CV structural proteins:

>F1 alpha gi|11467065|ref|NP_042541.1| H(+)-transporting ATPase, subunit 1 [Acanthamoeba
castellanii], 522 aa, 15FE
MKKYQFLKSNLLONONINELFLQYLKNDSNIGVIKSIVDGVVIIEGLSNV
KAGEMLQFSNDIQGMALNLNSETVSAVLFGDETKIKPGEYVEGTGNIISV
PVGMSLLGRVVNALGQPIDNKGDFPGSELKQVEVKAPGIITRQSVNEPMI
TGVKAIDCLVPVGRGQRELVIGDRQTGKTSICLDAVLNQKYENSKNKKNA
LYCIYTATIGQKRSSISKLVTLLEKTNSLEYSIIVAATASEAAPLQYLAPY
TGCVIGEYFRDNGKHALIIYDDLSKQAVAYRQMSLLLRRPPGREAYPGDI
FYLHSRLLERAAKLNKNFGGGSLTALPVVETQAGDVSAYIPTNVISITDG
QIFLETNLFYNGIRPAVNVGLSVSRVGSAAQITLAIKKLAGSLKLELAQYR
EALSFAQFGSDLDETTKNLLSRGNMLTELLNQNRFTPIPIENQFVLMYSG
IKGFLTNVNNKVIRSYENELFNRISNYSVFNTNVILLSNNEYYKKKNNNN
VVAFFISYFKFITTNIFGFSAK

>ATP synthase beta chain Contigl4918 (complete) 720 aa
MLRNFSKRALPRTALSRGLATRTAAGLRQGANTTLATSSAPSKYAMWGTR
PPLSIKYRGERKQNERSHFVPPHRNFAFSNEYAFSFLQSAGSRTPEPKTA
SKAEAESQAVDTDGKIVQIIGAVVDVKFPEDALPPILSALEIQDHNIKLT
LEVAQHLGRGVCRTIAMDATEGLQRGORVKDLKGPITVPVGAATLGRIIN
VIGDPIDEKGPIYSNKRNPIHAAPPTLTEQGASDQILVTGIKVVDLLAPY
AKGGKIGLFGGAGVGKTVLIMELINNIAKAHGGFSVFAGVGNDLYHEMIT
SEVIKLKDPKTLKEGDHIGEGSKAALVYGOMNEPPGARARVALTGLAVAE
YFRDEEGQDVLLFIDNIFRFTQAGSEVSALLGRIPSAVGYQPTLATDMGQ
LOQERITTTMKGSITSVQAIYVPADDLTDPAPATTFAHLDATTVLSRQIAE
LGIYPAVDPLDSTSRMMDAEIVGKEHYDVARAVQKTLODYKSLODITIAIL
GMDELSEEDKATVYRARKIQKFLSQPFQVAQVFTGFEGKFVSLKDTISGF
KSILEGKYDHLPEPAFYMVGDIEEVVQKAQKLAADLGGGSAAKKDGKDAS
GAKVSGKRELTLDAFNDPSYPELKEGDFELNEKSFRVFAEYTKNVAIPYA
RDHELKEFPEDAAKIKAKYDNILSKIDGETDELVKELHDASQKHDAERKR
KEQEAALKAQKAAAPQAAAH

>F1 gamma, Contig22783 (complete) 326 aa
MRRVSSVGLRTSAFELRTSAVQTARTFERNELGPVGVRHYPGNLKELRLR
LVAIKNIKKITSTMKMIAAAKLNKAQAVLFKTRPYSESSQRFIQEFFPSP
QEGEPNPAEEASAGKHLIVAVTSDRGLCGGVNSSITIKASAAVLRNHPENT
QOLFLVGEKSKAALQREYANAIVYAVSEVGANKKTSFTEVAQVAELIARQP
ADNVTLLYNHFNSVLSFTTTRKVFPSPKTFVEAERKFSAYEFEGSHEETIL
ADYWQFSVASQLYSAITESQTAEVATRMTSMDNATKNASEVLNKLTIKYN
RTRQAAITTELTEIVSGAAAIEEASS

>F1 delta, Contig2942 (complete) 191 aa
MRRISASSRVLGMSAAAGGRFGPRTASVLTTTTRRSYATDDAQREAHEKA
VKEGKLIFTLACPHETLINAEPVRIATVPSATGDMGILAHHVPTIAQLKP
GVVKVTKFDESGATRDADYFISGGFVTVYPDSHCNVNVVEAFPLDQLDPE
KAKKGLEDFTKELASASDAEAKTVATIGVEVYKAMCSALKV

>F1 epsilon, Contig9766 (complete) 70 aa
MSSWRSAGFSYLRYSNTCAILTRRALKEPFRAKAAERDSVNMKVEQWILG
KGODKVDVKRANETIAGSAGH

>F0 OSCP, 409 aa, Contig24806 (complete)
MGNAARLVSARGFSQTLVTQQKKGEATTAAPVFKIDEEFDDYKDVTASNE
QVEKNYREPPVQVTSGKHGEFASTLYATASVLNAVEDVERDLKWLVDASQ
TIPMFQOFLSSGLPDKKVMRKLLOQGVLKGADFHRLTQKFLVTELLEAGEL
KLVPDIAAVYAQIMKAHRKEVPVVFTFASLPDKDFLTRQIERVKKYRLEA
DATPMWEFKINPALIGGFTVEVGSNYKGNFALSSQFDLMRQQLKQAEDKW
ERVRPKELHINSFDTSSLFAPLSGVKITAADLDKTLADVLGSKKEAFQAA
DLDRTLKQALEDAQRDAGFSGDYEKNVLEQTRNLDFEKLKTVKQLDLAQH
EKHLMQKHNIADNDAEGKRKVKAKIEELKRFKELDTSFIGEVLKKHQPET
YKKYQSVFQ

>F0 B subunit gi|11467082|ref|NP_042558.1| ORF25 [Acanthamoeba castellanii], 124 aa, 1953
MKYSILLFFTLFAINNLLHYISEKVIIVIFIVFLFFLMGFLSNIINSEFK
SKIDYILNDINAYVNVVENFLYINKLFYLNLKSLKTGFLSLNSILGKKID



SLKFYTTLSNKLNAISSTTVLLLK

>F0 A subunit gi|11467086|ref|NP_042562.1| H(+)-transporting ATPase, subunit 6 [Acanthamoeba
castellanii], 247 aa, 587
MIFNPLEQFRISVLOQKLFFGNIDISITNNTIILFVILIGFTFLFYVNYST
NTYIPSKWQYAVENIYLFVLOLFKQQINNIVALKYFPLVLFVFSFILFAN
LIGLLPYGFTITGHIIFTFQIAFSLFFGITLINFFNNKTEFFNLFVPSGV
PKPLIPFLVVIEVVSYLIRPFSLSVRLFANMLAGHTLLNILSAFIFNVFK
KYALISFLPLLFIVFIIVLEFCIAIVQAYIFSILTCIYLNDIYNTSH

>Fo C subunit gi|11467060|ref|NP_042536.1| H(+)-transporting ATPase, subunit 9 [Acanthamoeba
castellanii], 79 aa, A9F
MKNLEITLQSSKMIGSGLATSGLIGAGAGVGIVFGCLILAFSRNPNLQKE
LFSYALIGFALTEAIGLLALVMAFLILFI

>F0 A6l subunit (ORFB) gi|11467081|ref|NP_042557.1| ORFB [Acanthamoeba castellanii], 142 aa,
198E

MPQLDKLSFATQYFWLTLFFFGLYFLSVNFFVILVFKNLKLRNITYKIWY
FFLYRFDYVDYNNKHKSLVNTSFSFIYYTLYINFFILTKINFIFEKTKST
INKTQTLNQSQRLLMISLLNNFLNSNSVDFVKKFQELNIDEI

>Probable ATPG, Contigl4600/E9BS9UA01COPON (complete) 110 aa
MNRLCGSLAKGAQKFQALEQSTTSCACNKQLYGYLGTQFGCWSNRWQAFP
ADAKALWRRVITGQITVGEVGRGVRASTPILLAALAGNFLGRGEFLYSPI
VGASYTYPEY

>ATPi/j, Contigl9534 (and E80POFO01BMSND) (complete) 92 aa
MSARNFGLTEGEIQELKKRPYPRFAPAPMORLISQAKVIWPFAVGWAVTL
FLYSRIPISDDDRAKSHYQYQLDVLDGKIKPEDHPIHGHHGH

>hypothetical ATPase subunit, Contig3l (complete) 312 aa
MMKRGLRQVPRSVILGQRQSAQAMRLFASAAPSPNVDEIQFQVIGDTATA
EYPTRPFTSKSKAQLEEGVQRKANQTRGQFEAKFSADTPEGALFKDVVQT
KPYDEQLLKAELEHVTNPTIQPTVDTAVNTKNHNFLTEFMASRTAGYLED
PTLYFSYGENPSATLNPNWSTQLSGNLDALVKRELVDALAALSAEVKEID
ALDQQAKKAHEELLQKLQADIDILTNKELFAKSLESSGMSPLHVAQMTDI
VTTDPLAVQALPLAQKQAAELAQFROQSATFQQYSQOLVADSRELVKQLQA
SGLQFDASKVSF

>hypothetical ATPase subunit, Contigl5510 (and E80POFO01B6VDY) (complete) 92 aa
MSKRLITRATLNGRLATAWAPSRSYAEAAVPKLGKDIQPKNYRRPDGTYE
PCDEILFLSVIGYGEDLRAVTNAKEGITNTLVLSRYNKTASQ

>hypothetical protein (possible ATP synthase e subunit) Contig24711 (complete) 102 aa
MATPLQVPCGCRNSLQSFGAAAAFTVAFVWTSQOSVQVKRNAYFSNLKSEI
DTLKKKNHDLEHEVELLKNPPEPKEAHTDFAADFESGNIDFEKILEQVAS

DH

>ATPd, Contigl7555 (complete) 499 aa
MRRISRVVASSARGTALNKSSRTAAVFSRGYAAPETPQTDFKVTDAGIRV
YAHGVVHDMNFLGDLPADAQEVLSGKEWVPQSVSDFTARWEKDAPELANQ
ARQLESLITKFEKDPVQFGKSEAYLRDIAIHTTLERAAARDVSPVEIALT
HFWTAYSEVPSGGKLRESAPTQLERVKAFLQSKKDPELSAQNSRARKTAA
IVKFVQASSAEDKAAAAALLLGSEKGQALKAALKGVNDAAKKEQIVKQHL
OWDEATQAAAELTQRHPEFTELKEVLAHFPPLVHHIGEPSAVQYRFKHAT
DKAYKKWQONYSLTSSDEVTEKDPLLKNLRELLYSGKPANTVADAKKAQA
LORSFPGLLFSRDVESFSNFVRKDEEVKSQLSTIYEDSLKEYPNDPALAV
PKDLDQRVKLWSKHTQELADVQOQWLDAKIAFIDAKIQEGMVQOMDKFVNG
TVDDILADHPEWEKEIEDDIANHRWDPEMEKKEYDNALHHYYEHHTVHA

>ATPf, Contig26899 (complete) 94 aa
MSRSLITRSLPLRSSSHGALGGARPVFSEVPLKEVPSYVRLHVLGNTRRL
TKEFVOQWYWRTYFHAGKADPITHGILLVSGVGYLLHNHWHGSHP

>malate dehydrogenase Contigl0193 (complete), 454 aa, 63B
MRRGLSTVSRSATVFGKQACLASSTLRVDRRAYATSPEDAALEAQIEKVL
DLVKKQGNLGSEKLTVRKLTELRQTVPEIDRALSSVGDSAVKYMAELEKP
GAGPLSAVPPVRVTVTGAAGAIGYAMLFRIASGEMLGKHQPVILQLLELE
PAMKALEGVIMELKDCAFPLLHGVTASSDVNKAFEGADFAMLVGAKPRTK
GMERGDLLKENANIFSVQGKALNKVANRDTLRVCVVGNPANTNALIASAN
APNIHPRRFTAMTRLDHNRGIAQLADKLKCKVTDIERFAIWGNHSATQYP



DISHTQINGKWAKDLVDEKWVKDTFIPDVQORGAAIIAARGSSSAASAAN
AATEHMRDWVKGTNGQWTSMGVWTGNGKVGDYGTSPDIYYSFPVVCADGE
YTIVONVPVDKFSAERMOKTNDELVSEKNGVGELAKRTTDPAALLKEQYK
GGKQ

CV-associated proteins:

>Inhl homolog Contig8833 (complete)
MMRRAATRSALCRPSFAPTAARGYSSVLEAGGRLGEREKAVEDRAIRGHDLELLKKLRDT
LGIQENQPIPETVVSQVSSSSSSLNPFAQRAQSQQOPSSSSHNDEPLTRGEFLEFRREIVQ
RLRNLEDDIMDLQTRRK

>ATP10 (assembly factor) Contig2185 (likely complete)
MRHFALPSSAPTRPGLLVCRVPSDLRPGAAAPLTSGSLRVRPPFWHGPRHMHTPLLGVLP
AQATSRGARHEHWGTLKRFKELAKTPEELALKEELDKGYWGDANELLKNREGKFFFAVPK
LTPKKEAIKLLDAIPASLPTYKPFDFSKVNIEEAMHTKAPTLVLVTCKRMFATAMLDSWR
KPFEAEFPHLNCYELELVQOVGYWWFGGLFRMFAAKETEPSRMNKVLYYNGIRKTKRMRW
DLNIKNRYCAYAFLCDEDGLVRWRAVGLANTEELAMLNKMVNKLQQEKGGVSSSNNLASR
SGLEHQQKAD

>ATP11 g4701.tl1 (complete)
MLLMRRCLRSPAVITNTAGGGGRAAPVRWFSSGAAPPPRELAHVVKLDSL
HQETPERISQLWIDYHVKKEACVSAVAPAATYALINRRLAESPLFVLPLP
RESGFVSVLLQAHAEQDTVMFTELEQYQRAADKSAVPSCLHLRYYTDLAA
TKDIVLVRGEVDLARLTTTVKRKRW

>ATP12 Contigl3926 (complete)
MRRSCASVAAGGARWGRCGHQAASRFPTSMLRQAGSDGFRFLRPSLTTMRMLGATRSYAE
RVKVDYHYGHEKFGKDQAEPASEDTTKPKVKGAKLSGVQGGSKTRRWYKQVSVGEREGGW
APLLDGRVILTPMEHPLVVPSQHNALMIAAEWEMQOPYIKPDTMPITRLATTIMDRLVEG
KPETRHALTLEMLDYIETDTICYRPDDREKEQVLYDKQQAQLRPFLKWFSSFFNMELMLH
FSVIPEAQPEETINGLRLLLHNTTDWELGCLDTLVSRTKSLVLGLALWKGPFSVDQCIAA
SRIEEDHNIAEWGECEGAHDLDKVDIYKHVAAATAFLRSLPPEQSSLKQW

>ATP23 Mitochondrial inner membrane protease Contig3855 (uncertain of N-terminus)
MRERQHSQCETTIRDILIKDRVMQHLMAGMEDRGCRVFYKNFFHCKQCTGSDHGGYWDPD
EGVVICENNLEQKEMVRDTMLHEGVHAFDDCRANVDWSNCVHHACSETRAANLSGDCSFR
AEVARGHFNVRAQQKECVRRRATLSVIKNPNCPGADADWAVNKAWERCYSDFEPFGQVPN
>Nca2 Contig9 (likely complete .. from PGP)
MLFARRAQGTROQRIASLFGLIDGATHDLSFLPPDQEKLYRDACVALTKQSIDGHTLTHVA
TSVAPFIGYRHRHRGAPTGPATGGGGEAASQSSSAPADNSDAVVHHDEGKDKGKGKEKNR
SEPATDGEGSAASKEDLOQDQVLFEAKLYVLCLIATAQNQSVCDELLRLASSIQHHHREWS
LREDQPFWYLYEKTPWYWLNYLLLKRDETPHPITELREKLRHLRALEKNTFAFIGVGSRV
LSRYEAVGRTNYAERLSNLIRKDQQEEDGENEDVLFNLAQTVNLSYFDYHSADVIGETTT
ETTPNIPNLYAQLMENVKKAALFPTOQMKHTLNEYKRPSALSTNWLRYSCITAGITVGVLS
VVKRREDIIDWLVDFKVLAKNFIQKNILLPLODVYETIRYEKRAFTIMDARALDADVESL
ORMVDEYVRKLHPHISQAQLEEITTAAANSDISAIMPVYERELESPIKNALFGDLLSLLL
IQVHKAKVDVARAMLALDKLMRANELNFQLFAVTPAILLVGGLSRYLYRRITRIDIRRTT
HVQIRETLRNVERMLDLNLSSASSSVRHHHAGGPTNLSLSTSFSGWGRSSTNSLSTQGRP
ESDLRLEDTGRLLVSINELIRLALOMPRHDRKWLLEDLODLQAEELQVAQKLATIHRMYH
THHFLSAV



