AroA S22 MSAPKDRITLPPKDAARTNMTCHFCIVGCGYHVYKWPEQSEGGRAPEENALGQDFRQQOLS 60

AroA_SY8 MSAPKDRITLPPKDAARTNMTCHFCIVGCGYHVYKWPEQSEGGRAPEENALGQDFRQQLS 60
AroA_Afae ~GCPNDRITLPPANAQRTNMTCHFCIVGCGYHVYKWPELEEGGRAPEQNALGLDFRKQLP 59
AroA Hars MSKNRDRVALPPVNAQKTNMTCHFCIVGCGYHVYKWDENKEGGRAANQNALGLDFTKQLP 60
AroA Bmul MATNKDRVALPPVQAQRTNLTCHFCIVGCGYHVFKWPENTEGGRAPNQNALGLDFRKQLP 60
T R T i T S R I P T
AroA_S22 PFAITLTPAMTNVITQRDGSRHNIMIVPDKECVVNGGLSSTRGGRMASYMYTPDG-DGKA 119
AroA SY8 PFAITLTPAMTNVITQRDGSRHNIMIVPDKECVVNGGLSSTRGGRMASYMYTPDG-DGKA 119
AroA Afae PLAVTLTPAMTNVVTEHDGARYDIMVVPDKACVVNSGLSSTRGGKMASYMYTPTG-DGKE 118
AroA_Hars PFATTLTPAMTNVITAKNGKRSNIMI IPDKECVVNQGLSSTRGGKMAGYMYARADG-MTAD 119
AroA Bmul PLSIVMTPAMQNTITDKDGRRYNIMVVPDKACSVNRGLSS’I‘RGGQLAKVMYSPDGGVAKE 120
TS o S A T S T S S I T P e
AroA S22 RLSQPRMYAADQWVDTPWDKALALYAGLLKKVLDNDGPEGIVFSCFDHGGAGGGFENTWG 179
AroA_SY8 RLSQPRMYAADQWVDTPWDKALALYAGLLKKVLDNDGPEGIVFSCFDHGGAGGGFENTWG 179
AroA_Afae RLSAPRLYAADEWVDTTWDHAMALYAGLIKKTLDKDGPQGVFFSCFDHGGAGGGFENTWG 178
AroA Hars RLKYPRFYAGDOQWLDTSWDHAMAIYAGLTKKILDQGNVRDIMFATFDHGGAGGGFENTWG 179
AroA Bmul RLRSPRVYLADOQWMDTSWDDALALYAGLAKKILDRDGPSGLAFDCFDHGGAGGGFENTWG 180
¥ % Bkl ke X R Rk GRS RS BR kL. o Lo PR T T I I S
AroA_sS22 TGKLMFTALQTPMVRIHNRPAYNSECHATREMGIGELNNAYEDAELADVLWSIGNNPYES 239
AroA SY8 TGKIMFTALOQTPMVRIHNRPAYNSECHATREMGIGELNNAYEDAELADVLWSIGNNPYES 239
AroA Afae TGKLMFSAIQTPMVRIHNRPAYNSECHATREMGIGELNNAYEDAQLADVIWSIGNNPYES 238
AroA_ _Hars SGKILMFSAIQTPTVRIHNRPAYNSECHATREMGIGELNNSYEDAQVADVIWSIGNNPYET 239
ArocA_Bmul TGKILMFTALKTPLVRIHNRPAYNSECHATREMGIGELNNSYEDAELADVIMAIGCNSYET 240
P e T P S N
AroA S22 OQTNYFLNHWVPNLYGQTVEKKKARFAGEDLPDTRIVFVDPRDTPSIAIARQIVGKDRLLH 299
AroA_SY8 QTNYFLNHWVPNLYGQTVEKKKARFAGEDLPDTRIVFVDPRDTPSIAIARQIVGKDRLLH 299
AroA_Afae QTNYFLNHWLPNLQGATTSKKKERFPNENFPQARIIFVDPRETPSVAIARHVAGNDRVLH 298
AroA_Hars QTNYFLNHWLPNLNGSTEEKKKQWFAGEPVGPGLMIFVDPRRTTSIAIAREQTA-KDRVLH 298
AroA Bmul QTNYFLAHWMPNLQGQTLDKRKQRFPGESIEAARIIFVDPRRTTTVAIAEHIAGKQNVLH 300
B T T T R ok P DL

AroA S22 LAIEPGTDIALFNGLFTYVVDQGWIDKPFIKDHTSGFDEAVKTNRMPLDECSKITGVPVE 359
AroA SYB LAIEPGTDIALFNGLFTYVVDQGWIDKPFIKDHTSGFDEAVKTNRMSLDECSKITGVPVE 359
AroA_Afae LAIEPGTDTALFNGLFTYVVEQGWIDKPFIEAHTKGFDDAVKTNRLSLDECSNITGVEPVD 358
AroA Hars LDINPGTDVALFNGLLTYVVQQOGWIAKEFIAQHTVGFEDAVKTNOMSLADCSRITGVSED 358

ArcA_Bmul LDIEPGTDIALFDGLLTYVVDQCWHDKAFIAAYTNGFDDAVRTNRLSLDETSRITGVSVE 360

R A

AroA_ S22 DLKKAREWSYKPKKTGQLPRTMHAYEKGIIWGNDNYVIQSALLDLVIATHNVGRRGTGCV 419
AroA SYB DLKKAAEWSYKPKKTGQLPRTMHAYEKGIIWGNDNYVIQSALLDLVIATHNVGRRGTGCV 419
AroA Afae MLKRAAEWSYKPKASGQAPRTMHAYEKGIIWGNDNYVIQSALLDLVIATHNVGRRGTGCV 418
AroA_Hars KLRQARAEWSYKPKAAGKMPRTMHAYEKGIIWGNDNYNIQSSLLDLVIATQNVGRRGTGCV 418
AroA_Bmul RLKQAADWAYKPKASGHRPRTMHAYEKGIIWGNDNYLIQSALVDVVLATHNVGRRGTGVV 420
Kok ks Foak kE k2 ki Ak F kR KE K Ak FF A A FF ok KAk g ko ok ik gk ok KA K kE KA F
AroA 822 RMGGHQEGYARPPYPGDKKIYIDQELIKGKGRMMTWWGSNNFQTSNNAQALRVAVLKRAAR 479
ATroA_SYB RMGGHQEGYARPPYPGDKKIYIDQELIKGKGRMMTWWG SNNFQTSNNAQALRVAVLKRAA 479
AroA_ Afae RMGGHQEGYTRPPYPGDKKIYIDQELIKGKGRIMITWWGCNNFQTSNNAQALREAILQRSA 478
AroA_Hars RMGGHQEGYVRPPHPTGEKIYVDQEI IQGKGRMMTWWGCNNFQTSNNAQALREVSLRRSQ 478
AroA Bmul RMGGHQEGYTRPPYPGNTKIYVDQEIIHGKGMMYTAWGANPFQTTLNAEEHRAVILHRAG 480
e i i T I S S PR e
AroA s22 IVKEAMOKARGASTEELVDI IYAATQ-QGGLFVASINLYPTKLAEAAHLMLPAAHPGETN 538
AroA SY8 IVKEAMOKARGASTEELVDI IYAATQ-QGGLFVASINLYPTKLAEAARHLMLPAAHPGETN 538
AroA Afae IVKOQAMOKARGATTEEMVDVIYEATQ-NGGLFVTSINLYPTKLAEAAHLMLPARHPGEMN 537
ArocA Hars IVKDAMSKARGASAAEMVDIIYDATS -KGGLFVTSINLYPTKLSEAAHLMLPAARHPGEMN 537
AroA_Bmul IVREAMSRERGASTAQLVDVAYDAVKNKGGLFFTNINLYPTKLAEAARHLMLPAARHPGEMN 540
FK pogkk e HEEw o nokks K KoL s kR R K kKRR IEFRE kA RA AR EF R kR kE K
AroA S22 LTSMNGERRIRLSQKFMDPPGERAQADCLIAARIANTLKAMYEKEGNSKMVDRFSGFDWKT 598
AroA_ SY8 LTSMNGERRIRLSQKFMDPPGERAQADCLIAARIANTLKAMYEKEGNSKMVDRFSGFDWKT 598
AroA_Afae LTSMNGERRIRLSEKFMDPPGTAMADCLIAARIANALRDMY QKDGKAEMAAQFEGFDWKT 597
AroA_Hars LTSMNGERRMRLSEKFMDAPGDALPDCLIAAKAANTLKAMYEAEGKPEMVKRFSGFDWKT 597
AroA Bmul L’I‘SMNGERRMRLSERFMDPPGSALPDCLIAAAIANTLKQMYEAEGKHDM}\ARFGGFDWKT 600
B P I T S R T T T
AroA_ S22 EEDAFNDGFRRAGQDGAPKIDSQGGDTGHLVTYERLAAAGNNGVQLPVQAYADGR-LKGT 657
AroA_SYB EEDAFNDGFRRAGQDGAPKIDSQGGDTGHLVTYERLAAAGNNGVQLPVQAYADGR-LKGT 657
AroA_Afae EEDAFNDGFRRAGQPGAPAIDSQGGS TGHLVTYDRLRKSGNNGVQLPVVSWDESKGLVGT 657
AroA_Hars EEDAFNDGFRSAGQPGAEPIDSQGGSTGVLATY TLLRAAGTNGVQLPIKRVENGK-MIGT 656
AroA_Bmul EEDAFNDGFRQAGQAGVGPIDSQGGKTGNLV‘TYARLRAMGNNGVQLPAKSYEGGK LIGT 659
ok ow okk KA ow ko
AroA_sS22 EMLYTDGKFDTSDGKAHFKPAKWQGLPETVARQKKKYKFWLNNGRNNEIWQTAYHDQYNS 717
AroA_SY8 EMLYTDGKFDTSDGKAHFKPAKWQGLPETVAAQKKKYKFWLNNGRNNEIWQTAYHDQYNS 717
AroA_Afae EMLYTEGKFDTDDGKAHFKPAPWNGLPATVQQOKDKYRFWLNNGRNNEVWQTAYHDQYNS 717
AroA_Hars AIHYDDNKFDTKDGKAHFKPAPWNGLPKPVEEQKAKHKFWLNNGRANEVWQSAYHDQYND 716
AroA _Bmul EMLYTDGKFDTADGKAQFKPAKWTGLPKPVADQKAKYRFWINNGRVNEVWQTLYHDQYNE 719
Dok L FAkr ok KA kL ok AAkE K EAFF T P
AroA_S22 FAQERYPMAYIEINPDDCKELGVEASDIVEVYNDFGSTYAMVYPVPEIKRGQTFMMFGYV 777
ATroA_SYB FAQERYPMAYIEINPDDCKELGVEASDIVEVYNDFGSTYAMVYPVPEIKRGQTFMMFEGYV 777
AroA_Afae LMQERYPMAY IEMNPDDCKQLDVTGGDIVEVYNDFGST FAMVYPVAEIKRGQTFMLEGYV 777
AroA Hars FVKSRYPLAYIELNPGDAQSLGVAAGDVVEVFNDYGSTFAMAYPVKDMKPSHTFMLEFGYV 776
AroA Bmul FVRERVPMAFLELNPDDAHSLDITSGDVVEVFNDYGSTYAMAYLEPSIKRGQTFMQFGHF 779
B e T N B AP B
AroA_ S22 NGIQGDVTTDWTDRNIIPYYKGTWGNIRKVGSVEEFRRTISFKSRRFVLG 827
AroA SY8 NGIQGDVTTDWTDRNIIPYYKGTWGNIRKVGSVEEFRRTISFKSRRFVLG 827
AroA Afae NGIQGDVTTDWTDRDIIPYYKGTWGDIRKVGSMSEFKRTVSFKSRRFG-~- 825
AroA Hars NGIQGDVTTDWVDRNIIPYYKGTWGSVRRIGSIEQYKKTVSTKRRAFDNV 826
AroA_ Bmul NGIMGNVTTPWTDRNVVPYYKGTWANLRRVGDVQDFKETVSFKSRRIDVT 829

Fok ok ok gk ok ok Kk kokg sk ohk xRk K sk oaak 1 aoaoi Kk x

Figure 1. Sequence alignment of the Ralstonia sp. 22 AroA subunit. Sequence from Ralstonia is compared to the
sequences from Achromobacter SY8 (AroA_SY8; acc. no. ABP63660); Alcaligenes faecalis (AroA_Afae; acc. no.
AAQI19838); Herminiimonas arsenicoxidans (AroA_Hars; acc. no. AAN05581) and

Burkholderia multivorans (AroA Bmul; acc. no. YP 001585636).



