
TOM complex:!
!
>Tom40 Contig13048 (complete), 361 aa, 1B8C !
MDKLPTPPAAAPSALPSVPVMPPLPPLAGAGSPSEPIAPAETHKEAPPSF!
WRRVLDHGPLPYPGKFDDLSKESKGILDSRENFDGFNFDVSRTITANFDM!
THAIHFGSQTEPPSYNFMTRYFSPTGMFLDGKLSPGPMLLNGTVQGRIAF!
PLKTWYRTTPGGRSKPVSKLSLRLTGVVGKPSAKPIPPQFNMELDMKGSD!
YQAQFKWHNPGMYELSYAQSVHPNVALGLHGLFDSRMGRTELTAAGRVAW!
NGRKCIATASMASYGHLTSSYTQVMEDGRKSWSTDMQLIHLEDHGVWEAV!
YSAGYAYNLLQSRVRGRVDSNWCCSAILEEKVLDTVTLLICGDMNYAKDV!
YKVGFGFSFHL!
>hypothetical protein (likely Tom22) Contig16787 (complete), 120 aa, F89 !
MVRLNIEELKQPQKKGFFGSIGLPEPVRRVANTWSNGLYAASMYAQQGLG!
YVSSFAWIFATAAVVIYLPLLRAMDSDRETIRAIRAEMVQKTAGMVPGAA!
PRGPDLGNLDISGLDFKIQL!
>TOM7 Contig18214  NOT DETECTED, 64 aa, E0 !
MTLGGLDLEVMSAKAARLYDKAVVVARVGFHWGFIPFIIFLGVRSMRREQ!
SWLSLLVPTPYLQA!
!
!
SAM complex:!
!
>Sam50 Contig10559 (complete), 446 aa, 2628 !
MSYTDEDEPIDLGVRGEDAWRVRRVWVKGNRRTRPDVVAACVKPVLKART!
FDEVLARVAEAAGELKGLGIFKSVNLVLDDLPDDVAAADPSACDLRVELV!
EHKLTRIEVKTSTTVGENEPDVQATVGLCNAFGRAETVSVSAQVGASNWR!
EHWSSAFSLAFKRPVLGQGPGPRHIEADATRASHRLPWCALTQTTHGLAL!
RYSLPSHQVSYEASARHVIPESSAPLALRSHAGHSLKSAVKYVYAHDTRD!
DPLTPTTGHAFTSSTELAGLGGDVRFVKQEMAAQLNLPLGKTRCSFNVLA!
KAGYLHALDSGSRIVDRFFLGGPGSIRGFQYNAVGPSHQQRALGGGAYWA!
GSLHLSFPLPLRDVPDFVSGHLFANAGNLRQPTPGRSVAANVQDLFSADD!
VRAAVGAGLVLRTMFGRVELNLSHPIRKAATDLVQPFQVGLSVRFL!
>metaxin-like protein Contig19964 (complete), 292 aa, 1111 !
MHLSLLEEGSLPCLALLFILGAIGARAVFRFLREEPEPKTSDVIDRGDSS!
VTHIKLHTFKQPASAQTACSLSPFCEKLELFLRMAALDFKAIDGNVVTAP!
KAKLPMIEHGENLVPDSELAIRYLINTFGENKTHLGRIRIKLTPEEQARS!
VLLTNVTNDSLYQLLLHARWVDLSVWNVVKGLYFGDLPLPFRLLIVPSIR!
RNMVGWLWGHGYSRYSQKDRVWLARREIDALATILGDHPYFNGDEPTPVD!
AAVFGILDNCIYGIGSVYGIRDHVQTKKNLVAFVEGIRQEFF!
>metaxin 1 Contig18718 (and 15904, 11378) (complete), 295 aa, 19E7 !
MASSSSAAPAVLKLHQYGARWELPSFDPFCLSAQAYMRLAGVTFEEVPSN!
NPDVSPTSNLPLVQLGDDYVAGTNAIFTYVGNKTGKSLDSALNAEQKATA!
AAFIHLIETKLHPTLLYNWWAEKQNMGQTLVLPHFNSMVFPLGYVLPRLK!
QRNVQSYLYTLNLTQDEKVYNDAEECYAALADFLGDKHFFFGDSPSSLDA!
VAFGHLAIHLVAPQSHKLRSRLLQHKNLEAFCKRVMTLYLGQDFPAIPAP!
PPATEDKDQKQEMSQHKKTGMYLLTGAGLLILLHYLTKQHQAAHQ!
>mitochondrial distribution and morphology 10 (MDM10) Contig673 (and 7019) (likely complete), 
375 aa, 23FF !
MDFEEAPEELPNNPGDYEGVDGRSTGIIDFDAMPGFGFRWGSQISSRFER!
SIRLMILPPFPTIGFSYSSRPMPSMHQAMEEAMAREMEALHDEEDAGEGQ!
AEGEAESAAEAKPLLRPLDVAVLSKAGAEVTERPDNDDNTTSSEDEEEEE!
EEAEQKESGGHFMLSAEATFDGMVQGMYMQRFNKNWSTRHMILTSMEPGR!
SMLMSSLSYSGGSFTSKLSWSSERDRACFSHMQAITQRLSVGGEVGYAMK!
DKQPVGWSVGGRYVIRKEEGGKFAATHITATYNHLGRVKTTYTLPFSETV!
FASARYTVNAFSFKSNMAVGVESWPSATMPLMTKAKWDTDKGFGVSLGAH!
LGLAALMFSASYGKDGPMVGLHFEL!
>Mdm12 Contig7451 (and 3688)  NOT DETECTED, 255 aa, 134F !
MSFKIYWDRMGEEQAAKAMDYLNAFFSSAPKPEFIGDIAITALTLGDKAP!
EVRLIDVSDPPAHFSSLPMNDAPSSLDSPATTARTTSCRQFDGSDRHIVI!
IASSSSSSSSSSSTTTEEPEVKATDMDMMIKVFLEYSGTAKLTMRCLISL!



VNWPRPRTVCLPVTFTLSDFHFEGVVCAIHHANKVHFCFDKREGDDVGPL!
KSLKIEAQIGDSTQQVLKNLEKVENFIVGMLKKLIKDRLIFPNFITVLDQ!
TNKAH!
>maintenance of mitochondrial morphology 1 homolog Contig7284 (uncertain of completeness), 327 
aa, 1C78 !
MELLSIVIGFLLGLVAAGAGVAYTLFVLLFRRRTDAPLPLAPAPSFAPQL!
ASALLADAAVSEDLELFEKAEWLNLFAGRIFAEVSTPAFQEHTWRLLTEK!
LNAVDKPNLIGPIVIEDFSFGTGVPRIEGVASFKTGKELELVLDVSYDGG!
ALFAVQTELWLNLPTLERLASLPVSMSVSLAHFRGRVSLTVPLESDPECT!
LAFAEEPQLDFRIGSLIGYDYQLRDVPKISNFIINKIRSVIREEAVLPKA!
FSFHLPLSGRPLDLKQVLRPPRELRRNTVEELKEAAVSASKAKLRERVKR!
EKDSRKGRDAEENAVVVLNTSRALVRT!
>mitochondrial distribution and morphology 34 MDM34 Contig6411 (complete), 245 aa, 8EA !
MSFQIEWPTLDEITLEKIKAQITEVMNKGELPDAICDVMRVTDLDLGNIA!
PTLQFMDIPDVSEDGFEGHFKVAYAGNGSITLQTKVQVNPFAAKTVPSKR!
ALRHLGGLIAHEPMVVPLRITISQVRIDGDLVLNIKKRAKAHDPRSDGSL!
ILENTNTAVSAPAADSELSIPHIAAQFKVDPLQSVNISSSFDDFGSVKDY!
LQEQVEGSLRKLFVEDFPQIVSGINKQLETAAHAKHNTVVVLAPK!
!
Tiny Tims:!
!
>Tim9 Contig18985 (complete), 106 aa, 20D7 !
MDIAPDAKKSEAAARNMVQLMNEMQMKSVLGMFNSMSERCFRLCMKNVDD!
DAPITTKEDSCIKNCTEKWQRYSQRVQLIFAEENTRANTKADLMQDRPSS!
NLEGQD!
>Tim9a Contig4832  NOT DETECTED, 88 aa, A34 !
MQRGRMSKDDEASISQMMERMQMEDIITHYNRLADTCFTQCVGDFKSNAL!
LQNEEVCVRRCVEKFTQFSTRFQRVFVDHQTAANKQRQ!
>Tim9b Contig26620 NOT DETECTED, 127 aa, 2699 !
MGNRQFGMGYGMGAGQSRAGSASDEERMMQVMMASMQMQDYLTMYNSTTE!
KCFKKCVFNLRTPQLVEKEEVCLNRCIEKMSHYNLRFQQKVGAESAALRE!
QQQKEAEQKQQPPTEAAQADKEAPSSK!
>Tim8 Contig15686 (and 20235) (complete), 84 aa, E76 !
MDDTTLRQRAAALQAEVMIQVSVLATTDDCWKVCMKGKTSFGTTLNKNEK!
ECFHNCTMATVQSENFLTKRTAQHIEQQARQSGH!
>Tim8 Contig5911 (complete), 83 aa, CCA !
MDHTTLARNLQAIQVAVESQKQLMETTDFCWPICMRNARIGTELDRSQKV!
CFSNCVVRSIDAERMIAQRVLVAMKQSSTGEAE!
>Tim13 Contig20011 (complete), 91 aa, 45A !
MAQITDQQRADFYRKQEESVGQQLFQQMVQTTKNRCFKTCVTRPGAALSK!
DEQKCLINCVDRFFEARAIVMHSYNKVYQSMMQQEGGSDEF!
>Tim10a Contig2235  NOT DETECTED, 106 aa, 2360 !
MNGQPMPSGMSEQEREDVLAASEFITIQMDLYNRVLGRCWDKCIAHYWDK!
DLTVGEGSCVDRCVVKYMTVQRTVAKRVLGIRAWTKREEERQKVIQKLRD!
NHFFGV!
>Tim10b Contig8351  NOT DETECTED, 84 aa, 14D6 !
MSNEQYMTREQMLASAQQELVAFQDMYNRMQHQCWKKCVLRLGESELSVS!
EGLCADRCVKKYMEVHNRVGKVLQGLQQQQPQPQ!
>possible Tim15/Zim17 protein Contig327 (uncertain of N-term.), 227 aa, 1B18 !
ATVAKGELALLARSVPSSALLGIRQSTLASRVSASPLHGAATRPRPWSPS!
CFLRISARSLHASSTLQRSAKSSMVEATSADAPTDSAEAKETSAESAATP!
TTTTTLNIGRIQPKLELHYTCGVCELRSTKQFSRVAYEKGVVIIRCGGCE!
SLHLISDNLGWFGEDKNIEEIMRKRGEAVERGRRDAGGNILLDNNNTNTA!
GDDTITTDLEHDGTQTVVEESEDCILI!
!
!
!
Tim22 complex:!
!
>Tim22 homolog (probable true identity is CI B14.7 subunits) Contig22734 (complete), 196 aa, 



F9D !
MAHEHDHHTAKDSKKDVEIPDLFGIDALDIHGGEPCLVQGAKMAATSFIA!
GSFFGGVLVYWKDVGVVQKRGRFAALQGTLKSIGSYGAFFALVGATYGTA!
FCALQHSRTKNDPFNTVLASCAAGGVIGARVNGTVFGSVLGCAVTGGLAA!
MGEFFDWTLSPNSAKLFALREQKHQRLLRTSPGVGSDAASSDSDAQ!
>Tim22 Contig19250  NOT DETECTED, 189 aa, 182D !
MEGRDAASQGEPETARRQESQSPFPQAPPGTWQQKLDAFVEPFVIKYLWD!
PRFAENCAFRGVQTFVVGGAMGFVMGIFFSSLGGPSSMGMPDVEMKGGWK!
KQTAEHFKHMGRSGVSMMKAFAYVGALYATTECVVEKYRGKSDLMNPLIA!
GCISGGLLASRAGFTATAMGCGGFAAFSVGIDWLMMENH!
!
!
Tim23 complex:!
!
>Tim23 Contig27058 (complete), 201 aa, 253F !
MGDSSYADSSSMPDFDAFPEPKLDNIGIDVDSISYTNPMYGLSGPKGAEY!
IFADDNQARKMSWADRSTWLWGGAWLTGGVIGTTWGGLKGLRDAERGLPW!
KLRLNACLNGAGRKGGRMANGLGVLVLLYSGVETATAAARQKQDGLNIVA!
GTTMAPLIYWSGAGLIRSMAFGALGGVVGFGLVLGHKYNVMGLRKILPAD!
E!
>Tim17 Contig25569 (complete), 212 aa, 1F !
MDAYRDPCPSRIVTDCGSAFAMGAIGGSLWHGVIMGWPQAPRGMRMSSAI!
TALKTKAPSLGGSFAVWGGLYSSFDCTFAYLRGKEDFKNSIMSGAATGAV!
LAARTGWKGSLKSGVVGGGLLALIEGIVFVISRQSPAQQQDFGYAPPPPP!
LEDVLDVEEKGGFFSSLTNLFSKKEESKPFEMEEETTMDDFGQETKEDDF!
GDLFQPPPATSW!
>putative Tim50 Contig18694 (complete), 369 aa, 1C71 !
MRRIASGTPRSYAAMSGVWTSGAAAAASFSSQSLFKCATSSAAPLFTRSA!
SLATPSTARLFARTTKPLGLAGRPLQQRFASTTAEGVQASGSGRARITAI!
GVLIAAVGGVTGVVYAAEGGNQGEEAGLFANLKKKFTAQTNKLLNIDENK!
KILPDAHPPPYGKPITVVISDDVLLVQEYQPLSGGMLTKKRPGVEFFLAQ!
LSQDYELVIWSLQQVMSFGPVIEKLDPNHHAAHRVYVDATVVNAEGMNVK!
DLKFLNRPLDKTIVLDISPDHVVQKENLIVAPKYDGRLEDVYLLEMLNFF!
RLLAASSKSQSGVPDVRNWVAAMNKKGPQYFKELYADAVKKAKDRAEEER!
KKREEQLQMRDVGNTGRKW!
>Pam16 Contig10914 (complete), 111 aa, 17C1 !
MVVRLLLNILGVGSQVFGKAFLDAWRQAGLKAKQTGAGLSLAEAQKILGL!
RPPYELKEVTKRYEQLFKSNDPANGGSFYLQSKVYRARERLEQEFKTNAE!
WQAKGGGTNAE!
>Pam18 Contig13309  NOT DETECTED, 143 aa, 24A0 !
MQRTTAQAAKTSQPKMGPGTIFLALGVGGAGLALAPRLVSSAAKHFSKGG!
SSGKGFATMGSMWKRSGGGASTGFKNFYKGGFESEMTRAEAALILGIRQS!
APKEKIRLAHRRIMLLNHPDNGGSDYMASKINEAKDVLVKDLN!
>Tim44 Contig12315 (and 15550) (likely complete), 392 aa, 12E5 !
MSFWSEFVKSFKEQAENSKELNESMAELKKLQESESLKKTKESVEKLKDK!
SAEGLAQLKNLSEKAAATGGRVTARVSDSVTSTLGDITQRVGMDEKLEKT!
KEGFEKVADSLNKARENIEKVGENIKTSAEESELVKKVKEKVPFGLLDGS!
DAAAGEGSGGEGAVAGARSQLVVKTQEVQTAIEKRLQDARDRLRATGAFK!
KALALREKIVESDNPLIQRVLDLGDGITRTTSKLFSENDHAKTIKLIHEL!
DPTFSPEKFKQKMASSFVPTLRSALLRGDPAPISALMSKRLAEHELEAYK!
EWDAHGYRSHSKLLNLDTVEILNAHTRDDGRPTLLIHFVSQENHCIRDSS!
GAVVEGAPDNIQDVEQTWAMQINSQGEWEVIEYMVVASRPSW!
>Hsp70 Contig3529 (and 25050) (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!
>Tim21 Contig1844 (complete), 235 aa, 107B !
MQRSAVCTSGRALLGGRVSLATACTRPVGIVGRRGVWEGALYSRPQPQQQ!
SLGRRRFATDSNGGQKEPPSGTKGGLQAAKPSGQGTAVTVAQKVVEGGKD!
AGYGLVILGGVVLLGAAAYQLFSAGFAPSSPQHVYSKASDLLRRDPEVQK!
LLGPNIKTYGEETSRRRRGLQSTKYFNAATQRDHVRVLFSAEGDVNAADV!
IADVTASGQFYLLTVEVPVTGEKLVYTNTGKFERR!
!
!
Oxa complex:!
!
>oxa1 Contig3549 (complete), 416 aa, 1BCE !
MLARRGVNPRLVGLEGRAGSVSRYGIASSPAARHLAFPTRTFATTTRSSS!
SSSSSAPSLARRRLPSIISRGSVFSSTSSSSSISSSVSAAMLIRHERRCY!
ATETVEEGATAAAEAATQTGAAVERGSDAMASFIAADPVTSLTPAALEVV!
ERTTSSFPPINWLVDAMTFVHYTVPLSWAATAVCFTLAFRTMILPAVALT!
MQNSAKMRAVQPELEKIKAKYGPNVGKDVNVAMQYREEVRKMMAQSGVSM!
WKTMVPFLVQTPLFVSFFFTTRKLAEEEPGLRDASFLFFNDLSAADPYYI!
MPILTSLTMLATIELGSDGVGGQSNPALKNFLRLFSVLAIPATSSLPIFT!
HIYWFSSNLFSLCQLGLFKVPFIKKALGLPDYQGVSPMLGSSDPQPAKPE!
VTFQQKPRIIRTKNQK!
>calcium-binding EF hand family protein (Mdm38) Contig14024 (and 8425, 8848, 4882 .. also 
Genscan) (incomplete), 697 aa, 174C !
MQRIRAATKGPVVGRAFAGPSGSLLGAPGAFGSFSTALVVRRSTTGCTAS!
SSSSLRLRRLHSPILPTALPSPPLVHLRHGGPCNYSLVSSPSSLSRLRCG!
ELQPPGNVRSYTTPTTTTTPTIGSSSPAVAAADTAPPSTPTATTATPQKV!
GLGQKVMDTLRHFWAGSRLLAANVKAASMLLRKKIAGQNLTRRERRLLTQ!
TTVDLFRLVPFLAIVVIPFAELLLPVLLAVFPNMLPSTFEDKIKKEEARR!
KAVQLKLEMAKFLEDALYLRSLQISHDTPSAATFAEAMKKVKEGQSLETK!
EILGLSKLFEDKFTLEMLDRQQVVAMCKYMGLSRFGTTHYLRNQLRSKLH!
DIREDDDLIAQEAALDKFTEAEMKQATQVRGMDYKDFNTAKAQMEQWLLL!
SAQHVPPSLLILSRAFALTSAYSSLKPLEGQQVVTKKAETGEIALPKAME!
EALHKTISALPDQLVADTKLTSATKTTQDMVSKLEVLQEQIQAIKTEEKE!
KKEKEREEKAKAPATEAEAKQATKKDAAGAYSAEQMKVVSEAVSLLFASA!
PSKIKREREALEQLKERKEERKEEREEELSAASASTDQPQHQPQPPPQDK!
VVHTLETKLEKMIAKLDKEMDKIDQRAHTLMSIIDTNQDGQISFEEFQEA!
VSHLKAKYSPEDITTMWRKLDTNNDGQVSLEQLEQLYSAGADEHHER!
>Mdm38/LetM homolog Contig17709 (and 2982, 21306, 7920) (incomplete … with mistakes), 387 aa, 
49B !



MAARSRYLATTTYMATPSATIVGTPFVRMSQTSMLRLGATSRGISSSAVA!
LALPRGTSGSCAFLLGPHAAASWRRSGRSSATVLQWPGAGSSAAAGRLRV!
SEAACARYYATGGSLPDSNQSPKAVSAEDDKEAVPKKTLVGRAVHSTKKV!
VTFIKEGIHHYWLGSKLLALNVRTAFNIAVRLKNGHTLTRRERQHMIRTT!
ADLFRLVPFAVFVIVPFMEFLLPIALKIFPNMLPSTFQDTMKKEEDMRKQ!
LLLKLKMASFLQDTLQEMAETGETHADIPKEEFLDFMKRVRGGGEVSGEE!
VLKFAKLFKDDFTIMNLSRAQLSSICKFLNLRPYGTDAFMRWQISRRVSK!
LREDDTMIAQEGVKSLTFEELQQACIARGMPATGLSK!
>Mdm38/LetM homolog Contig3961 (and 13276, 19860)  NOT DETECTED, 339 aa, 1BA !
MRRLTRTTSAAAAVDGVVMRHESWAERAKAGAKAMWAQYWGGTRQLWVDA!
GAARALRRRVRESVASGGVAADGSVALSRRETRFVRRVADDVRALVPFLA!
FFMLPFSAYALPVIVRFFPGFLPSTYHSSSYRVAQMQKRQKVKVEAARQL!
RDALSERLLATEGPSARERDLLLDFIHRAAAGEAIPLTQLRPLDRYFATH!
LKLLDLEPRRSSGASLGSWLGSTLWLCPAELRALCTFYGLSALPLPTFDH!
CANQLILHASRIQHDDKLLVQEGDRWPTELTDEELLEACDERGLPTDVTE!
RDRLVAQINQWLAFRRPPPPVSAELTLFAPALATNTRAK!
>Mdm38 (Contig17895)  NOT DETECTED, 386 aa, 9AC !
MRKCPTTTTTTALGLRFARRSPSSGLLTARRLFPSSGAYRSQLRPAAVAG!
WRGMSTTGHGPAAPDTKDEQQPLGATTTPPPAIAPEAEAAPAAVAAAPKW!
QTLMAKAKELARGIKDGTVELYRNVKHTRRLRAVVRERGIDALTRREIRL!
MNRTREDLKALVPFLILEIVLPEATPFVVMLFPGILPSPYQRLIPQQKRK!
ERERKRTVEALEQMRSELHALGGQRPINFTDSSLDDLVASLQRDESGLRE!
KLEVASLPDGMVEAMTRYTSVWSRFRTQNGLRSSLQRKLDALRKDDELIA!
KEGGIDSLSEEEKEEAYYERRIGLAATSPASPAATVEPSSAVGPTDPDRE!
RHLREWLHLSAAIRDCREQHRATVPDTSLLLLALRH!
!
Inner membrane protease:!
!
>Imp1 (Contig19247 and 2953)  NOT DETECTED, 241 aa, 12FE !
WRSGGGSRLGAVLRTTIMVGAYYGVAYTFCNTVLKPSTTAGPSMHPTFNA!
AGDSVWVYRRIDPATDLRVGDIVHARTPTYCRLEGKQPGVLKRIKGLPGD!
TIKVTFYSPSKVTIKVPAGHVWVEGDNPGQSTDSRMWGPLPLALIEGKVV!
SRLNPFSLQTLDAPGHIKRKWERQARDIADSRATGKRSGEEALRAIDRLI!
KSGSEASDNTLLVSDRHDADVNDTALAPPQDTVQGHERVVA!
>Imp2 (Contig6343, 15292)   NOT DETECTED, 169 aa, 1090 !
DGKQAKQITQTGGAVRTRRGCGVLLWLHARRHLPIWGHTAVEGESMYPTL!
EKNDWVLTSSRRNGLHRGDVVVLRSVKEPKERMIKRVTGLPDDLIHTDDA!
KLVRVPRGYCWIEGDNASVSLDSNVFGAVPVGLVESRALYRLDRGWRLHK!
LESVPRERLQRTKKEREVR!
!
!
Matrix protease:!
!
>Matrix processing peptidase alpha subunit/Complex III Qcr2 Contig18841 (and 14090) 
(complete), 502 aa, 1183 !
MKPQHAARLSLAKGVTRASSPSASVLGSKSYSSWTATSSLKQAHSSVPQT!
WEATPQTLDNVQTTTLDSGLKVTTVSSELPLAAVGLHVKAGARFETGESR!
GAAHFLRHLAFSRTSSRSPLTVTREMEVATAAFDVSASRENISYSGQLMP!
DYLEDYVWMLRDLMHPLAWEYIVRDAAPQVAAEVHEAETNPATALVEAIH!
REAYRDEGLGNSIYCPNYRVGAVTREAIIRYHHERYQASNVALVGYGIKH!
EQLVAQANKYFPADAFAEDKAPWTTLEAADRKPGAVYTAASSYTGGELRL!
PGPGNSRVALAFEGASLADPDVFAVRTLSSLLGGAARFTRDGPGVGLRSR!
LARNVLAKGDYVLASSALNASYSDSGLFGVFVEALPGHGADAARLLSAEL!
NSLAGSFSVDDAELTRAKNQAKASFFREVESRTGLVDYLARHTLAGTAPL!
APAQYAARFDAVTRDDLARVARRVFSSPLTLVSTGDIHGVPTKEELRPKL!
KA!
>Matrix processing peptidase beta subunit/Complex III Qcr1 Contig18201 (complete), 491 aa, 
1F42 !
MSSIRSRAPSMLLPTKLGTSGRLGAAARRLSSGQPQAARDVEKRLRLPEY!
LLNVPPTQVTALPNKFRVASEHKHGETATVGVWIDAGSVWETAENNGVAH!



FLEHLAFKGTKNRTKEQIEVEIENMGGQLNAYTSREQTVYHAHVFKKDVP!
KAVEIISDIIQNSNLKEDDVERERGVILREMEEVESQTEEVIFDHLHSIA!
FQNTSLGYTILGPEKNIKKIKREDLVSYVGKHYTAPRMVLSAAGAVDHDE!
LVKLAEKHFSGLSSETNVDYSNREKLFDFTGSMVQVRDTSIPLVHTTVAA!
KSVGWSDPDYFTFLVLQQLVGSWDRSLGGAKNLSSNLAETFATEELAHSL!
MSFNTCYHETGLFGAYFVGEMERTSDAIFEVLREWVRIGSGVSEVEVERA!
KNKLKSTYLMQLDGTQAVAEDIGRQLLTLGRRMPAAEAFMRIDAIDAKKV!
REVAYTYLNDVDVAVAAVGSVDSGLFPDYNVLRGWTYWNRL!
>similar to MPP beta subunit Contig27020 (and 7554, 25735, 23118) (incomplete due to internal 
gaps), 460 aa, E4D !
MKASLHNVRPVRLPRFVGLESANHLRRSLNFSGSALLLASAQRRWATTAA!
TDVRPLKPKLERGPSMKSPLLDMPTPLAHVSQLKTPSTRITTLRNGVRVA!
TEETYGQATAMGVFIDAGSRNETFETNGTTHVLQRMGFKATTNRTSAEIV!
QKLESLGVNAISSSSREAMVYTAEVVRGDVEEVVEVLADSVTNPLLLEED!
LQEQKIAVGRELEDMVHDPPSWLPEILHELAYGPEGLGLSHLCPPSNLEH!
HIGREQLHNFVKTYYVGPRVVVAAAGVEHDSFVKLCAKHFDSLPAAEGGK!
PLHVPSVYKGGAHVEFMSPENEKRLQELQAESDKPPPSHVALVFEGSGLN!
DPDLYATCVLQSLLGGGSSGRQRAVLCDDIGRQVLSYGERKSAQELSDLI!
EKVTIEDVMRVARRILSTKPTLVVYTPEKYATLVPSHERLCAWFDAINDK!
LNGKESSESK!
!
Disulfide relay system:!
!
>Erv1 Contig2125 (N-terminus inferred from genome) (possibly complete), 215 aa, 21B7 !
MEQFKKIKEKLQKEGDQLVVGGADEEDCGACKPRAGGLYGSDMRRRFRSQ!
QQAREQRSAQEQDGGTTSTDATATSAGTEEDASNENTTECYDSEGYWEKQ!
DAPDVIELGQAGWTLLHSMAAYYPPKPSRQHQERMRSFLSLFPHLYPCKV!
CAKDFEETMDEIPPELESHDALSDWMCRAHNRVNQQLGKPLFPCERVRER!
WGPSNAFHTKEQDDS!


