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multiple sequence alignment

____________ MSLKQEIETWVTALGRYDN--NEFEDALGEFDKISDT-SKILFNMGVI
____________ MSLKQEIETWVSALAQYDN--SEFDAALQEFEKIADT-SKILFNMGVI
____________ MSLKLEIETWVAALARYDN--NEFDDALGEFDKICDT-SKILFNMGVI
____________ MSLKQEIETWVAALGRYDN--NEFEEALNEFGKIGDT-SKILFNMGVI
____________ MSLKQEIETWVQALEHFDN--QEYDLALRSFAATADT-SKILFNCGVI
____________ MSLVEAISLWNEGVLAADK--KDWKGALDAFSAVQDPHSRICFNIGCM
____________ MSLAEATISLWNEGVLAADK--KDWKGALDAFTGVQDPHSRICFNVGCI
____________ MSLAEATIRLWNEGVLAADK--KDWKGALEAFSEVQDPHSRICFNIGCV
____________ MSLVETIRLWQEGVCAADG--KEWGAALKAFTAVQNPPAKICFNIGCT
____________ MALVEIMRLWSEGVAAAEN--EDWNGALKSFTSITDPRSKICFNIGCC
____________ MSFVAPXRQWDEAVACVEQ--RDPDAALRIFLSIEEKNSKIAFNIGCL
____________ MSFLDTLKQWDKASTVADR--QEFSEALEIFLSIEEPNSKIYFNIGCL
——————————— MASLGDLVRAWHLGAQAVDR--GDWARALHLFSGVPAPPARLCEFNAGCV
——————————— MSSLGDQIRDWHRGVLAVAR--EDWDSALCFFSDVREPLARMYFNRGCV
MTESSSTLHTACVPEGPQKKPGSRIVQANGDDYRKQDKRVSLVLSGHISARVLTLNLGQT
____________ MAYRELLRRWHQAALAADG--GDWDAALETLCGIEEPPARICEN----—
____________ MHYKEVVRRWHEGVVAAEG--KDYDAALRSFTAIEDPPSRIWFNVGGI
_____________ MLKQTIKKWNQSIERYES--GNVGEALTILTSIEQSTSKINYNIGVM

HATLGEHEKAVECYQRAIKLDQYLAVAYFQQGVSNFLLGDFEEALANENDTLLYLRGNTM
HATLGQHEQAVECYQRAIRLDQYLAVAYFQQGVSNFLLGDFEEALANENDTLLYLRGNQV
HATLGEHEKAVECYQRAIRLDQYLAVAYFQQGVSNFLLGDFEEALANENDTLLYLRGNTM
HATLGEHEKAVESYQRAIRLDQYLAVAYFQQGVSNFLLGDFEEALANENDTLLYLRGNAM
YATLGEHEKAVECYQGAVGLDQYLAIAYFQEGVSNFLLGDFEEALANENDTLLYLRGNTY
YTILKNMTEAEKAFTRSINRDKHLAVAYFQRGMLYYQTEKYDLAIKDLKEALTIQLRGNQL
YTILGNLPEAEKAFTKSINRDKHLAVSYFQRGMLYYQOMEKYDSAIKDLKEALTQLRGNQL
NTILENLQAAEQAFTKSINRDKHSAVAYFQRGMLYYRMEKYDLATKDLKEALTQLRGNQL
HLVLGQLAEAEEAFTQSISCDKHLAVAYFQRGTVFYKRHNHEMALKDFKEALAQLRGNQL
HLVLGDLEKAEKAFTLTIERDMHLAVGYFQRGEFVFFQRGKYSLALKDWTRAY TEMRGNQL
CLNNSDLDEAEKAFDGSIGKDEHLAVAFFQRGVTFYKKEKFEESLLDFQQAFKQLRGNQL
HLLNEDLKDAEKAFDSSICKDEHLAVAFFQRAITFYKMTRYEESLADFQQTLKELRGNQL
HLLAGDPEAALRAFDQAVTKDTCMAVGFFQRGVANFQLARFQEALSDFWLALEQLRGHAA
HILMAGDPEAALRAFDQAVTKDTCMAVGFLORGVANFQLORFQEAVSDFQLALAQLRDNAV
QLNK---PPLSQAFDQAVTKDACLAVGFLORGVANFQLERFMEALSDFQRTLAQLRDNTA
———————————— AFDETVMKDNSLAVGYFQRGFVCLQLEMYEEALSDYHMAFSHLRKNPF
YLLRGDLPRALEAYDKSLAQDPCLAVGYYQRGYLQFKLGRYEKALSDCHLALSNLRNNSEF
YIKSNNFRNAIEYFNRSVEQDKYLASSYYMRAIAHHMNGELNHAIVDYDETISKLRGHEY

IDYAQLGLMFKLYSCEVLENRGLCYIYLQQKDAGLQDLNYAVKEKVVEDHN-VIDDAIRE
IDYAQLGLLFKLYSCEVLENRGLCYIYLQQIEAGMQDLSYAAKEKVVEDHN-VIDEAIKE
IDYAQLGLLFKLYSCEVLENRGLCYIYLQQQODVGMQDLTYAVKEKVVEDHN-VIDEAIRE
IDYAQLGLLFKLYSCEVLENRGLCYIYLQOMDAGMQDFSYAVKEKVVEDHN-VIDDAINE
IDYEQLGLKFRLYSCEVLENRGLCYIYLQQIGPGMQDLEYASKEKVTPDHD-VINDAIRE
IDYKILGLQFKLFACEVLYNIAFMYAKKEEWKKAEEQLALATSMKSEPRHS-KIDKAMEC
IDYKILGLQFKLFACEVLYNIAFMYAKREEWKKAEEHLALAVSMKSEPRHS-KIDRAMES
IDYKILGLQFKLFACEVLYNIALMHAKKEEWKKAEEQLALATNMKSEPRHS-KIDKAMES
IDYKILGLRYRLFACEILYNIALVYATMENWKKAEEHLTLAMSSKSEPQHN-KIDRAMEA
IDYKILGLIFKLYSCEILHNIALTHAKEGKWAKAEESILLALSQKVELRHNTKLEKAMED
IDYTPLGLRYKLYACEVLHNIGLAQAQLGKWEKAQENLLTALSLRADAKFS—-HIDHALDA
IDYGALGLRYKLNACEVLHNIALTEAQMGHWEKAQESLVKALDYRTESKLG-IIDNALQA
IDYTQLGLRFKLOQAWEVLHNVASAQCQLGLWTEAASSLREAMSKWPEGSLN-GLDSALDQ
IDYTQLGLNFKLOQAWEVLYNMASAQCQAGLWTKAANTLVEATISKWPEGAQD-ILDIAMDK
IDYTQLGLRFKLOQAWEVLENMAAVQSQLGLWAEAACSLGDAISKGPEGARN-GLDVALGQ
IDYKQLGLRHILYAWEVLYSTAATQCRLOQQWQEARDTLEKAVVWRPEGRSA-TLALALER
IDYKQLGLRHVLFSWEAQYNMAAVLCSLGRWESAEEKLKETLQG--DGRNA-KLDWALDQ
IDYKQLGLDHKLLLAEVLEFNKALALGRAGSSVALQATQCEFSQPSDSQEFKN-QCKKIQDG

EAEG--YTVFSIPVGVVYRPNDAKVRNLKTKDYLGKARLVAASDRSNAFTGFAGSEIKNS
NAEG--YTVFSIPVGVVYRPNEAKVRNLKTKDYLGKARLVATSDANNAFTGFAGAEIKNA
EAEG--YTVFSIPVGVVYRPNEAKVRNLKTKDYLGKARLVAASDRSNAFTGFTGSEIKNA
QAEG--YTVFSIPVGVVYRPNEAKVRNLKTKDYLGKARLVAASDRANAFTGFAGSEIKNA
RAEG--YTVFSIPVGVVYRPNEAKVKNLKTKDYLGKSRVIAANRLS---TPAD-—————-—
VWKQKLYEPVVIPVGRLFRPNERQVAQLAKKDYLGKATVVASVVDODSFSGFAPLQPQAA
VWKQKLYEPVVIPVGRLFRPNEKQVAQLVKKDYLGKATVVASVVDODSFSGFAPLQPQAA
IWKQKLFEPVVIPVGRLFRPNERQVAQLAKKDYLGKATVVASVVHQDNFSGFAPLQPQSA
ILKQKLYEPVAIPTGKLFRPNEKQVAQLEKKDYLGKAMVVASVVDKDSFSGFAPLQPQAS
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MQVKPDLSYK--—-~ ELLGLVCDKLELQPEHTM--LRYKSAASGE--LVPLSAQNLEEAW
TQTSSKLPFA--—-- DLLTLISSKLQLLPSRMK--LSFKEDQDD----VLLNEENTEKAW
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PTIEFAEFETRIREKFGFQMA--LKIKMQDE----GDMITMVDQEDLDLLLMASREIARR
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-LLALHSYDSSNPEDLSFHQGDRITLLSKVN----QDWLEGEFNGNTGIFPAAFVEEVPA
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Supplemental Figure 3. Alignment of vertebrate p67°"* and Nox activator 1 (NOXA1), and
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fungal NoxR proteins used for phylogenetic analysis (Figure 1C).



