
CIII structural proteins:!
!
>COB gi|11467061|ref|NP_042537.1| cytochrome b [Acanthamoeba castellanii]!
MRFIKKYPLLNIVNSFLIDYPAPPNISYLWNFGALAAFCLGIQIVTGIFLAMFYVPSIESAFSSVQYIMR!
DVNYGWLIRYIHANGASFFFICVYIHVFRGLYYNSYITPRELLWNLGVTILIVMILTAFLGYVLPWGQMS!
FWAATVITSLFSAIPVVGEYIVIWLWGGFSVDNATLNRFFSLHYLLPFVIALLSLIHVAVLHESGSSNPL!
NIALSVANKVPFHPYFIFKDLLGIIFFLIVFCYAVFFKPDSIIDPINNVPANPLVTPTHIVPEWYFLPFY!
AILRSIPNKLGGVITLGLALIVLFLLPFITNNVFKGSFFEISKTILFWSFFSVCVLLGWIGFKPIEDPYL!
MLGQMLTVLYFFYFFSLAVIVPTLQAYTFKNVFAK!
!
>Matrix processing peptidase beta subunit/Complex III Qcr1 Contig18201 (complete)!
MSSIRSRAPSMLLPTKLGTSGRLGAAARRLSSGQPQAARDVEKRLRLPEYLLNVPPTQVT!
ALPNKFRVASEHKHGETATVGVWIDAGSVWETAENNGVAHFLEHLAFKGTKNRTKEQIEV!
EIENMGGQLNAYTSREQTVYHAHVFKKDVPKAVEIISDIIQNSNLKEDDVERERGVILRE!
MEEVESQTEEVIFDHLHSIAFQNTSLGYTILGPEKNIKKIKREDLVSYVGKHYTAPRMVL!
SAAGAVDHDELVKLAEKHFSGLSSETNVDYSNREKLFDFTGSMVQVRDTSIPLVHTTVAA!
KSVGWSDPDYFTFLVLQQLVGSWDRSLGGAKNLSSNLAETFATEELAHSLMSFNTCYHET!
GLFGAYFVGEMERTSDAIFEVLREWVRIGSGVSEVEVERAKNKLKSTYLMQLDGTQAVAE!
DIGRQLLTLGRRMPAAEAFMRIDAIDAKKVREVAYTYLNDVDVAVAAVGSVDSGLFPDYN!
VLRGWTYWNRL!
!
>Matrix processing peptidase alpha subunit/Complex III Qcr2 Contig18841 (and 14090) (complete)!
MKPQHAARLSLAKGVTRASSPSASVLGSKSYSSWTATSSLKQAHSSVPQTWEATPQTLDN!
VQTTTLDSGLKVTTVSSELPLAAVGLHVKAGARFETGESRGAAHFLRHLAFSRTSSRSPL!
TVTREMEVATAAFDVSASRENISYSGQLMPDYLEDYVWMLRDLMHPLAWEYIVRDAAPQV!
AAEVHEAETNPATALVEAIHREAYRDEGLGNSIYCPNYRVGAVTREAIIRYHHERYQASN!
VALVGYGIKHEQLVAQANKYFPADAFAEDKAPWTTLEAADRKPGAVYTAASSYTGGELRL!
PGPGNSRVALAFEGASLADPDVFAVRTLSSLLGGAARFTRDGPGVGLRSRLARNVLAKGD!
YVLASSALNASYSDSGLFGVFVEALPGHGADAARLLSAELNSLAGSFSVDDAELTRAKNQ!
AKASFFREVESRTGLVDYLARHTLAGTAPLAPAQYAARFDAVTRDDLARVARRVFSSPLT!
LVSTGDIHGVPTKEELRPKLKA!
!
>cytochrome c1 Contig11871 (and E9BS9UA01EO9K4) (complete)!
MLRQRTLTSATGMAFRSQTRSFATSAGASAKRLHPNVLGLVIGAGAVGAAAGTLISRARC!
SDDVLVAPAYPWSHKSEWKSYDVASLRRGHQVYKEVCAACHSLNYIAWRNLIETLYTEEE!
VIAMAAETEVEDGPNDDGEMFTRPGKPTDYLPRPYPNEEAARSANAGAIPPDLTEMVKAR!
EQGADYIFALLTGYMPAPAGLNVREGLYYNPYFPGGAIGMPPPLNDGMLEYEDGTEASVS!
QMAKDVSAFLCWTARPEQDERRVMGIKVLIYLGALFGCSWYIKRFKWSVLKNRKVQFPGK!
NWPTV!
!
>Rieske Fe-S protein Contig7171 (complete)!
MKRTAISAAATLRASTAVSGSASATLTRMAPVLSSGSSKREVHEINVPDWGHYKREAQEG!
GESGGRAFSYMVLGTAGVGYAAAAKHTVIKFLDSMNPAANVRAMANVEVDVSNIAEGTIM!
TVKWRGKPLFIRHRTAEEIADAESAPLTDMRDPCPDAARRKADKPEWLIVLGVCTHLGCV!
PLGGQGEYGGWFCPCHGSHYDTAGRIRKGPAPLNLEVPPYVFKDDSKVLVGVDSV!
!
>Qcr6/hinge protein Contig14062 (complete)!
MSENWAGCAIKKSLEEKAHPKCLKKWAEYDACGQRIKGDTTGEAQCSGQYFEYWHCVDAL!
VANDLFKRLK!
!
>Qcr7 Contig4544 (complete)!
MAARKGSSGFLSRISSSFKPVSGYQAYGLRLEDFYNAENPEIQEVLRRLPNKTKEERDLR!
IRRGHELHLKGTTLPESSWTTPEEDGQTYMEPYMSEVVQEIEERKDFRADFLLPVEKRHK!
RK!
!
>Qcr8 Contig1256 (complete)!
MGVRWTTYTLSPFRQKMFPGFWTGLIPRQIKRWKYNFPRVAPPILAGIAIYTWGNWKHDQ!
IARSHWY!
!
>Qcr9 Contig9630 (complete)!



MNALKSSGASNWVYQNLFKRNSSYFALILVGAVVVESGVSRTVDFWWNSVNKGRTWNDFK!
RTQLPKIQAKKAAAAEEEESDE!
!
!
>Qcr10 Contig26093 (complete)!
MSIHKLDKTHATVNLEEAATRTGTIRSVPYHETIAYQRFYANVFTKATVFGKRLIPLTKN!
YAPTAFRWGALAGLAAAYVIEPSFLTKYFTKSESK!
!
CIII-associated proteins:!
!
>BCS1 chaperone Contig612.t1 (from g612.t1) (likely complete)!
MNGGPPSPLGGLLDTTNPYFSAGAGLFVLGGGATLLRGGWKYGAAYFQRNFMVKMEIPSK!
DPSYSWVLNWITARAARQTQHLSVETFYQKDPTGRIKTSYNLIPSTGRHFIKHKGYWMVV!
ERAREKAMVDLTSGTPWETVTFTTYGRNRELFLDILQEARDMALAKEEGKTLIYTANGFE!
WKEFGQPRARRPLSSVILDGDQAERLAGDVKEFLANQSWYRDRGIPYRRGYLLYGPPGSG!
KSSFITALAGELQYNICMLNLSERGMTDDKLAYMMSIVPTRSITVLEDVDAAAIRREQPT!
REYQSCVTFSGLLNVLDGVASSEERLLFMTTNHIDRLDPALIRPGRVDVKLEMGNASADQ!
VRRMFLRFYPDHERSADEFVARVEAAGKPVSMAQLQGHFMLFKEQPHNAVSNAELLSAE!
!
>CBP3 ubiquinol-cytochrome c reductase complex chaperone Contig10140 (and 4561) (likely 
complete)!
MRIMRKTLYRPHLSAGALTMATPSCRALSITSRCNSSMARHPIVHRSRAGAINGCMPIRG!
HVPSFLLFGRCSSTLRGTPEMPASSFGGRAEASATTGPSADPDLTYMSPVIFARRTPEER!
RRDELGVQKILEVAKERANQGESEDGLLRFLGYYGKKNQSLRSGSALYANVFYRSLDEEF!
YDLLGYEEKGLLPWFLISTLHMWMTSVRLRKDASSRALDTRAYFADSFWMDVEEKLNNVG!
VNYVGMGKAFKQMPNLYAHATLSLDKALKSTTDDQLGDALFRHIFFNRLPRQSHMTALIA!
YVRQELAHLDTIPNNLLLHGYLPWGSLPRVDASPVSAASPSPSPQNDTSETGAAR


