor MP11T
Thor_ AB

Thor_ SMTZ183
Thor_ MPS8T

Thor MPI9T
Thor_Baja
Loki_Baja2
Loki_GCl4_1
Loki_GC1l4_2
Loki_Baja3
consensus

verA _Dmc_Q69GM4
tceA_Dmc_Q9KIPS
bvcA_Dmc_Q5YD55
cprA_Ddh_Q9XDO04
prdA_Dsp_Q3LHGO
rdhA Dha_ B8FVX4
pceA_Dha_ Q8GJ31
cprA_Dch_ Q8RQCH
cprA_Dha_ P81594
pceA_Smu_W6EQPO
Rdh_Fer_pl
Thor_ SMTZ145
Thor_ MP11lT
Thor_AB

Thor_ SMTZ183
Thor_ MPS8T

Thor_ MPO9T
Thor_Baja
Loki_Baja2
Loki_GC1l4_1
Loki_GC14_2
Loki_Baja3
consensus

1))
RPRRPRRRBPRRRPRRPBRRRPRRPBRERRRERRRBRERR

[2))

410
447
418
340
354
430
430
351
340
376
176
349
350
412
352
351
351
346
304
294
294
289
661

HEFKDVDD

------ ATSVM)3N - FHDLDE
AAATTMGVIEAIKA--PAKVAN
V-YAGQES

-TAEAAE

-VADAAD

AATTAMGLIEAVKSS-SQVAAA
AAATTMGVIEATIKA- - PAKVAN

------ VAASAEV-FHDIDE

-UYVKTDLC-DSSKCTIECLGACQQ -SIQE-N
-UYVKSNLC-DSSKCDFECLYACQ -SIQQDN
LIUFVRTDTC-DPSSCNHECLDAC -SFQEGP
-UIQVLEDLC - KPDKCDRECVEACIQ -RFADGD
-UYTSKTLC-NPQVCKYECRTACSQ -GFGKES
-UYTSKTLC-NPQVCKYECRTACSQ -GFGKES
-VIIDKDLC-DPRKCNQACVVACQE -IYTQGA
FIOINKNQN - - - - - - = = - = = = - mm - - m oo mm s m - s - - s m - m s - s m - - mm s mm s
111:4:9.N] o B A I
m i rr £ k g lkg pl a

cluster (Thor 3)

RFKYAHSI- - PMDPCSCIAMPLFTE\YEARIQOQ|IACIANEYSMG - - G[§VEAWGPGSAFGNL
RFKREJLGW - - SLDEA\SSMIAMPQ NGGRVQTJJLKAINeMOGLG - - GDVAMWGPGGAFGVM
TMWABJTGYDGIBGLEMSMQSMFTSGCIAVIMEKYIRNTINEAAOWARXHHAKIYYEA - IMPVCIMA
MLKYAJYTT - - LEYEINT VG T ENJQIENE S A GKMENEIZNRAGIAENSWAT P - - MIEAWA S - IFSASLT -\
YRINAIESV - - LQGLYAPGK SMEININIG E\YA Y KVIASIFLINE I [eNANWAV P - - S[EANT G - MEAAZ TV Q

RTSPSV--IESATVGKSYSN ENYAYKIINVIGLIAK NN YINA P - - [S\BIT G - TERAIMINV O

LNKRTGGI---AGHGSYTVYKDFHREGTLVQMFIKYLGYHALY--WPIGWG-PGGCFTTF

TTLABTGYDGIBGINQSFKEMHATGNTIAV IINNQ YERININeASNWARAHHARNYGA - VMPIA VA
TMWABITGYDGIFGLEMSMKSMFTSGCIAV IAKYIRNTINEAAFNARAHHAKINYEA - TMPVCIMA

MMQEYAJYNS - - MACINTTAF CPpREICMFDMWIMIC Qg Y M{ed4YINT P - - SCNIGVG - QRAYAFE\VE
QGD IAF[ENEFIFNI A G SIFAEIGL A e

IN- - - = - = = - a - - -

ENNAUNSIYS F - - TEISEVTAL(EN4s T
SEVATALCNEITRVNAT EV EINFEAA IO RIFENANFNT T - - [(eNI]V S -
SJAAMCEINGY SEIMA F ViHENAL AENF T{ONL G

ai tspgw sgaasgigY¥skmafv v la fir 1lGynal cgndmg lsvpiaid

QVEJGGVHQEDEREYIDS - - - GNWWJVQEYLGYRTHWSGEH - - - - - - - - -
=T OFNiS HE - G}gRYDS - - - PHWDCV S[¢]Y E GJH L] Y HfXd
[SEININS0 VG - PRO[fSN - - - NRWDJJTEJ¢/Y LGYRLNWGR[d

(O3 3S]FE SIS KDISDIESDKV - - - ACAEMNIZEMESSIA QYN TWT®L N Q|JV E
(A QLSS HVIADIFWVLQPEDCTPEIENIY TEISUQ FINSQR[®ML S|3FAY

(33510 SENYY GISE QN S(e) - - 23R[EY GIANVD
(3330 SINY Y GIMEQ S|JS[e - - WD S[&Y GIaiID
(633510 SENYY GIME QUNUE e - - S EY GIANUVE
(33510 SRS GTLRNYA e - - IHT (&Y GIANUMD

(G3SIK SERYF GISERINT. K(&) - -
(SI3SIK SENYF GISERINL K€ - -

RITEY GIalI E
24TEY GIANI E

(323510 SENYY DINE Q S|QK{e] - - (Y DIV Q
(¢ EVNLUNYE EPANEGEINR - - - QSIS EA LISYNQYN|JAASF EldYVENS -
E K Clali IEWNS -

OETKENITEERE|YS FK[e]- -
[ETNERYS KEVQIES FK -NNIENWSEIISAYNMTHAIRASE E

@D FGLENSNNDSIRNYQOP - - - YSKEWWSETISSRAPAEALSY D G
Cpsqgaip ekeptw g tvsnnpgmkkwyvdvekCy fwveng

sdcgnCiksCpy

cluster 2

vcerA_Dmc_Q69GM4
tceA_Dmc_Q9KIPS
bvcA_Dmc_Q5YD55
cprA_Ddh_Q9XD04
prdA_Dsp_Q3LHGO
rdhA_Dha_ B8FVX4
pceA_Dha_ Q8GJ31
cprA_Dch_Q8RQCH
cprA_Dha P81594
pceA_Smu_W6EQPO
Rdh_Fer_pl
Thor_ SMTZ145
Thor_ MP11T
Thor_AB

Thor SMTZ183
Thor_ MPS8T

Thor_ MPO9T
Thor_Baja
Loki_Baja2
Loki_GCl1l4_1
Loki_GC1l4_2
Loki_Baja3
consensus

vcerA_Dmc_Q69GM4
tceA_Dmc_Q9KIPS
bvcA_Dmc_Q5YD55
cprA_Ddh_Q9XD04
prdA_Dsp_ Q3LHGO
rdhA Dha B8FVX4
pceA_Dha_Q8GJ31
cprA_Dch_Q8RQCHY
cprA_Dha_ P81594
pceA_Smu_W6EQPO
Rdh_Fer_pl
Thor_ SMTZ145
Thor MP11T
Thor_ AB

Thor_ SMTZ183
Thor_ MPS8T

Thor MPO9T
Thor_Baja
Loki_Baja2
Loki_GC1l4_1
Loki_GC1l4_2
Loki_Baja3
consensus

LVSSEANS - - - === === s m-msmmsmooem oo

LLSAGKAL - - - == -=---=sm-msmommmoaeoaa

VISAASAET

AAETMNYV - - - - = s - msmmmmmmmmoomooooooeo

ESATIVNF - - - - = s - - s s - mmmmmmmoamooae o oae oo

ITAPIRE - -« - - - - - mcmmmmmmmm e oo oo oo

IVAPITE - ----=---=---=--csm-csmmosmmamoanoanoo

ATDTLNYV - - == s s mmmmmmmmmm o oae oo aan s

AAETLNYV - -5 - s s mmmmmmmm oo e m o m oo

TRQQFAM- = = == === === - s s s o msmoosoo oo

RYPIINLEKCTRCLACVRDCPLGAIVIN- - - -QMPHKSA-QLSEIGVNKTTEY CEFIDL]- -

SQPKINHETCTKCLSCIRECPLEAIIIE- - - -ERQVEDS - KPSRMRTFRMTGYF)R4ON - -

DHPVINLETCTVCLACVRVCPLDAIKAE- - - -RATTEGPIDAVEASAFHVSDYV)REN - -

RFPTIENG-CTICLACVRECPYGAITSSFADGHLKRRNV- GARGHRRPRIM - LRIBYEA - -

LYPVIDEGTCTECLACVRACPLNAISIS----EHPDTFPEPIPPPPVAPISSERIMEN- -

LYPVIDEGTCTECLACVRACPLNAISIS- - - -EHPDTFPEPIPPPPVAPISSERIMMENY- -

HALTYNLGRCTECLSCLRACTKGAITAS- - - -KISTKKT- SASSEHDSELS - TH)EN - -

-------------------------------------------------- QKEY)R4KT - -

------------------------------------------------------- MAT - -

------------------------------------------------------- MET - -

------------------------------------------------------- MEL - -
m t py v

cluster (Thor 4)

D[EQ[EIIO[ERIT[E - AAMHWKF[ElS S QRIG S ERY I I ART PR -
SO SIRVS - STIEIYRMESNTKGS LRM| IR AA YT |9 -
S[ESIO[IIAA - NEMS)IKP{e]SATKGSNRLV CiBzM VT4 -

KVLTD
KVLTD
KVLTD

HLLIENSYYGPREARIA
LLIENSYYGPRERIA
LLITKEYGPRVR!A KL TD
LLETPEFGPRVRIA K T IR SHINIINTKIFT EKLKKY[®KN
LLITPIHYGPRVRI[GEIKV TDLPLISDEVNKDFIHKEENFCKR
CIGLGIWMGRIMGRLLITPIH3IGPRVR I[6K UIMSAT SPREINE KT NKIAE)HSK
LYeAT [e3T(e - TIMpRINKD FegN TN C - RQAREMIFAE EBIEIYD TDIFTNKIND T[6T N{¢QR[&:\D A
aGlge gR g llitp yGprvria kvltdlplvpdkp f gvlefCktC kCad

cluster 1

Aminoacids binding to chlorinated compounds
Corronoid binding sites

conserved Fe-S cluster binding sites



