
araM_Bac_su 59 RIAGIDLENRLNQEGFQAECLIIPENEAGDVTADERSLIHVLIHTKQPTDVMIAVGSGTI
egsA_Arc_fu 44 NLVVVNLKETLKD--FEYDMMLVESAKMEEARKIVLRG------GFADYDAVVGVGGGKV
egsA_Pyr_ab 43 KIAGESVKKAIRDE-FDVYSITVKKAHIGEVEKVEAKI------RDYNIKWAIAVGGGSI
egsA_Aer_pe 48 SKYFERLRASLEAEGLTVGLKIIRDATVETAEEVAREA------LESRIEVVAGLGGGKS
egsA_Met_th 45 QIAGEAAIESLQAEGFEVDQVTVDDATMASVRNVQDGL--------DGVSVVLGVGGGKV
egsA_Sul_so 47 KKIADKVIENLPKD-AKYEVVEIDSATLDDVYMVEEVI------KRISPSLLLGIGGGKV
Loki_GC14_Frg 12 NPTTNNINAGVDMG------------------------------ELNNVDVILGVGGGSS
Loki_Baja1 31 ELLKPHVINDPSKIILNRSM---DIAHLEQLYSSLKK-------TIEESYSIIGIGGGTS
Loki_Baja2 32 EILEPKITTTPKFVVYNNNM---ALSHLEELYKSLRK-------FIKKDFSLIGIGGGSP
Loki_Baja3 32 EIIKPKLSKFPIKTIFNKYM---DINHLRLTYNNSEA-------IIEDSIAIVGIGGGTA
Thor_Baja 39 ERYQQHLEDVTGTC---------PAWIMAPNNSTDQ--------VPEKADIIVGFGGGRS
Thor_AB 39 SEYSQLLESAIGKP---------CRWLMASTYRADTNT------VLGNVDIVLGFGGGSS
Thor_MP11T 39 TEYAKRLETAIGKS---------CRWLIASTYRANTNT------VLGKVDIVLGFGGGSS
Thor_MP8T 39 SQYSTTLEEIVERP---------CKWIMGSAYPKNSPF------SIGDVDIVIGFGGGAS
Thor_MP9T 39 SQYSTTLEEIVERP---------CKWIMGSAYPKNSPF------SIGDVDIVIGFGGGAS
Thor_SMTZ145 39 AEYADRLETVIGRQ---------CRWLMASTYRANTNT------VLGKVDIVLGFGGGSS
Thor_SMTZ183 39 STYKEEVEKLMGQE---------QTWFMVSEYQSGVPP------ALLEKDIILGFGGGRS
Thor_SMTZ45 39 AAYREIVEDFMGGE---------VTWLLVSEYEKGKFS------KASGKDIILGFGGGRS
consensus 61 iy erlee l ke wimgs y l vdivlgfGgGts

araM_Bac_su 119 HDIVRFAA------FQRDLPFISYPTAPSVDGFTSAGAPIILYGTKTTIQTKAPSALFAD
egsA_Arc_fu 96 LDVSKVVS------SELNASMISVPTTASHDGIASPVASFKENGKPISISTNPPSAVIAD
egsA_Pyr_ab 96 IDVTKLAS------YRSGIPFISFPTTASHDGIASANASIRGIEAKTSIKARPPIAVIAD
egsA_Aer_pe 102 IDVAKYAS------KRAGSVFVSIPTVASHDGITSPFSSLKGFDKPISRPAKAPEAIIID
egsA_Met_th 97 IDVAKMSA------TLEGLHFISVPTAASHDGIASPRASIRNGEGTASLEASSPIGVIAD
egsA_Sul_so 100 IDVTKYAA------FRNSLEFVSIPTSPSHDGITSPFASIKGLQKPVSVKAKEPLAIIAD
Loki_GC14_Frg 42 IDVAKCISVGI--MGDIAKNTFHLPDYANH-GIVPTAKDV--------------------
Loki_Baja1 81 CDTAKYLSWRFKKDMGMDLDLILMPSIISVDAFLCSSIAVRSDNKVNYIGESTPKKIIID
Loki_Baja2 82 CDTAKYIAWKMANESKKKVDLFLMPSIISVDAFLCSSIAVRVNGKVNYIGESAPEEILVD
Loki_Baja3 82 CDTAKYLTWKSKKQGHTDIDLILIPSIISVDAFLCSSIAVRDNNKVNYIGDSYPEKILID
Thor_Baja 82 LDTAKLFA------RDYDIDWISVPTAASHDGIASDVASVSHNGYRYSEKCKSPIAVVAD
Thor_AB 84 LDVAKLIS------RDTGIDWISIPTAASHDGIASEVASVSHNGYKYSEKCKGPLAVLAD
Thor_MP11T 84 LDVAKLIS------RDTGISWISVPTAASHDGIASEVASVSHNGYKYSEKCKGPLAVIAD
Thor_MP8T 84 LDVAKLIA------RDTDLDWISVPTAASHDGIASEVATVSHDGYRYSEKCKSPIAVIAD
Thor_MP9T 84 LDVAKLIA------RDTDLDWISVPTAASHDGIASEVATVSHDGYRYSEKCKSPIAVIAD
Thor_SMTZ145 84 LDVAKLIS------RDTGISWISVPTAASHDGIASEVASVSHNGYKYSEKCKAPLAVIAD
Thor_SMTZ183 84 IDTAKLLA------RDTGLNWISVPTAASHDGIASDVASVSQNGYRYSVRCKSPIGVIAD
Thor_SMTZ45 84 IDTAKLLA------RDTSLDWISVPTAASHDGIASDVASVSHNGYRYSEKCKSPIGVIAD
consensus 121 lDvaklia rdtgldwisvPtaashdgiasdvasvshngykysekckspiaviad

araM_Bac_su 173 LDLLKAAPQSMVAAGFGDMLGKITSLADWEISRHLAGEPYSPAGAKIVQEALAACIEHTE
egsA_Arc_fu 150 LNIIKNCPIRLLRSGYGDLVSNISSVKDWQLARDLVGEDYNEVAASIAVMPAQLMVSKAD
egsA_Pyr_ab 150 IEVIKTAPRRYLAAGVGDVISNITAVRDWKLAHKLKGEYFSEYAAALSLMSAKMVIRDAE
egsA_Aer_pe 156 VDVIAEAPRRYNIAGFGDLIGKYTAVLDWRLAHKLRLEYYGEYAASLALLSAKHVSQYAE
egsA_Met_th 151 TEIISRAPFRLLASGCADIISNYTAIMDWKLAHRLLNERYSESAAALSLMTAKMIIKSAD
egsA_Sul_so 154 IEILSLSPRRLINAGIGDTIGKIIAVRDWKLAAKLRGEYYGDYTASLALMSAKHAFQCTK
Loki_GC14_Frg 79 MDLLKNFRRRY-------------------------------------------------
Loki_Baja1 141 YNLIQKAPKYLNRAGVSDTISITSALGDWKLAHSENNEPFDQKIFAQAITIAKDLMNARN
Loki_Baja2 142 YELIKKAPKFLNRAGVSDTISITSALGDWKIAVKENNDNFDQSVFNRAREIAKDLMDART
Loki_Baja3 142 YELIKSAPKFLNRAGVSDTISITSALGDWLISRKQTNERFDKTVFNEAKKIAIDLMDARN
Thor_Baja 136 IDIIEQAPDILRKAGTGDIICKISSLAEWRLAHEHNGENLQEPVFEMVESALNEVLK---
Thor_AB 138 TSIISRAPPRLRLAGLGDIICKTSSLAEWKLAHEVKNESFDDEVYSIVRKALDSVLA---
Thor_MP11T 138 TSIISKAPPRLKLAGLGDIICKTSSLAEWKLAHEVKDEPFDNEVYTIVKKALDSVLV---
Thor_MP8T 138 ISIISKAPPKLKLAGLGDIICKTSSLAEWKLAREVKDEAFHQEAYDLVYNSLTTILK---
Thor_MP9T 138 ISIISKAPPKLKLAGLGDIICKTSSLAEWKLAREVKDEAFHQEAYDLVYNSLTTILK---
Thor_SMTZ145 138 TSIISKAPPRLKLAGLGDIICKTSSLAEWKLAYEANDEPFNDEVYTIVKKALDSVLV---
Thor_SMTZ183 138 LSVIEKAPPSLTLAGIGDIVCKSSSLGEWRLAHEERNEPFEKRVYALVESALESVLQ---
Thor_SMTZ45 138 LSIIEKAPPKLRLAGIGDIVCKASSLGEWRLAHARNDEPFDQRVYSLVKSALESVLQ---
consensus 181 lsiiskapprlrlagvgdiicktssladwklahelk e fde vyslv al svl

araM_Bac_su 233 DIAMKTETGIRVLMESLLVSGLVMLALDHSRPASGGEHHISHWIEMELMEKKRPQILHGA
egsA_Arc_fu 210 ELDLTLPPHLLMLLRGLIMSGVAIAFVGSSRPASGAEHKFSHALDYLGYGN----GTHGE
egsA_Pyr_ab 210 IIRLGNDEGVRKVIKALISSGVAMSIAGSSRPASGAEHLFSHALDLLLDKP----ALHGE
egsA_Aer_pe 216 EIALGTREGYRVLLEALVSSGVSMCIAGSTRPASGSEHLFAHALHIVARNK----PLHGE
egsA_Met_th 211 AIKEGLEESARLAVKSLISSGIAISIAGSSRPASGSEHKFSHALDMIAPKP----ALHGE
egsA_Sul_so 214 IINKDIKYGVRMLMEALISSGVAMGMAGSTRPASGSEHLFAHAVELIHPEG----ILHGE
Loki_GC14_Frg 90 -------------------------------------------------------PLHLS
Loki_Baja1 201 EIKDVTRRGIKALVDGFVREVALCSQWGNARPEEGSEHFLAYCIESITHSH----YIHGQ
Loki_Baja2 202 EIKKVSDKGIKSLVQGFYNEVKLCEEWGNARPEEGSEHFLAYCLESITKKH----YIHGN
Loki_Baja3 202 KIRDVSEEGIKALIEGFFREVDLCEKWGNARPEEGSEHFLAYCIESITHDH----YIHGQ
Thor_Baja 193 ------NDSLETLILAEINSGKAMNIAQSSRPCSGTEHAISHAMDRRCQN------LHGI
Thor_AB 195 ------DDSLENLISAEIDAGRAMSIFGSSRPCSGTEHAISHAMDRSCSE------LHGL
Thor_MP11T 195 ------DDGLETLIRAEIDAGRAMSIFGSSRPCSGTEHAISHALDIVCAD------LHGL
Thor_MP8T 195 ------DDSFEALVRAEIDAGRAMSLAGSSRPCSGTEHAISHAMDRIQSD------LHGL
Thor_MP9T 195 ------DDSFEALVRAEIDAGRAMSLAGSSRPCSGTEHAISHAMDRIQSD------LHGL
Thor_SMTZ145 195 ------DDSLETLISAEIDAGRAMSIFGSSRPCSGTEHAISHALDRVCAE------LHGL
Thor_SMTZ183 195 ------DEGLEALVRAEIDAGRAMSIFGSSRPCSGTEHAISHAMDRQCNE------LHGL
Thor_SMTZ45 195 ------DERLDTLVRAEIDSGRAMTIFGSSRPCSGTEHAISHAMDRGTTE------LHGL
consensus 241 i degle lvraeidsgramsiagssrpcsgtehaishaldri e lHgl

araM_Bac_su 352 DEIGVGQDSVKNAFRHAHTL---RD-RCTGLR--IINENKTLINHGLYE------
egsA_Arc_fu 304 KEIGLTREQVIEALMLATKL--RKK-RFTILE--AVKPTKEEFELVVEKTGVA--
egsA_Pyr_ab 299 YELGIDPEIIIEALTIAHKI--RPE-RYTILG--KEGLTREAAEKAAKITGVI--
egsA_Aer_pe 305 KELGVEDDEVVEALTIAARI--RPE-RYTILG--EKGLTREAAEALARKTGVI--
egsA_Met_th 300 AELGIDPEYIIEALTMAHNI--RRE-RYTILG--DRGLTREAAERLAKITEVI--
egsA_Sul_so 303 KDLGLSDEEVIKALTIAHTI--RPE-RYTILG--DRGLTWSSAEKIARVTKIID-
Loki_GC14_Frg -------------------------------------------------------
Loki_Baja1 294 NSLSISSDILRSALKKIQTYVKKENLMYSIYNSPRLELNTPKIEETIRFITKI--
Loki_Baja2 295 EEQNISYASLQKALLKVQDYVVSEDLFYSIYNSPQLILSEEKVEEIINFVKSL--
Loki_Baja3 295 QSNKIPLEVLREALNSVEKYVKNENLMYSIYNSPNLKLDDKKIDEIIQFIKTI--
Thor_Baja 280 AEMNMSRKLFLDDIHHALKIMKKRN-RYSVFE--HLDAKDDDILRACKNLNY---
Thor_AB 282 SEMKISTEQFIESIHQGLNIMKKRN-RYSVLT--HLDVDDSSLRSIMVELGY---
Thor_MP11T 282 SEMNITEGQFIDSIHHGLSIMERRK-RYSVLK--HLDVDDASLKSIMRDMGY---
Thor_MP8T 282 EGMNSSMSAFLEDIDHALKIMKKRD-RYSVLE--HLNVDTANLTKTLRDLGY---
Thor_MP9T 282 EGMNSSMSAFLEDIDHALKIMKKRD-RYSVLE--HLNVDTANLTKTLRDLGY---
Thor_SMTZ145 282 SEMNINEEQFIESIHHGLGIMERRK-RYSVLK--HLDVDDTSLRSVMRDLDY---
Thor_SMTZ183 282 GDLSLSESQLLDHIQHGLDIMQRRD-RYSVLE--HLAVENTDILETLVTLEYYNE
Thor_SMTZ45 282 DDIGISADQFLDYVNHALDIMNRRN-RYSVLQ--HQGADDTQILKTLKVLKYL--
consensus 361 eigis e fieal halkim rrd rysil hl lde iehvlr lgyi
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