
>NFS1 (cysteine desulfurase) Contig23289 (complete), 431 aa, 2450 !
MKRNSSSITHRGALLRKGWPRAAPSAAPIRLSSGAARMASSVPSATQGGR!
SVYLDMQATTPVDPRVLDAMLPVYTEAYGNPHSRTHHYGWETQDLVEDAR!
EKVARLIGADAKEVVFTSGATESNNAAIKGVARFYGEKRKHIITTVTEHK!
CVLDSCRVLEAGEGVRGDVPAGGEERGAGRGQARGGDEARHGAGERDGGE!
QRDRGHPARRRDRAAVPAAGRVLPLLSISGHKLYGPKGVGALYVRRKPRV!
RLHPIISGGGQERGLRSGTVPTPLVVGLGKACEVALEEMERDGAWVKHLF!
HRLYDGIRARVPEVYLNGDLERRYHGNLNISFAYVEGESLLMALKEVALS!
SGSACTSASLEPSYVLRALGVSEDMAHTSLRFGIGRFTTEREVDHAIELC!
AKHVDRLREMSPLWEMVKEGVDISKIQWTQH!
>ISD11 Contig7577  NOT DETECTED, 83 aa, 53C !
MASRPQALRVYRQLMRNGRQYNDYNMREYIQRRVRDEFKANKTMSDAEQI!
DKCLDKARHELEVVKRQAIISRLYNHGKLIIEV!
>ISD11 Contig21283 (complete), 74 aa, 238C !
MSSRLRLVAPPTRRQVLGLYKEMVVASRSFKHSDPQWFLARVRQEFYKTN!
REPAERIKWFEKGQQLIRNKECIL!
>Isu1 Contig20119  NOT DETECTED, 161 aa, F34 !
MLRTRTRAVFGSATLASHNGGSRMAGGAQRLYHERVIDHYENPRNVGSLD!
KNATDVGTGLVGAPACGDVMKLQIEVKDGKIVNAVFKTFGCGSAIASSSL!
ATEWVKGKSLDEAKVIKNSQIAKHLALPPVKLHCSMLAEDAIKSAISDYE!
KKQKAKQEAQQ!
>Isa1 homolog (Isca1) Contig2426   NOT DETECTED, 130 aa, 4C1 !
MSVAGTVRVVRKPLTSRFAAKAPITLTPAAVSRLHSLMGGSKDKYEGIRL!
DVKSRGCGGNSFTLDYAEKKERTDEVVEADAGVKVFVGSKALLHVIGTEM!
DYVEDDLQSGFVFNNPQAKSTCGCGESFTL!
>Iron-sulfur assembly protein (IscA2) Contig20123 (complete), 245 aa, 1B94 !
MARTPTSAASFMRGYSALALPARTLHTSLPAALRSSAMNRVAVPSTSASS!
GPSCTTVPSLGRVRSRCVPSALSIGTRFVPASSTSRRGTASAAAPLQDLH!
PQTHPMAPSASTFDTTPVSLILDTASATRAVPSTQTILLSDRAKKKLRGL!
TSKREGGAILRVEVQSGGCSGFSYKFTVEDRPLTEEDILIEEEGARVVVD!
DVSLPLINGATLDWDEKLIGSKFQMLANPHSAGECGCKYSFTPKD!
>Iba57 homolog Contig13880 (likely complete ... could in introns/gaps)!
MMSRAGRLRAWYRSTEVVRGAVVGKRGIHHAAPLWLVAREAPPLEQPAPP!
PLGWWVGEVGGRAIVEVRGRDAARFLQGLTTNDLLAAAATSRAGREEGRY!
TAFLTPTGRLLADALVCQLPPGQQQQGQQEGEQTFLVECDARAAPGLVVH!
LRRYRLRAHVDITPPAQRPAADEWAVGAVLTRGHVQSSSSSSSGGGGSGE!
ATPSPRDSLLQCLRSHAPSLPCFADPRTAAMGIRVYHRRSSSFAPPPGLA!
EASAKEYRLHRILHAVPEGIDELEPNVAVPLECNLDALNGVSYDKGCYLG!
QELTSRVHHTGVIRFVSSLIDRSLPSLATTNIASDKTELFLVGADGTPER!
RQVGRLCGGV!
EAGLGFALLRLQHTTAVLTPSTTTAPFFLAKPLWPPPYPLP!
>Yah1 (ferredoxin) Contig18230 (complete), 171 aa, 17F3 !
MMKRTTTLVTGGRRFAGLQSPVVPFAWAGRQATSSSASTLRSARLYSADA!
DSKKTVHVTFIDKDGTEIPLEAPVGKSVLELAHDNKIDLEGACEASLACS!
TCHVILDKEYYDKLPAPVEEEEDMLDLAFGLTETSRLGCQIIISPELEGI!
RLKLPPATRNMMVDGYKPPHH!
>Arh1 (Ferredoxin reductase) (sequence may contain mistakes ... N-terminus uncertain) NOT 
DETECTED, 507 aa, 31B !
MKVWRRGIRTSMALREVGGMGGVPTSRHLKVCVVGSGPGGFYAVEALQRM!
AEEAKAKGQAPEMALDVDIYERQAVPYGLVRFGVAPDHPEVKAVQHRYDA!
FMADPRLRFVGNVSIGSTNSISQSSSSGAAALSVEELLGAYDGVVLAAGA!
QRDRPLGIEGEDLPGVYSAREFVAWYNGDPAMRSRQFELSSSREAVVIGQ!
GNVALDVARVLLHEPGQLASTDMPEYAVDALRRSQIDTVHIVGRRGPAQA!
SFTNKEVREILNLPGVQCHFLPSGVLALNEASKAETAKERGKKRMIDLFA!
ATEKKAGETKGEPKKNLYFHFLLSPLRFLANEKGHVSGIELARNELQGEA!
GNQKAVPTHEKETLECDVVFKSIGYKSEPLEGVPFDHHRGVVPNEHGRVV!
RPDGSTVPGLYVSGWMKRGPSGVIGTNRMDAEETVASMWADLAATRPGEK!
PGWRAIQDKLRERQVAYVDWKQWKAIEDEEHRRGQVLGKEREKFTSVPEM!
LDVAFKQ!
>Yfh1 frataxin Contig119 (likely complete), 124 aa, F65 !



MFGSARHARHLATSAEPPSAGEFAKAAEETLEDLQDRLEEAGLDEDLDIS!
YSDGVLTIRLGDKGTYVINKQTPNRQLWFSSPISGPKRFDYVATEGKWLD!
TREREPLHQLLYAELEQLTGVSLS!
>Nfu1 (NifU) Contig10864 (complete), 279 aa, 21D1 !
MQAALKRAFARTSPRFLPAASLARGRGGSTLWSTTTLTSSARGEGSWRWT!
AGGARSMFIQTENTPNPDSLKFVPDGNVVLESGTMDFPDARSSLSSPLAK!
SLFTVTGVQRVFFGNDFITVTKKPDVEWHEIKAQIFANIMDFYASGESVV!
SEQQDTSNTTILPTDSETVAMIKELLEVRIRPSVQEDGGDIEYKGFDEEA!
GVVYLKMVGSCSGCPSSSVTLKSGIERMLMHWIKEVTGVVAVESDDELDR!
LTKQEFAKLEKKLGEEGKGDDTAKESTVA!
>glutaredoxin protein Contig25663 (complete), 186 aa, 2272 !
MQKATSSLAMRGAVRSTAQRRLFSTALNRSRSVVTSRAALLSLRSVSSPC!
SYAPIAPRQQRWYTTDDNKEVGSEVATDSVQDAIKKVVSEYPCVVFMKGT!
PDAPQCGFSNATIKALNTVGAHYEAFDVLQSAELRDGIKKFTDWPTIPQV!
FIGGEFVGGCDITLQHLRSGELTTLLEKAKALKSQQ!
>glutaredoxin E80POFO01EPD8X (and 10896) (complete), 240 aa, 197C !
MMSSATRRSAQYSFLLASARSSFAGRIVTASNRRSAPLISTSSSAPSFIS!
SISSSRRHLYSTEAESPAAAVETAPEAAAAEKESEITQQEEEVKQESLAE!
FLERIEKEDQAKIDAALKAFESGNAIDEHISSLLGMKKYKCVVFMYGDEH!
APADGQGYAVIKQLQRDHALFKTFDLNKYPLLKEGLIKHKGSYVRGDEDI!
PQVYILGRPFGSLREVMDSVATGQLEARLRLTRSQRHFYA!
>glutaredoxin-like 25994 (bacterial-like), 136 aa, 904 !
MVRLGCRGTNVATSSTVLRGAASVRTLNSRASSLGARRGFASGVTPKVVE!
VYTTAWCPFCDRIRALLNSKGVQYKEIDVTSVAGAKDEMEKRTNGRRTVP!
QLFIDGEYIGDCDGTHKLDAQGLLDAKLGLKERSTA!
>Hsp70 Contig3529 (complete), 669 aa, EC4 !
MLRRVAATRRAPVSAASFLRSSWNAPAAARLYSAKSGDHIIGIDLGTTNS!
CVAIMEGSTPRVIENSEGERTTPSVVAFVKDDHGTNRLVGATAKRQAVTN!
PTNTFFAVKRLIGRDFNDPMTQKDLKMVPYKIVRHSNGDAWLEDSWGKKY!
SPSEISAFTLTKMKETAEGYLGTQVKKAVITVPAYFNDSQRQATKDAGKI!
AGLQVERIINEPTAAALAYGLTNKGGETVAVYDLGGGTFDISILEISKEG!
VFEVKATNGDTFLGGEDFDNTLMQHLVGEFKKAEGIDLSKDKLALQRLKE!
AAEKAKCELSSTVSTEINLPFITATAEGPKHLHIKLTRAQFESLVDPLVQ!
RTIDPCKSCLKDAGLDKSDINNVLLVGGMTRMPKVQEVVKQFYGKQPSKG!
VNPDEAVAVGAAIQAGVLKGDVKQLLLLDVTPLSLGIETLGGVCTKLITR!
NTTIPTKKSQVFSTAADGQTEVEIKVLQGERHMANDNKTLGSFILSGIPP!
APKGVPQVEVTFDIDANGIVNVSARDKATGKEQAIRIQSSGGLSESEIDR!
MVKDAETHEEEDRKRKDQTEARNHAESVIYDIEKNLNEFKEHVDQTEAER!
LREQITELRKTLESADDHQAIKSGADSLQRESLKAFESAYKQKASSNDSG!
SSSSTENKEDDTPDADIKK!
>Hsp70 Contig14215 (complete), 683 aa, 16FF !
MRATGRLNPMQGKMAFASLGGCRATAASSSASALFNRSAAMRSTFAGPVF!
SRRYTSTSDPLVMGIDLGTTNSCVAVIENGKPRVIDNVDTGYNTTPSMVA!
FTKDKATGQQTMLVGDPAKRQCVLNPRGTVYGVKRLIGRRFDSEEVAKIK!
KHVPYEIVKAANNTGDAWVSVGGKSYSPSQIGAFILQKCKESAEKHVGQT!
ISKAVITVPAYFNDSQRQATKDAGAIAGLDVLRIINEPTAASLAYGFSEE!
NSKERQRLAVFDLGGGTFDISILEIGDGMCQVVSTNGDTFLGGEDFDETV!
LQYLMNEFKKKEGVDLSKDVFAIQRLREGAEKAKKALDHMPNYEINLPFI!
TRDKNFSYSLTKEKFNELIKPLVDRTIKPCQSALKDAGLDKVDNVILVGG!
MTRTPAVIEKVKEVFGLNPSKGVNPDEVVAMGAAIQGGVLSGKVNSLILL!
DVTPLSLGVSVKGDLFSRIIKRNSSIPCSNTQTYTTAADGQRQVVFDLLQ!
GEREIASANHLLGQVTLPVMPAPKGIAKIDVTFNIDVNGIVHVTAKDPVL!
NKVATVQIQANSGLSQRDIDRMLKEAELQKERDQQIKELAEVKNEAETLI!
RSAETDYLHNDVVPEEDKETIRQAVSQLQTAMDGNSDELKTIYASLKDTI!
LNVGAKLYQQGGASSSSSNDGHNHDNNNQETKQ!
>Jac1 (Co-chaperone protein HscB) Contig22279 (likely complete ... N-terminus inferred by 
Genscan), 349 aa, 13BE !
MQRIRTSKMAATASSPSFSSLLPSSLPILSPAQMPPCCLMRAIGGSGAGR!
SAPCLMGSREIGHWAPLNRAQCYSALTSKPSPLFSSSSILSSTSRRFIRV!
RTASEADTASSTQHQPPSIEEDQASNCADCGHSTQQHQHQHQHTTAPGCG!



SDKFGSHPKCWSCDNFVKGIPLFCTCCQKVQPPSNYDFFELMGMPKRFAV!
DAGKLEKHYWALQRKLHPDNFHTATTRERNYSEGVSSIINEAYHTLKHPN!
RRAKYLMQLKGVPLDETTGTITDPDLLMEVMEIRMRLEDADDAELRALER!
ENKQRLDRCYEEVGHALDASDMDKCRDVAVRLQYFVKIEEEIKRRKKVE!
>Mge1 (Grpe co-chaperone) Contig881 (complete), 247 aa, 10A5 !
MRAAVRRLPNVASHSAASRGIFALNVPLRSRTLAIARPFSTEQNGEQKVE!
GEHPPAQQQAEGENKEQQQEQQDPQAAKIDELQNKVKDLEEQNKELNGNY!
LRSLADLDNMARIGKTNVENAKLYSIKSFAEGMLEIADNLSRALESLPEE!
KRGLPDVKVLFEGVAMTERVLQQVFARYGIKKFNPLNEKFDPTKSSALFE!
IQDPTKAPGTVAFVQAPGYTLHDRLLRAAQVGVVAQPPDEPSSSDQA!
>ATM1 homolog Contig14471 (and 26685, 6308) (incomplete due to internal gaps), 636 aa, A4 !
MLRASGAGVASAAQHGGWWQRKPAALRKQLPRGWAAKPAAPPAGTTPATK!
AAGPTKLKGLPDSGSGWAIMKSLSGYLWPKDNPAIKRRVLAAVALLVGSK!
ILNVQVPFLFKEAVDLLNATTENVALVPIAILLAYGAARVGAAGFTELRN!
VVFSKVAQSSIRQVACNTFLHLLSLDLRFHLSRQTGGLARAIDRGTRGIN!
FVLTSMVFNILPTILEIGLVCSILTYQYGAQFAALTAGTIGVYTAYTFGV!
TQWRTKFRKEMNAMESEASSKAIDSLINYETVKYFNNEKMEAERYDKYFA!
KYSAASLKTNSSLGMLNFGQNFIFSAAITTAMILTAQGISAGSYTIGDLV!
MVNGLLFQLSLPLNFLGTVYRELRQSFTDMETMFGLLSLNTDVKNEPGAT!
DLRVSKGEISFEGVGFGYTPERTILNGATFNVPPGSSGSRYYFVHVTLES!
LRKAIAVIPQDTVLFNDTIFYNIAYGRPTATREEVLEAARLARIDDAIRQ!
MPMGYETVVGERGLKLSGGEKQRIAIARALLKDAPILLCDEATSSIDTAT!
EREVQQSLAQLTRGKTTLIIAHRLSTVVDADVVMVMKGGNVVESGSHHQL!
IARNGLYAAMWRHQLEAAHHGNPTTATAPNQPSTPA!
>Erv1 Contig2125 (N-terminus inferred) (likely complete), 215 aa, 21B7 !
MEQFKKIKEKLQKEGDQLVVGGADEEDCGACKPRAGGLYGSDMRRRFRSQ!
QQAREQRSAQEQDGGTTSTDATATSAGTEEDASNENTTECYDSEGYWEKQ!
DAPDVIELGQAGWTLLHSMAAYYPPKPSRQHQERMRSFLSLFPHLYPCKV!
CAKDFEETMDEIPPELESHDALSDWMCRAHNRVNQQLGKPLFPCERVRER!
WGPSNAFHTKEQDDS!
>mitoferrin (likely complete) NOT DETECTED Contig13335 (and 5394,17393)!
MEFLVDEALEEELQQSSDPRVHLIAGACAGLMEHCGMFPIDTVKTHQQLA!
GSRTSIAATIRTIVAKNGVTGLFRGLPVVVAGSAPVHGVAFSIYEFCKRL!
LGADQPGHHLLASSMSGVVATLAHDACLAPVDTLKQRLQFSARPYRGVWD!
CFGHILKSEGVSGFYRGYTTAAVMNLPHASIYYGAYESIKKLLKRATGKE!
YESNDPVTHMLAGAAGGCLAGGLTNPLDVGKTRLQVGTDAGKSYRGMVST!
LRTIYREDGWAGFTKGIRPRMVFHSMSAAISWTTYEYIKHTLEPSFSSHS!
PPSSNKSGPS


