
Hsp67phox 1:MSLVEAISLWNEGVLAADKKDWKGALDAFSAVQDPHSRICFNIGCMYTILKNMTEAEKAFTRSINRDKHLAVAYFQRGML: 80
EfNoxR 1:MSLKLE T.S LDQYL S: 79
AN6046 1:MSLKQE T.S LDQYL S: 79
FG04123.1 1:MSLKQE T.S LDQYL S: 79
MG05280.4 1:MSLKQE T.S LDQYL S: 79
NCU07850 1:MSLKQEIETWVSALAQYDNSEFDAALQEFEKIADT.SKILFNMGVIHATLGQHEQAVECYQRAIRLDQYLAVAYFQQGVS: 79

Hsp67phox 81:YYQTEKYDLAIKDLKEALIQLRGNQLIDYKILGLQFKLFACEVLYNIAFMYAKKEEWKKAEEQLALATSMKSEPRHSKID:160
EfNoxR 80:N YLRGNTMIDYAQLGLLFKLYSC EKVVEDHNVID:159
AN6046 80:N YLRGNTYIDYEQLGLKFRLYSC EKVTPDHDVIN:159
FG04123.1 80:N YLRGNAMIDYAQLGLLFKLYSC EKVVEDHNVID:159
MG05280.4 80:N YLRGNTMIDYAQLGLMFKLYSC EKVVEDHNVID:159
NCU07850 80:NFLLGDFEEALANFNDTLLYLRGNQVIDYAQLGLLFKLYSCEVLFNRGLCYIYLQQIEAGMQDLSYAAKEKVVEDHNVID:159

Hsp67phox 161:KAMECVWKQKLYEPVVIPVGRLFRPNERQVAQLAKKDYLGKATVVASVVDQDSFSGFAPLQPQAAEPPPRPKTPEIFRAL:240
EfNoxR 160:EAIR..EEAEGYTVFSIPVGVVYRPNEAKVRNLKTKDYL RSNAFTGFTGSEIKNAGKMEVKDDRPADNIS:237
AN6046 160:DAIR..ERAEGYTVFSIPVGVVYRPNEAKVKNLKTKDYL ...........RLSTPADTSQ...RSVDSVP:222
FG04123.1 160:DAIN..EQAEGYTVFSIPVGVVYRPNEAKVRNLKTKDYL RANAFTGFAGSEIKNAGKLEVKDDRPADNIS:237
MG05280.4 160:DAIR..EEAEGYTVFSIPVGVVYRPNDAKVRNLKTKDYL RSNAFTGFAGSEIKNSGKADVKDDRPSDNIS:237
NCU07850 160:EAIK..ENAEGYTVFSIPVGVVYRPNEAKVRNLKTKDYLGKARLVATSDANNAFTGFAGAEIKNAGKLEVKDDRPVESLS:237

Hsp67phox 241:EGEAHRVLFGFVPETKEELQVMPGNIVFVLKKGNDNWATVMFNGQKG..LVPCNYLEPVELRIHPQQQ...PQEESSPQS:315
EfNoxR 238:FAATNLVKPGIQSRR.QQPEPSANRNVFPPTPPPDNDRP..SRGSS.....VRNGSRPMPAKLTIQTQ...DSNRKYEKA:306
AN6046 223:FATSHLVQKNLTSRSRQQSEPPMHRNLF PDADKASLSSTGSNGTVRAQPGKAQRPPKLDLDRPGAQPAGRSTTDL:302
FG04123.1 238:FAATNLVKPGLSSRR.QQSEPPNGRNVF PENERP..SRAAS.....VRN.QKPQLAKLNIQQA...EPNRRYEKA:305
MG05280.4 238:FAATNLVKPGLQSRARQQSEPPNSRNVF PENDKQTMSRGAS.....VRNGPKPMPAKLNIDKA...RPNDRYERT:309
NCU07850 238:FAATNLVKPGLQSRR.QQSEPPTNRSMFPPTPPPENEKSQMSRGAS.....VRNGPKPMPARLNLDKV...RPSDRYEKT:308

Hsp67phox 316:DIPAPP.SSKAPGRPQLSP..GQKQKE...EPKEVKLSV...PMPYTLKVHYKYTVVMKTQP.GLPYSQVRDMVSKKLEL:385
EfNoxR 307:PSPEEV..RATRSAASSTPSQGFSRRD..HPPIQRRPTRRIDEMEEADAGD...LYDMYQGS.GSNRRTSRDSRRP.SVR:377
AN6046 303:TAPEKP..RLGTIRTASEP.RGQSRQPRGYAPERHVRSSDGYGHRRGASDHGFGVSNGHSDDAYGMYGEARAMTLANGGR:379
FG04123.1 306:ASPADA..RRPMPRSASTTRTPLQREP...PPLQLRPKQ..IPEETGSPED...VYAMYSAT..DGYRNSRGSAG..SRR:371
MG05280.4 310:TSPQEQRSRAPSRAPSNAPSRGFSTRE...PPRRRPRSQ...EEEEGYLDD...VYDNYGGGIGGGGGSIRGSR...SQR:377
NCU07850 309:S.PEEP.SRRPSRAASATPSRGFSQREQPPPPRMRRSQQ...EEEDSYPSE...LYDMYGG..PGPNRNSRGQR...SNR:375

Hsp67phox 386:RLEHTKLSYRP..RDSNELVPLSEDSMKDAWGQVKNYCLTLWCENTVGDQGFPDEPKESEKADANNQTT...EPQLKKGS:460
EfNoxR 378:SRTQPRYYDD...DDGSDYDDGSLD..GAEFEMVSNNR.RRQGSRSES.RATSRRP.EIRKIRVKVHAG...DVRYIMIG:446
AN6046 380:PFQQQGYIDEEEEYGSSPCDEDLVP..DASFELMGSRP.RARSCSRGPARGYSRRP.EVR P:453
FG04123.1 372:LRPQ.QYSEE...EDASDYE.GTIN..ENDFEMIGQRR.GPGSVSGSR...NSRRT.EVT T:436
MG05280.4 378:RAPQQRYIEEE..DEGSDFDDGSFD..EGDFEMVSNRRPGTNSMSSSS.RGQSRRP.DIR G:451
NCU07850 376:SAP..RYIQEE..DDESDYD.VSFD..EAEFEMVSGRRPSLSTVRSSGGRGSSRRP.ELRSIRVKVHAG...DVRYIMVG:444

Hsp67phox 461:QVEALFSYEATQPEDLEFQEGDIILVLS........KVNEEWLEGECKGKVGIFPKVFVEDCATTDLESTRREV...:526
EfNoxR 447:AAIEYPDFVDRIKDKFGMKRRFKIKIPD.EDMPDGDMITVGDQDDLEMAIQSSTSLAKRQRQDVAKMEIWIFEL...:519
AN6046 454:P EG RRMI:525
FG04123.1 437:P QR L...:509
MG05280.4 452:M ER A...:525
NCU07850 445:TAIEFPDFEEKIRSKFGIRRRIKIKIKD.DDSPDGDMITVGDQDDLDMLIQTVKQNARKQRLETGKMEVWVQEI...:517
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Supplemental Figure 1. Alignment of Deduced Fungal NoxR sequences with
Vertebrate p67phox and NOXA1 sequences.


