mtDNA-encoded:

>gi|11467048|ref |NP_042524.1| ORF142 [Acanthamoeba castellanii], 142 aa, ABB .
MKIDKNWIVGFVDGEGCFYIGINKSVDSKLGYQVLPEFRVVQHKRDIKVL
YATKDFFGHGSVVCNKSNGSEIYEYRVRKFETLHDVILPFFESNGLLTSK
KFNFLAFRDVILIMKRREHLTESGLSKIIDIKSRMNRSSIHY

>gi|11467049 |ref |NP_042525.1| ORF168 [Acanthamoeba castellanii], 168 aa, 1496 .
MKNLDLKQEKALIDPFWISGFVDGEGCFCISFNLKERLTLGIEVRPSFSI
SQTRDKEGLNLRCLODFLNFFDCGFIRFSKRDNTWKYECRDLSDIRSKVL
PHFEKFTLRTKKLRDFELFKDVVNSVASKOQHLNEVGLKRIIDISYQINMG

KRKLTKDELLSKINLKNL

>gi|11467050|ref |NP_042526.1| ORF164 [Acanthamoeba castellanii], 164 aa, 599 .
MQOKNQFKKLNNEQLAYLAGFVEADGCFLVQIIPGLQYRYKHTIRISIVFY
QOKKDKHWYFLQLKNLIGLGSIRFRNDGMLEYSITGLSLVNKFLEMLFPYL
ILKKNLAVLIFRITIKGLNDVKNEAGFLEVCKLVDEVADHTYSKKRKNTSL

TVKNSLLLPVETEE

>gi|11467068|ref |NP_042544.1| ribosomal protein S12 [Acanthamoeba castellanii], 127 aa, 67C .
MPTYHQILKNPRRKKMHTNNVKALEGCPQKKGVCVKLRIVKPKKPNSAQR
KVAKLRLSTRRMIIAYIPGQGHNLQEYSSVLVSGGRAPDLPGVRYTLIKG

KYDFSWKESFERKKKLSKYGYSTKKKF

>gi|11467078 |ref |NP_042554.1| ribosomal protein L6 [Acanthamoeba castellanii], 181 aa, 865 .
MELLKVIKSODKITLKTEKVNKNVFFYFKNKKKILLKITFSGELFLKERT
LITLNNLNYSNYSNYIKFMAKNLETFFYDQYNYFSKLHMIGLGFKNFILR
KHLYILVGDCNYIIFRIPDSLKIFCKKNQVFILGESNVEIFNFMSNIKRV
KKSNFYKGKGVLQFKNFKFTKLKVGKKQRFM

>gi|11467062|ref |NP_042538.1| NADH dehydrogenase, subunit 4L [Acanthamoeba castellanii], 103
aa, 1873 .

MTSENIFFLLFFSFVIFFLGILGIFITRKNIIIILVSIELMLLAVNFNFA
IFSVLLEDMFGQVFILYTLTLAGAEAAIGLAILIIFYRIRGIISVNFVTS

LKG

>gi|11467058|ref |NP_042534.1| NADH dehydrogenase, subunit 2 [Acanthamoeba castellanii], 527
aa, Fl14 .

MNVINFIYSIFDKKLFKCGTISSRGLFYNDLNFFHFEIYFLLALITFLIF
FVILSNKKNYRSYYYLNVGGIFSNLLPFVVILLLIILNTNTNDSYYLFAG
FYYNDAAVVFFKNIILIGFLIFTFAIKQYLSYFKYYDFEFILVLFISLFS
SLLILNSNDLISLFFIIELQSLTFYILVASKQTSSFSTESGLKYFILGCF
SSGIILFGISLIYGFTGLLSYTDLTLFLSEVYVTNFILDSSFFSFSGFLI
GFLLLTVGFLFKLGSAPFHMWMPDVYEGSPLLITAYLSTLPKISLIFVIF
KLYYYVFFEVFLFSQGLFTLTALFSILLGSIAATYQVKLKRMLTYSMITN
TGYLLLGLSFGDISGIYITIFYLISYIFIMIGLFFCFLSLRDRSSGLLVK
RINLFSNLLEVNPSLSFSIFILLFSIAGIPPLLGFYSKFFLFLFSLKYKM
YWMTILFVIFSVVSVFYYIRLVKLMYFNRTTGWIFLYDIPFLNSLIISFI

TIINCLFFFNPNLLFKLIYNFSFYLYI

>gi|11467063|ref |NP_042539.1| ORF83 [Acanthamoeba castellanii], 83 aa, 174F .
MFKFVRDFFENKQSFNIKTFAIWLNSSIKNRAIFVYSMATFSILVRYVYI
PFTTIIGYLILLRFTRHFFPTVVLQFAYSFLVF

>gi|11467064 |ref |NP_042540.1| ORF115 [Acanthamoeba castellanii], 115 aa, BEl .
MNGAGNVISESTTGSGLGKKILDKASRVASNSFNYVTDSKNTFTIIRGLV
LAGGVIASADYASAEGSHRTTYVTRAFEVHENGTCSPDPDTRLKAAALRR

RGLIYLIVVNQKPAV

>gi|11467087 |ref |NP_042563.1| ORF349 [Acanthamoeba castellanii], 349 aa, 1883 .
MISPIILISVPVITIISLATAYFFAPDIDPALTLLYPDIPVRRIWPMVFD
ENRDELSPYELRCFLSNVHRTELGHFTCNVKYPILAINSFDDVALFTKNY
VAACGKSINVNPEGQFSFSWPTTYHNDKNSVHVFSFTGIREILTEGDLTE
EDQIVVDWENSWAKDNPWWTYLFVSPDDPGNSDGSPSCIKITYFTHQVYT
PEPGGVGCDGLVYDTTRLRAQYPEPVMYSTADVLNQPPFTVSKEGLFPRL
CLIELLKSAIPDYHIGVIHSYSTFYTTLVHPVNNLPPQDFISVHLEGAGS
YKDFNPGPLSSSAGNPADSISSVFPKILIFVACATTLALCTYLGYNYIG

>ISD11 Contig7577 NOT DETECTED, 83 aa, 53C, 83 aa, 53C .
MASRPQALRVYRQLMRNGRQYNDYNMREYIQRRVRDEFKANKTMSDAEQI



DKCLDKARHELEVVKRQAIISRLYNHGKLIIEV

>Isul Contig20119 NOT DETECTED, 161 aa, F34, 161 aa, F34 .
MLRTRTRAVFGSATLASHNGGSRMAGGAQRLYHERVIDHYENPRNVGSLD
KNATDVGTGLVGAPACGDVMKLQIEVKDGKIVNAVFKTFGCGSAIASSSL
ATEWVKGKSLDEAKVIKNSQIAKHLALPPVKLHCSMLAEDAIKSAISDYE

KKQKAKQEAQQ

>Isal homolog (Iscal) Contig2426 NOT DETECTED, 130 aa, 4Cl1l, 130 aa, 4C1 .
MSVAGTVRVVRKPLTSRFAAKAPITLTPAAVSRLHSLMGGSKDKYEGIRL
DVKSRGCGGNSFTLDYAEKKERTDEVVEADAGVKVFVGSKALLHVIGTEM
DYVEDDLQSGFVFNNPQAKSTCGCGESFTL

>Arhl (Ferredoxin reductase) (sequence may contain mistakes ... N-terminus uncertain) NOT
DETECTED, 507 aa, 31B, 507 aa, 31B ¢, 507 aa, 31B .
MKVWRRGIRTSMALREVGGMGGVPTSRHLKVCVVGSGPGGFYAVEALQRM
AEEAKAKGQAPEMALDVDIYERQAVPYGLVRFGVAPDHPEVKAVQHRYDA
FMADPRLRFVGNVSIGSTNSISQSSSSGAAALSVEELLGAYDGVVLAAGA
ORDRPLGIEGEDLPGVYSAREFVAWYNGDPAMRSRQFELSSSREAVVIGQ
GNVALDVARVLLHEPGQLASTDMPEYAVDALRRSQIDTVHIVGRRGPAQA
SFTNKEVREILNLPGVQCHFLPSGVLALNEASKAETAKERGKKRMIDLFA
ATEKKAGETKGEPKKNLYFHFLLSPLRFLANEKGHVSGIELARNELQGEA
GNQKAVPTHEKETLECDVVFKSIGYKSEPLEGVPFDHHRGVVPNEHGRVV
RPDGSTVPGLYVSGWMKRGPSGVIGTNRMDAEETVASMWADLAATRPGEK
PGWRAIQDKLRERQVAYVDWKQWKAIEDEEHRRGQVLGKEREKFTSVPEM

LDVAFKQ

>mitoferrin (likely complete) NOT DETECTED Contigl3335 (and 5394,17393), 310 aa, E4A .
MEFLVDEALEEELQQSSDPRVHLIAGACAGLMEHCGMFPIDTVKTHQQLA
GSRTSIAATIRTIVAKNGVTGLFRGLPVVVAGSAPVHGVAFSIYEFCKRL
LGADQPGHHLLASSMSGVVATLAHDACLAPVDTLKQRLOFSARPYRGVWD
CFGHILKSEGVSGFYRGYTTAAVMNLPHASIYYGAYESIKKLLKRATGKE
YESNDPVTHMLAGAAGGCLAGGLTNPLDVGKTRLQVGTDAGKSYRGMVST
LRTIYREDGWAGFTKGIRPRMVFHSMSAAISWTTYEYIKHTLEPSFSSHS

PPSSNKSGPS

>gl045.t1 - pentatricopeptide (PPR) repeat-containing protein, ---- NOT DETECTED --- 441 aa,
11C, 441 aa, 1l1C .

MITHHSQGGGLMRGIEAKQRLEWVQRALYVRPGPLAQLISFAQRSGDPAF
LSQOSLAALPKVRMGNTIGYASLVSTLSATNNLDEMFFVYARMKEERVPLN
IFSAGALINASLRHNKLERAFEVLHDMKLYNLRIDNGLVNSFVTYFLEKR
DVDRLLSVLDALGDRSDLSIDRVSILDELWQRLSSPHEDSSLAYRFIERL
SAAVPPASDGTTQSTASGOSQQOLHOROOGETKEGENEGGQGEEGDGRPQE
SEADKWARVGAYWHGRMDQLLNQLVTRGQLARAHDLTELMVSRWRLQOPHK
RIITVFIRACITREAAINARGGVISGDDQRRPVQLLDEVGRMVEEGRLEA
DLITFTALIDANARLRRKATALRFFELMOQORGIKADTTTYRVLLIMCSVL
RDKKEGLRLLDQAEREGVGLEMALFTDVVRTIRALPDGATP

>gl0450.t1 - pentatricopeptide (PPR) repeat-containing protein, ---- NOT DETECTED --- 584 aa,
1BF5, 584 aa, 1BF5 .

MSAGAVASSSSSAPASRQPAAATAAHYREVQLPDELASAVFPSSPAFMTD
DERRAADQAERELYLDRLDRRLKGIARRREKDRRLASRLQFAGGGDAIGA
MMAGKARSADQWAHVGLNRHWEEAEAEERMRDREREAGILAAFREEHAEA
MKLASSSSSSASPLTAAADADDDVVPILRYWRYEEGTIGGGGGDEANDDD
ETGGHRVHHQTDETRDEGDDDDDEEDRAQQORVEGSVGNPLLWDDDGDDGG
GREPGLTERRRKGTKKQEEEDGPCASVDAQFLHHTKNIAAKTPGESWRAF
LVYLASLRRLDLAFALLDDLEHHDQATPSVYLSFLSACAQVVHQEADMRA
QETIISRMOQARGLKPSASHYTALLSAATSPTRITAALQAMTDAGVEPTPVT
YIAYFKACSRFAKVHGHGPTLHGYHQFKQRFGTSTLEKRTAMHLFGAVVT
SLVQFISPTTEQEVMNVLRDMGKMGLKLNSHFMNSLIYMYLHNDQQEKAY
ELLNRTKAGTDIEPNEFIYTTFLRYHHDRREYDHCKKLLARMRHDRIPPT
HAAMSTFKLLAEQLODPTIWAAAKELNNATKPRR

>gl0770.t1 - pentatricopeptide (PPR) repeat-containing protein, ---- NOT DETECTED --- 636 aa,
B09, 636 aa, B09 .

MTTEVSIKTNTAAPYVHDERPSTNTRRGERNPNHRRRRTTASAQHVASAS
VSARSTDSASVEQLKETFNRLRERLSADAGGSGKQQPWLLWDVVAAIKQL



GGAMQRLKVRSGKLGGIELDVDVFPLVWRLEIDQLHRLNGLMSALSTLPG
AGRVMQODIIENLYAQNSPVKPDVRVYGKLIARYARSRQTEQAFAALDLMR
AHGLHPNLRVITALLPVCTMATVEPVFDQIRRHDLRPDRVFLVGTLELYA
RSHATDKLLELLRVMEPEFKVAPDVHIFNVALQGCVNAEDLAAGWRVREM
MREFKVAPDRASVVQLIALCSQKQLRWDQORQAWGRAERQRPHPYARPDP
QQELMDRWLGDVFADMRRHRIVPDQTIFTALMGFNSPDIERAWGLFQIML
DAGVEANEVAYNVLLKRCRDLAECDRGLALWETMRASGVPPSATTFALLL
QLCGRMPDAVEGAARAQRVWDSMVHEHGRQPDHGHLGALLYACGRTGDVD
AALALLDDVKLRHGVAPIEDTFTSLLDGLTAHNNNNNSNDNDDDNEVDGD
GESEERDRQYEACLRVMRRAEAEGVTPRMQKVKYTFKMSMRRDRFDEAEW
LLGCMRRKGLPDAAHQSFAASTLASAKAAASVGLVTM

>gll211.tl1 - pentatricopeptide repeat-containing protein, putative, ---- NOT DETECTED --- 794
aa, 1AD8, 794 aa, 1lADS8 .
MPAVASILRRMQSLHDQGKDVGVALDALKEELSRAGQCHPFICSALIALL
GKLORTDAALDLVTRMTQQGYVPDVFVLTALVSALGRAGEVGKAQYFFNE
IQRLGMTPTLHSYNSMIMAFARAGRIDKVRDMLEVMKHKGIEPDVRTYTE
IINNSCKAGRVAEAYQTFIEMQDVGVQPDLKVYSALIAGFSHVGDHLKAQ
QLKEEMEALGLEASMITYSGMLSGLARNRQLTEMERVIEAMKKRNMVPNA
RALGDLINRMSDTMPMDQAFNMAQALVQKKVEANADVWHALLRVCAKADD
VEKGIRILDVMRSHSPELVSASSYCVLIDTFAKAGRVSRGATLLAHMRKH
KIKPDVSIYNVFIEGAMRETGYSKALQVFELMKAEGVRPSHTTFSILIDA
AGHAGRPEEAEAHFAAMGTSPRPDTNNYNSLIEALARNGQLDKAERVLDS
LLRHTHTTDNRGSTDDHVGLARPTAKSFSSLLGFCLERKDVVRARRLAEK
MRRASVAPDATAQRQLDQIPAEQHHHHHQHQPQRQPNTADMYRELSTILN
WPEPHFPTGKFILIRDSLEADGAVLLPHFVFGYLKANKRALLVGLEQSFF
HYSGVGRKLACNLKAAQTKQQFMYINALSTPYDWSAPSTSSAPAVAATPG
LDSWSLGENEDAAFKSLYHKVKAFVESSEAMDEVCIVIDNLSVLLETCQR
PALVLDLVHYLQAFIRRTENRASLVVLVHGDVEDDQKLVKALEHRADIIM
SASGLPSGYSKEVNGQLLVHGNGVPQSKLMHFKSHDNTVRFMSK
>gl1333.tl1 - pentatricopeptide (PPR) repeat-containing protein ---- NOT DETECTED ---, 558 aa,
3C1 .
MKQSNRIREAASIFDQHPTPFSASALISACGRRRDLKQALGVYAKFIASG
HOPNAVLIGSLVSACRRCGEPGRALRLLDDLDRFDIAIDESSFHMLAAAS
AEAGDAAAAKRLLVRLQEGRLPFKANSVDCGQLIKGLVTGVDPDSAGASS
RIADALALLELMEEQATIAQNSCHFTPVLAACAATGEAAIGRQLHTRIVGS
OSQAVVNDYTTAALISMYAKCGFVDEAAGVFADMRRLQOODGRCELRVGSW
SAMIQALGQHGRGKEALALFDEMVTDRHATPDGVAVNTVLSACSHAGLVE
EALRVYSGLVAGRYGAIAPDIQHQTCVVDALGRAGRLDEAEQFIDTISRP
SEVITWRTLLGACRIHGDVARAERAVARLRKLAPRDAPTRVLMANVYAAAG
HWEERDLERKNMDKAGVRKRPGKSWLVVDGTRHVFTVEDKRHPRIEEIRA
ELAVLWORMKNAGFVPNTSVVLRSMADEEAKECHLCHHSEKLAITFGLMS
TPPGTTIRVFKNLRVCPDCHEATKFIAHLTGRDIVVRDANRFHHFHGSGQ
HCSCGDYW

>gl1349.t1 - pentatricopeptide repeat-containing protein, putative,---- NOT DETECTED --- 558
aa, 79D, 558 aa, 79D .
MLHPHAGQARPAAVLRRORYPGLDQWAARFRKLTEREKTLPILLEMLANA
PPGPTGAKYEMLIEQCFEEKRPDLATQLYDHLRAETTTTQAAAPVPLAVF
DVLLOGYGRAGDRQRLAQVQORDMREVGVRPGMSTYTILIDAWGKAGDLRR
MWQAWEDMREQGLRPNVVVYTSVIATLGKLGDVAAMERTFAEMQORSSGDG
VEPNRTTYNAMVHSYGQQOMMDKMEALVERMRADPGLGLDNFTHSAVVAA
WSRAGRVDKALEAFDSTIAATGGQPSLHAWTAILHMLGTAGRSDEMLRTLD
KMKRLGVKPSTAVYNTIINAFGKARNIHSMMDTFKAMRRDGVAADVKTYN
TLIDTWAKTGKAVEAEKFYVLMKREGLOQPTMYTIASLMDAYTRADQFEKV
LRLISRMKKEGRAPDNVVFNLLIDTYGRMGKPEEAEKVLCGAMKEYGIAL
ETNNFTSVIEAWARNGNLDKAEEWLHRMNTDYATKPDIKTLTTLLSFCIP
AADVKRGRRVIHMIEQHKLQKDKQARETIRQFHAATKRPDQEKKNQPTSP
STTSPDRS

>gl3583.t1 - pentatricopeptide repeat-containing protein, putative ---- NOT DETECTED --- is
this continuous with 135812222222, 55, 553 aa, E21 .
ESKVKRRAILASGLPFARYAEELTALEQLPSVPANSLSTIISEYAAAGKH



EMILARLRPLVPRLRGGAGAFGLIIKALQDVRGSVEVAFAVMHQAATRPA
RSKTDKATAPDARAYHCLIGVCARQGDYTDALRVGQLMDDNRVAFTSGTY
DCLINACARSLTDKLDSALVGVDSVAGANNVDTGARRHPGLDAAFALLDD
MRQORGLEPDRRIYCSLMRVCLSYGDVARMRRTFDDMROQRAGIAPDIYAF
NFLMQGCAVERDLGAAMRVLADMKLARVAPVTITYNMILNLCAETAAAAA
SESADSVDSAGTQSVDSLAAAEQVLARMEQSRLAPPDQVTFNTLLKACAN
AAASRSAAGAAAVGGFVEALDKATAYVAAMKARDIDPDVYTYNTLLQVCS
HCPRPWKRTTVDDADTGDDAAAAEHGQAAAAARVDKVVEEVMREMNERGV
RPDGATVTLLISHFGAREDPARAFAVLSDMKRANIKPYLPSFTALITACR
HYSDPAMAERSTNDLNSSAATRTNCGTSAAVVGVEASSIPRSCSLCVDLK

CSD

>gl5080.t1 - pentatricopeptide (PPR) repeat-containing protein,---- NOT DETECTED --- 323 aa,
EOB, 323 aa, EOB .

NNDVDRARGVLRVMEQTISNSVDSRNSLMAARNAVNDPEGALRVLGEMGG
SEPGNGNVWTYVEAAESYLRLGDRDRALALIDTIADQVRQEGSKPGGRPR
RPSARESENESESEDEDDEVEEERRATTVERQGELDLWNQVLARFVQONGR
TAECFEVWRRMREGEGLAPDNRTARQLTRACVQAKNMARAHQVATNMLKL
HKLKLDSAGWNEIIEGYAAEGQLETMWKYVEKMYREEGTYPGATTWDVVE
RTCKSHGVWDQWRAKVARLKQAIDSDKQKKAQERTMKRNQTKFTTRRQTT

NKKTAVKKKAKENQKVVQDNQQK

>gl5695.t1 - pentatricopeptide (PPR) repeat-containing protein,---- NOT DETECTED --- 163 aa,
23C5, 163 aa, 23C5 .

MATDPVAAYHQVLRAVDHMKQAGVHPTHATFSVVIDAAGFAGLPHEAERQ
FDAMTSLHGLHPQANNFTSLIEALARNGRLDKAEAVLDSLAARQPTSALK
HDRLTAKSFNTLLGFCLGAGDSARGQRVAAKMHQAGVEPTEVTQARLRDL

AKLCERRGGHTGG

>gl5807.t1 - Pentatricopeptide repeat [Medicago truncatula],---- NOT DETECTED --- 242 aa, 32B,
242 aa, 32B .

LVLPKALLGAGSRTLRQRGGLGPSGARRSYASTSGAAAAGRTGEEEATTT
PTRKRSGGGGKGQREAEKVITDITPHLAELDAEKRQKGGVDPKHVAAVLR
MVWEGREHVSEKGREGERLLRHLKWLRAGGDDGEGGVEGYTDLISALAKF
GLVDDCFAVFDRMKGSGVQPNEWTYTALISACVPOQRDRTRAMRVFEEMRE
OREDLKPDAVTYTLLLKANEGRTVVEVKEAMQLLTKLKKSGV

>gl66l.tl - pentatricopeptide (PPR) repeat-containing protein,---- NOT DETECTED --- 534 aa,
DEl1, 534 aa, DE1 .

MKQOGLEPDMSIYLALIRTCARHGDVSAALKVMAMVEADGLPYTLPLLTT
LANVCSTQPFFAKKGFAVLNLMOQQOHGIAPDLAAFNALLKCCAIVDDIAGM
QOIFQLMKEQDLSSDEFTMLSLIVGQLANDNLQAARDIVSSFRILGVTPS
VKTYHKLFSVCKRTHDLDAALNLWDQMREEQVEPDLPIFNALMDIYAHRG
DLEQVHQLLDAMKAQGLEPTPTEVACLLAVMYHRDGRVTEAGYQLVEDMR
REGKVAPHLATFSPFIDILLKADKIDEAWDVRRNMMARWDIQPDKVLNRT
FLFALAAKRDVDKIDELFRHMEAHPREFFPHCDSIVLLLEHWLARDPRSP
RVAEVLETLOQRLNVAHKLSRQVFVEPALQVIDGLIDONSFDRARKLLRYL
DPNKLETYTRLFATCRRPEHWPMLEEFWDMLMEPRRRIQPDGTVALAYLE
ALCRLGRTHDAVHFLHNMVHKQSFPDLEHYNLVLRHASSNDKWNFVRKVL

KLMRYDRVTGDNVTAAIRERLHEVDGSLEEESAE

>g5356.t1 - pentatricopeptide repeat-containing protein, putative,---- NOT DETECTED --- 161
aa, DF6, 161 aa, DF6 .

MPPHGHTPNLFVFSGLLQVLGKARQPDKALHYFAEIERSGLTPNTHCFTR
SSAALGTAGRVDDAECHFGQOMAQLGVAPNLYCFSALISGFAEAGRVDEAE
HWFAKITTVGRLKPDLISYNALSQRGGGAAREGSQASAGDDPQGQAQTAT

DEHRVSAFPQH

>g5406.t1l - pentatricopeptide repeat-containing protein, putative,---- NOT DETECTED --- 659
aa, lE5D, 659 aa, 1lE5D .

MLORENRGRPSTERTTATTAASPOQRKPSTQODVQQTAQRIKHAGAIGEVDE
LVATIKRTHQLHPSAVSAVLPLLARTROWETAVELVELMPRHGHGDNRGR
RPPNTTTTGTAAASPQORKQOPSPSDVQOTVQRIKRSGAIGEVDELVATIK
RTHQLHPSAVSAVLPLLARTROQWETAVELVELMPRHGHTPNLFVISGLLK
VLGQARQPDKALHYFAEIERRGLTPDSHCFSALITALGGAGRADEAERYF
ARMTQLGLAPNLHCFSALINALGNAGRVDDAERCFDAMDQLGVMEKLGVV



PDLHCFSTLMSALTKAGKVDAAQHVFHQIASRGLKPDLVCFNALISGFAD
AGRADEAEHWFAKITTTGRLKPDRISYSALIQANEVVARPDRALALLQEM
THKGVRPDVVSYTTVISCLAKARGRHHMDQAQEVFNEMVKQGVRPNATTF
GALIHGHALMGDLETARSRLKOMSTEFNLAPAAEIHNILMDAEKRVATDP
VEAYHQVLRAVDHMKQEGVRPDHATFSIVIDAAGFAGLPHEAEHQFHAMT
SLHGLHPNANNFTSLIEALARNGQLDKAEAVLDSLAARQATSALEHDRLT
AKSFNTLLGFCIGAGDAARGQRVAAKMHQAGVEPDDIGQAKLRDLAKLCE

RRAAPPTPK

>g9903.tl - Pentatricopeptide (PPR) repeat-containing protein-like ---- NOT DETECTED --- n=2
Tax=0ryza sativa RepID=Q5VS02_ORYSJ,, 168 aa, D77 .
MQAEGVESDPATTFTLIIDAHAASGDAERCFGAYADMRRDQVMPTVATYA
TLLRFCEKHGNVEKACALWEDIKADQIRLPWNVICFLLRATLTNNKTDTA
FRLAEELSQLYKPQFVYSQLLTICDQLADVWQAERVWRVMRAKKIPVYAR
TKQLLADFGLNPDEPHHT

>Rhomboid protease Contigl4413 ———-- NOT DETECTED —-—-—---- , 353 aa, 766, 353 aa, 766 .
MRRIGSLRTSPFCAPCLASRALPLRSTLLSRPAFGPKEISSGLPPRCTPK
AAPQPRVSAIVAARSFSWTAHPLHGRPQTNSGLQSLSNTTSSSASSKASG
RTSWLTCQPRTPTTPLSSHNNSASTSMWARRYQVWSRDQYEYRGVDVINV
LLGINALVFGGWWLAPPRFMRENFVSTLRNLREGRVWTLITPAFSHQSPM
HLLFNSMAMWVLGKEVMFVLGPSRTLLLYLAAGVVSCVCHLAYVNEIKPR
IMASTPRQYQLYKMVGAEQGALGMSGSVMGISILYAAFFPSAILLLYGVV
PVRAPILVGGFIAADLLFAFSAPESSISHAGHLGGALYGLLYALYLRRRF

GRR

>Omal incomplete, with gaps ------ NOT DETECTED —-—-—---- , 302 aa, 594, 302 aa, 594 .
TLPSALIQRRHKSGYFHKFHHLKMRTFWSQVQKEGKKRPKRLAFAVGLLL
ATPLGGYGYWQYYQDIVPHSGRRRMMDVSREEEQRMGLASFHLLKQQYKD
QILPENHELVLAVKRIGRRIIEQTDLOQGLHWEFLVIQSDEMNAFVLPGGK
VCVFTGILSVTQDEYGLATVLGHEVGHVVARHGAENGWERALGWLTAILI
AREEPGWLINQFLTLFLALPFSRKFEHEADFIGLMLMAEAGYDPTNAVDL
WIRFSAASPSMLKYLSTHPPNADRIVLLKRWMPQALDQYHKHTRPQATAV

Iv

>pyruvate dehydrogenase kinase NOT DETECTED Contig2871 (and 5370) 441 aa, 441 aa, 1824 .
MMNRMRTTVASTSSHVHIPSSISSSAASSSSPVSWQRTMDDMIHRYANLK
QTPVSVKNMIVFGKDANMNTLLRSHAFLRYELPIRLAHIAKEITALPEEL
LEVEPVQKVLNWYRLSFSEVIESPVPNVADMELKTEDEQCASLHQFQDML
DHIKDRHSGVVTTMAEGVLELKNRLGREMIDTSVQFFLDRLYMNRISIRM
LITQHLELFKQAQTNNNLCAITSGASGRKIAEDAVDDARYLCSNNYSVCP
SVQIIVPPKLGTETSAGAPTLPYVPSHLYHMLFETIKNSLRAVVEVHGAN
AQSEDDLPPVRVVLVKGTEDLTIKISDMGGGIPHADVPKLFTYFYTTAAP
PTKDTLDSLNEGAAPMAGLGYGLPISRLYARYFGGDLKVIPMEGYGTDAY
THLKAAGETREVLPEYSPSTYLGSQANLREWLNVDNCAFQL

>TOM7 Contigl8214 NOT DETECTED, 64 aa, EO, 64 aa, EO .
MTLGGLDLEVMSAKAARLYDKAVVVARVGFHWGFIPFIIFLGVRSMRREQ
SWLSLLVPTPYLOQA

>Mdml2 Contig7451 (and 3688) NOT DETECTED, 255 aa, 134F, 255 aa, 134F .
MSFKIYWDRMGEEQAAKAMDYLNAFFSSAPKPEFIGDIAITALTLGDKAP
EVRLIDVSDPPAHFSSLPMNDAPSSLDSPATTARTTSCRQFDGSDRHIVI
TIASSSSSSSSSSSTTTEEPEVKATDMDMMIKVFLEYSGTAKLTMRCLISL
VNWPRPRTVCLPVTFTLSDFHFEGVVCAIHHANKVHFCFDKREGDDVGPL
KSLKIEAQIGDSTQQVLKNLEKVENFIVGMLKKLIKDRLIFPNFITVLDQ

TNKAH

>Tim9a Contig4832 NOT DETECTED, 88 aa, A34, 88 aa, A34 .
MQORGRMSKDDEASISQMMERMOQMEDIITHYNRLADTCFTQCVGDFKSNAL
LONEEVCVRRCVEKFTQFSTRFQRVFVDHQTAANKQRQ

>Tim9b Contig26620 NOT DETECTED, 127 aa, 2699, 127 aa, 2699 .
MGNRQFGMGYGMGAGQSRAGSASDEERMMQVMMASMOMQODYLTMYNSTTE
KCFKKCVFNLRTPQLVEKEEVCLNRCIEKMSHYNLRFQQKVGAESAALRE
QQQKEAEQKQQPPTEAAQADKEAPSSK

>Timl0a Contig2235 NOT DETECTED, 106 aa, 2360, 106 aa, 2360 .
MNGQPMPSGMSEQEREDVLAASEFITIQMDLYNRVLGRCWDKCIAHYWDK



DLTVGEGSCVDRCVVKYMTVQRTVAKRVLGIRAWTKREEERQKVIQKLRD
NHFFGV

>Timl0b Contig8351 NOT DETECTED, 84 aa, 14D6, 84 aa, 14D6 .

MSNEQYMTREQMLASAQQELVAFQDMYNRMOHQCWKKCVLRLGESELSVS
EGLCADRCVKKYMEVHNRVGKVLQOGLQQQOQPQOPQ

>Tim22 Contigl9250 NOT DETECTED, 189 aa, 182D, 189 aa, 182D .

MEGRDAASQGEPETARRQESQSPFPOAPPGTWQOKLDAFVEPFVIKYLWD
PRFAENCAFRGVQTFVVGGAMGFVMGIFFSSLGGPSSMGMPDVEMKGGWK
KOTAEHFKHMGRSGVSMMKAFAYVGALYATTECVVEKYRGKSDLMNPLIA
GCISGGLLASRAGFTATAMGCGGFAAFSVGIDWLMMENH

>Paml8 Contigl3309 NOT DETECTED, 143 aa, 24A0, 143 aa, 24A0 .

MORTTAQAAKTSQPKMGPGTIFLALGVGGAGLALAPRLVSSAAKHFSKGG
SSGKGFATMGSMWKRSGGGASTGFKNFYKGGFESEMTRAEAALILGIRQS
APKEKIRLAHRRIMLLNHPDNGGSDYMASKINEAKDVLVKDLN
>Mdm38/LetM homolog Contig3961 (and 13276, 19860)
MRRLTRTTSAAAAVDGVVMRHESWAERAKAGAKAMWAQYWGGTRQLWVDA
GAARALRRRVRESVASGGVAADGSVALSRRETRFVRRVADDVRALVPFLA
FFMLPFSAYALPVIVRFFPGFLPSTYHSSSYRVAQMOKROQKVKVEAARQL
RDALSERLLATEGPSARERDLLLDFIHRAAAGEAIPLTQLRPLDRYFATH
LKLLDLEPRRSSGASLGSWLGSTLWLCPAELRALCTFYGLSALPLPTFDH
CANQLILHASRIQHDDKLLVQEGDRWPTELTDEELLEACDERGLPTDVTE
RDRLVAQINQWLAFRRPPPPVSAELTLFAPALATNTRAK

NOT DETECTED,

>Mdm38 (Contigl7895) NOT DETECTED, 386 aa, 9AC, 386 aa, 9AC .

MRKCPTTTTTTALGLRFARRSPSSGLLTARRLFPSSGAYRSQLRPAAVAG
WRGMSTTGHGPAAPDTKDEQQPLGATTTPPPAIAPEAEAAPAAVAAAPKW
QTLMAKAKELARGIKDGTVELYRNVKHTRRLRAVVRERGIDALTRREIRL
MNRTREDLKALVPFLILEIVLPEATPFVVMLFPGILPSPYQRLIPQQKRK
ERERKRTVEALEQMRSELHALGGQRPINFTDSSLDDLVASLQORDESGLRE
KLEVASLPDGMVEAMTRYTSVWSRFRTONGLRSSLORKLDALRKDDELIA
KEGGIDSLSEEEKEEAYYERRIGLAATSPASPAATVEPSSAVGPTDPDRE
RHLREWLHLSAAIRDCREQHRATVPDTSLLLLALRH

>Impl (Contigl9247 and 2953) NOT DETECTED, 241 aa,
WRSGGGSRLGAVLRTTIMVGAYYGVAYTFCNTVLKPSTTAGPSMHPTFNA
AGDSVWVYRRIDPATDLRVGDIVHARTPTYCRLEGKQPGVLKRIKGLPGD
TIKVTFYSPSKVTIKVPAGHVWVEGDNPGQSTDSRMWGPLPLALIEGKVV
SRLNPFSLOTLDAPGHIKRKWERQARDIADSRATGKRSGEEALRAIDRLI
KSGSEASDNTLLVSDRHDADVNDTALAPPQODTVQGHERVVA

12FE, 241 aa,

>Imp2 (Contig6343, 15292) NOT DETECTED, 169 aa, 1090, 169 aa,

DGKQAKQITQTGGAVRTRRGCGVLLWLHARRHLPIWGHTAVEGESMYPTL
EKNDWVLTSSRRNGLHRGDVVVLRSVKEPKERMIKRVTGLPDDLIHTDDA
KLVRVPRGYCWIEGDNASVSLDSNVFGAVPVGLVESRALYRLDRGWRLHK
LESVPRERLQRTKKEREVR

>Coql (Contigl6693) NOT DETECTED, 453 aa, 68F ., 453 aa, 68F .

MRKMASRSTMRRLGGRATATCATQCTVSGAARPSSLLYASPLPSMARRDL
ATATPAQTPVEGLEKFVSKYQROQTFDLDAPHHDGSASSVVEGLLRRALPT
ALAGGAEAREDPMKVALRLVEKEVKSLNGSIQQQIEAVTERPLLAKVASY
FFKLOGKRIRPVLVLLTAKAIAVHLNPALGAGLTPENADVPVSDRQFSLA
EIMEMIHTASLMHDDIIDQAETRRGMPAAHKVWDSKKAVLAGDFLLARAS
VKIARLREHEVTELLSTMIADLVEGEFFQOMRTNVEKEGKEMTQFDYYMRK
TYLKTASLLEKCCSCAAILGEADRATINIAKAYGAHLGYAFQLVDDMLDF
TGTSSDLGKPAAVDLSLGLATAPVLFAMEEFGELRALVERGFKEEGDVEK
AFSLVQORSQGIARTHALAQEHCAKAVETIGQLAPSPYRDALARLTEKVLS
RSS

>Coqg2 (Contild535, 20541, 15288 ... incomplete) NOT DETECTED,

MKRAAGRSCASLMRPTTTTTMRAGNSLORWRMRESCAEARNARVATVTTT
TAVTAMPRPTCGHLLTTQRAVLLRRRQLSSSTTSRSFFLTSEEEPSSSTT
TGWAALKQRLTPYGALARVEKPAGTWLLLWPGWWAIGMAAPPMWEHLALL
GTFGVGAFLMRGAGCTINDILDRDFDARVERTKSRPIASGALTRKQAVAF
LGLOLTAALGCLVTLNPLSIGVGAASLVLVGTYPLMKRITYWPQAFLGLT
FNYGALLGWTAATGGFDPTVVLPLYASGICWTLVYDTIYAHQDKKDDIMV

394 aa,

339 aa,

12FE .

1090 .

1BA, 339 aa,

53E ., 394 aa,

1BA

53E



GVKSTALLFGDKTKRWLSGFAAGSASGLALAGYGAGMGLPYFASVAAAGA
HLAWQVGTVNIHDPADCGRKFAASKWLGAVVFAGIELSNFLAVM

>Cog4 Contig5533 (and 11891) (mostly complete) NOT DETECTED,

MCCRLCPRATALATSTSLRFASSSSSFSSNSASTAATPOQRTAAPPPIIDA
SCNLYANHRPTSLFQKGLLAAGSALAAIINPERADMVATLGETTGPSALR
ALHARMAAHPVGLEILQTKPRITEDTLAFDRLLAMPEDTLGGAYARWMRG
HEFTPDERPAVRFVDDAELAYVMORYREVHDFWHVLTGVPTTVLGEIALK
WFEMYQTGLPMTALSSVVGPLRLPVSEMRVLYSEYIPWAKRSATNATFLM
NFYYERRLGDNLAAIRDELRLEPWHGQCETFFHHYMVLPFLG

>Coq7 Contig (possibly complete) NOT DETECTED, 253 aa,

MOSRIVLRPQRLVSPGGDRTFAVLSTLPRGTAAISARWOSAQTSPSSEEA
EAPGAPTADSDAAASHDAAAGSDGOQERLRQRLYDQIIRVNQAGELGAQQTI
YAGQLFVMRGTTDEPILQHMADQEKEHLOKFDELMERYRVRPTVLTPLWR
VAGFALGAGTALMGREAAMACTVAVETTVGEHYNDQLRTLHGHNMNSPKD
QELRQTIRKFRDEELEHLDIGLKNDAEKAPLYGLLTKGIELGSKAAIWLS
TRI

>Coqg8 (possibly complete) NOT DETECTED, 585 aa, 12B4

MLGRAIFRSPPPAMRTTGTDAATATAPQTGASAAEIATTQDVVASSSVLA
PPVVPIPPVAPAPTTATALPPHAVHSPVPPSAPAPSALAESITTTPAPQA
AKLSGAGAKVEAQAPPLEEPLTKTAPPPRPTFDRIKYLQEQQQRIKENSK
QRKVPSSQVGRLWHFGGLGVRMGMGTLGEAAMRTVGLGSSASAHPAVTPA
NAQRLTNTLGRMRGAALKLGQOQMLSIQDSALIPPELAEILDRVRYAADRMP
DQQLEDVMNHELGHDWRSRVKEFDPVPIAAASIGQVHRGVLADGREVAIK
VQYPGVADSISSDLNNLGSLLKMLGILPKGMYLENTLRVAQDELLWETDY
HREAEATMKMKELLSDEEIFVVPTVIPEMSSKKVLTTELLDGQPIEHVVK
DDQKTRDMVAESMLRLCLREIFEFRYMQTDPNWSNFLYNPETRKIGLLDF
GACRDFNKSFTDEYMRVIYFAAKQDREGIIDASRKLKFLTGEEPPIMNEA
HCSAVMILGEPFAKPGPFNFGAQNVTQRIHELIPTMLKYRLTPPPTETYS
LHRKLSGAFLLCAKLQAQFACQPMFMDLYRKCGPQ

>Cogql0 (from PGP) NOT DETECTED, 184 aa, 2494 .,
MHARGKVRTVGRATTRVPALRPSGVTADAGRAIEYKDERVLPYSADEVYD
VVSDVAKYQDFLPWCTHSRVLFKTPTRMDAELGIGFKMLPGQSYVSQITM
ERPRSLKVVVTPDSSLFNHLINNWAFQDLSKDGKKSCRTFFDISFEFRSQ
LHKSMADAYFQEVAQNMIQVEFNDRCAHVYRWGKQ

>AGGG, 74 aa, —-—-—-—--—- NOT DETECTED —-—---- 2085 ., 74 aa,

MGGDHHAPYKGLDVKLPYGGFHPPPVNRVHKNAALFIGTTMWFWVFWRLK
HDWRHLFTSHRPYEITHEGEDEHH

>NADH dehydrogenase MLRQ ----- NOT DETECTED ---- Contiglll27,

MOAIRRTYNENTKAVWLTLFPVVGGGCLWAAYIGFRTFATHNDVVLKARG
NEPYLMRDSPKLLSRDAAITLADKWSNEMGGDDQFQKPK

>Ndufafl/Cia30 Contig5982 NOT DETECTED, 228 aa, 4EB .

MLGRSRAGVGSSVKNLVREALAGPPLLREGAFGGPQARERMLYSFGAGAD
PAAWEAVTDADFGGRSRAKLEPTEQGTWVFSGALDLSTEGTEMKQAGYAG
LOPRORKTIKSLEGFDALEVRAKTDGRVYIANIKTDSMVKHHLFQAFFTT
RKDEWTNVVLPFDRFTLTFQGQVEGESLPIDPROQFQAVSFLMAERKDGEF
RMELEWVKAINTRLRKGARYTGLVHDQD

>Foxredl homolog Contig27121 (and 22107, 24645) NOT DETECTED,

MMKCRQPRHLLSARCASPAPAAVVRPVPRHRHSRLLSTSAGGAGGGSIVI
AGGGVVGSSVAYFVARALRSRGQTLASPPPVGRSSEWTVTVVERDPTYRF
ASSTLSASSIRHQFSTPENILIGQYGTEFLRNAGKLLSISDEDEARLSGR
LOEKPQOPOHPALLESNHQLORDLGSDIRFLGSPSEIKAQFPYLHTDDLS
AGCFGASGEGWFDPATLLHGFKRKAAALGVNFVHGEVVGTELEADGPROR
VSGVQVTTADGVAHKLSCSHLVNAMGPQAARLSQMMGLTLPVVPRKRCVF
VLRCRDEEVNQAKMPLVIDPSGVYWRPEGCGFIAGVSPLVDPDAHGDFEV
DHDLFEEVIWPVLAHRLPAFEAVKVVGHWAGHYDYNTFDONAILGTHPSV
GNYYHANGFSGHGLQQOSPAVGRAVAELLLEGAYKTLDLSMFHFERVLENR
PITELNVV

>NDUFAF3 homolog Contigl7448 (complete) NOT DETECTED,

MAAAGPRLPGEYDVFGDGGDGEGSHGNKVMVDGYSGSRFSINGVLLPGPL
FLLPTLPLAWNVTSLDDLSPESLALAYAIRPRVSILILGCGQRIKMINPQ

585 aa,

292 aa,

253 aa,

89 aa,

458 aa,

1772 .

12B4

213C

847

1839

1851

14

292 aa,

213C



LRDFFROKGISIEALDTWNAVATWNILNQEDRAVAAALMPFDYE

>Lyrm5 homolog Contig26357 (likely complete) NOT DETECTED,

MAQNSSRTAARNLYKOMIWVGRDYPAGLDKLRPGMIWVGRDYPAGLDKLR
PGAKRAFFATKDETDPEKIDQAFRRGEYILOQELEALVKLHKYRTLRKQYN
PDREDEMVASEFEKFKEKAEAPLPSGF

>B17.2L Contig22529 (possibly complete) NOT DETECTED, 177 aa, 268

MIEAKDTIYDPSSVPALWRSWLNFRREEPPTEKELEAYEAKQRNLAQKVA
ELEEEDAKLALQEQAARQAGVRNAGPQGATPKGMLDTLVLQLAAGEIDQR
GQKSAEGKEMDVEDDDLPFPEFPSEAKEWDSPRRPRSTDDTYSRPSCRAA
SFSAPPDSFADDEDEADQEWKPPSNNK

>SdhB isoform 2 (probably incomplete/incorrect ...
1172 .
MLPMRQRIASSAVCTARSCVTRSPLKIAPTLTTSRTLHIPGLTKLDKTVP
ODGSTCTAPSIARVAQLPTKLTTCDMQOSWTSKCTAGRARRARSPTLRRYV
VNLIRFVPLGGALLNSLCPFLRNRSCREGICGSCSMNIDGQTTLACTKPI
KESITNGKIKIYPLPHMEVIRDLVTDLTHFFEQHREIRPYLMKNDDAALK
QOSKVEQHQSREDRRRLDGLYECILCACCSTSCPSYWWEGAQDDKFLGPAA
LLNAHRWISDTRDDFQADRLLAEADLKVYGCHQIMNCAVCPKNLNPGLST
ARMKDLSVQVADLDKKLEDKAATELATIRKRMHHMPPVAGV

almost no EST data) NOT DETECTED,

>Cox8a (4720) 80 aa, 2286 ---- NOT DETECTED ---, 80 aa, 2286 .

MNFLRRTPLSGVRSFALRGHGPSHGPDGFQLGQAVGTTLPFSTAQTAKPF
RVGLSTWGYFVAGIGLPTWAVWYSANKEAK

>Cox10 (incomplete) NOT DETECTED, 382 aa, 1982 .,
MLPIPHLGVHALGRSAFNPVRLAVEGCSTSERSWGWNGAWSRAEQPGEAA
SGVCIFPSFPHTVAHTKRVSFLOSIRETLAMYSELGKIKLGSMVVITTMA
GYYMAPFSSFDLKRFALTSLGTGLAVISANTFNHITEAKLDLRMVRTSTR
PLPSGRMSSTHATMFGVITGIVGPALLMARVDNTAAALALANIVLYAGVY
TPLKOMHPINTWVGSVVGAIPPMIGWVAVTKGKLDLGAWALGGLLFLWQI
PHFLSLSFPLKEDYARAGYKMLSVTNVDAVMSLSYVFSAMLLPLGFVSSY
AGMTSWVYAIDSTLCNGYLLWMAHKFYTRRDTTSARKLFFASLIYLPLQOM
SLMMLQQEQPPROQDEQRKTKGKLDLGAWATWR

>Cox15 Contig7183 NOT DETECTED, 428 aa, FAE ., 428
MRTSSSGVAPLFTSARPGIAARVFPRLATATNGAALRPATLLRRANSTVT
HQATQPGVMPKVAAATWHDVPTSMKVWIAGCTATVFGMVVVGGLTRLTES
GLSMVDWGVLOMKPPITQEEWEAEFDKYKQFPEYKKLNSKMTVEEFKSIY
YYEWAHRNLGRFLGAAYTLPLLYFTARGHVRGPLRTRLYATAAGIGFQGL
LGWYMVKSGLVEKDHPRVSQYRLAAHLGSAFVLYTAMLWTTFDFVLTPLT
TTAKLTTSAAASAAAASAPTVLKLQAKMRKYAHGVAGLVFLTAISGAFVA
GLDAGLIYTDFPYMGGQVVPNEILDMDPKWRNFTENDVTVQFQHRVLGIT
TFSSIVAMWLWSRKVPLPPRSRLAMNALLGMASLQVTLGIATLYTLVMTH
VAATHQAGSLTLLSIATWLMHELKRLPK

>Petl191 Contig2276 NOT DETECTED, 90 aa, 1739 ., 90
MASSCKSLKEELVACLKISPCMQDKEKTFHECLKSKDEDEIGQCSKVRRG
YFECKRGQLDMRKRFKGNVDFIRKSPTQAPAQPPAAGGRS

>Surfl/Shyl (likely incomplete) NOT DETECTED, 284 aa, 17E8 ., 284 aa,

MPPRSSLGRAPLRSFANESREDIAARQODLKNFVGGGNKAAATKPASGEA
GQVMEGGLAAWFWIFPAITVCLGTWQVYRWQEKKEMIRYRKERLLEPTVD
LPPHLTDETLRDFEFRHVEVSGKFDPVREFVVRPRTRDGONGGLLLTPFR
RSDDGTIVLVNRGWIPAALMNDIVQRRAMLDRVSGDTRLFGLIRPGEKGG
MFSPENKLADEQWYWFEVDKMROQALGLDYTPALLDFLPRTHTQCRRPIVT
KLRDNHLNYIITWYSLTVALVATMLLKGRGRVRR

>mitochondrial transcription factor B-like protein
MLKLPPMPTPRELVRLYRLSAVKELSONFILDLNVTDKLARAAGPLRGST
VIEVGPGPGSLTRSLLTNGARKVIVVEKDKRFMPALETLQQASGGRLELV
FGDMLKIDERDLLKNEPKAENWADESPVRIVGNLPFAVATELLLKWLRQT
PEREGPFAHGRASMTLMFQLEVGKRIEARSGTSEYGRLSVMTQQSCTAQT
CEFNVPASVFVPPPKVTGTMVRIEPRVTPLAPAPVKELEVVCRQVFGQORRK
MLSNAITTLGEGSLPLIARAGLDPTKRPDALTVEEWCSLARAYKEWMDEM
KTSSFNI

>IF2 g476.t1 (incomplete/incorrect N-terminus ... from ESTs, PGPs and inference)

382 aa, 1982 .

aa, FAE .

aa, 1739 .

NOT DETECTED,

127 aa, 1ADD

307 aa,

17E8 .

1A8

340 aa,



DETECTED, 741 aa, 78, 741 aa, 78 checksu, 741 aa, 78 .
MIVRVCGIVFCSYASSPRHFIFHILLFRAPLPSPHRFLNAIYGVNIDGSG
ISIHSARQCAVRGRCSPFIIVSFDIFLDSDFNGEQLSIDFLMTQAGGTRR
LYATASEMEKSKMVRKRLAATRKRKLEELKERKAKPKEISIPSRATPKNL
SAVTGLSTIDILKVAIKCGHEPRTVDDVLPPELVDILCEELYFVPRRSDL
NEGTGMKLTRTIDEADMVPRPPIVAVMGHVNHGKTSLLDALRKTSVVDVE
EGRITQRLSASMVQLSSGQKITFMDTPGHNAFAAMRORGAAMTDMVILVV
AADEGVMQQTEEAIEVTREANVPLLVAINKIEKEGANPSKVKRQLLOHGV
ILEEFGGDVQCVELSASTGKNLDELTDAILLQAEMLDLRADPNGPAESVV
IESKIDKGRGVVGTVLVRQGOLKLNNFFVAGGTWGRVRGLTDWLGRSTTK
ADPSTPVEVIGFKTKILPDPGDDLVVVLGEEQAKQILDYRKERLHAKEAL
TDVVQASDPAARAAAAKQEMEKALNVVIKADIGGTLQAVESTISQFPQDE
VKLRIIKSAVGDISTTDIGLAKDTGAVVEFGFNVPPMNSVLELARVEKVDI
NNYSITIYQLADDIKKRLESMLAPREVEEEVGRGDVLSVFSVTMPNREQHN
VAGLRVVRGALDSRLRVRLLRRNKDVNADEEYAALYDGPIESLKKFKDDV
TLAKKGDECGLALPKWNDLRPGDIISCYRMKQVPRKFGDPK

>Gufl g3637.tl1 (possibly complete ... N-terminus from Genscan) NOT DETECTED, 606 aa, CEl, 606
aa, CE1l .
MLGRRGLLASRGPAAAVAAEEAAARGAPDLSKFPPSKIRNFCIISHIDHG
KTTMSTRIMEKAGTISLDKEGLYLDKLQVEKERGITVRAHTTSLVYKHSD
GESYLLNLIDTPGHVDFTYEVSRSLKACQGAVLLVDCTQGIQAQTVANYF
LAWEANLKIIPVMNKIDLPTSDPARVIKELANMGFEESEVLKASGKTGEG
VEGILKAVIERLPAPSGDPAKPLKALLFENWYDQFRGVVCLVNILDGALK
KGDRIVAASSNKVYELENVGILYPERAPTGALYTGQVGYIIGGMRSTKEA
RVGDTLYLEGAPVEPLPGFKSAKPMVFAGLYPADGESLDRLTDAFEKLTL
NDASVTYTKERSDALGMGFRCGFLGLLHMDVFLQRLEQEYGTDVIATAPT
VPYIVTTKEGQEIVVNNPSLFPEQHDILTCTEPVAEARIIAPKEYLSPLL
RLCLERRGVQQELSYIDEARLHLRYRIPLSELITDFNDSLKALTSGLRHP
VEALSATAHQSKGVNYGKDLVQKLRKVVKRQLFQVAIQASVDGRIVARET
LOALRKDVTAKCYGGDITRKRKLLEKQKEGKKRMKTIGNVQLSQDAFYST
LKKGDE

>YchF g6187.t1 (likely complete) NOT DETECTED , 435 aa, 203C, 435 aa, 203C .
MKVATRRSTTWWGSSSRSATSTFVGGGRSVLWPPSSSCLTSGSGVLGVRR
OWFAAKAGKQQOOTQOQAAGGQASALSYFVARTASNGCGIVGMPNVGKSTLF
NALTSSQRARAENFPFCTIEPNSGMVWVPDPRLDTLAALANSKRILPCQOM
EFVDIAGLVAGASKGEGLGNKFLAHIRNVSMILQVVRCFEGADGTEQVTH
VEGSVDPARDMEIINTELLLADLESLTTARAKLEKRTKLDAEAQKRLDLM
HRTIAVLDEGQPARSVLISAEEWPTFHAFQLLTSKPVVYCCNVKEEEAAT
GNAMVEQVKQAVLKEEPGVDPNERVLVVSAKLESELANMESVEDRKSFLE
LYGLSEADAGLPKVIRATRQLLOQHQFFTVGETEAPRLEHTQTIAFADFV
AAGGEKRAKELGKVRFEGTSYVVQDGDIILFHHRK

>EngB g15942.tl1 (incomplete - poor genomic, poor EST data) NOT DETECTED, 134 aa, 19F9, 134
aa, 19F9 .
AFIGRSNVGKSSLINALTAQGKVRVSDTPGETQQINWYRVGKHLTLIDLP
GYGFAFAAEEKVKAWTELMCEFLTSRKSLKRICVLIDARHGFKPADLDFI
DMLEKAKRKYQIVMTKADLVTPPDLARRYHLVQQ

>EngA g13051.t1/g13050.t1 (incomplete due to retained intron ... N-terminus uncertain) NOT
DETECTED, 675 aa, D48, 675 aa, D4, 675 aa, D48 .
MPSMSCPIASARGLATSRGAGGSRGGGGSGRDRAQQTTRPHSQKSSSSSS
SSSSATRGAGGKGGGGKSNAARGPGAAAATKKRAPSGEASKARPAAEEEA
LGGVESDTERYTMRRDPVLALVGLPNCGKSTLFNRPMVTMGRLVRMNKSL
VTSEPGTTRDRVYAYCDIGGRSVMVVDTGGMVGTGDFFSPLIHEQALVAI
NEADIILFLFDFREGVTKKDVEVARVLRKHVHDKDIVLVANKCDNPDLVL
ELDERNKAGPTGKPDDYWLLGLGPAIPVSATHGAGAGELLDKVYDIVQTK
FPAEDQSEGDAEAEAELARKRISISIVGRPNVGKSSFLNQVLGRERVIVT
NVAGTTHDAVDHS IMWRGKKPRKRKRRAAKATMGLEEEAAAATTEGKQQD
AEVVHAAEDDEVIDEQEDDLEDDEQEDDLDDDEHETKVRAKKANNTKLKE
SAANPDADGVPIRIVDTAGINRRATHVKGLERSSVLWAIKSINRSDIVLQ
LIDATQGITDODLRIAEHILNSKATTIVVVNKWDMSKESKQKWEKYVQET
LKFMKYVPIMFCSAKTGVNVKETIDLAIRITRERAHFIKTSTLMKLLESA



HTRHRPPSKNGRQLKIRYATQAKVKVPSFTFFVNDVELVHFTYQRFLENA

IREFHPYTGSPMRLIFKDKEKTIVS

>Rfl gl0217.t1 (possibly complete ... from PGP), 370 aa, 1643 NOT DETECTED, 370 aa, 1643 .
MAARQRWVSMQOAPLLLHFAGSPFPRLDHMKHQFDDLSATLOQTNEALSPEE
RGMLTKQLHALDPVMGMVRRIEQQREELRELHQLMEESKQTQODKELGALA
EEDYKRILGELMDLEKELENEIMLELLGKDEADEKSAILEVRAAAGGQES
QLFTMELFNMYSAYAEMKDWEWETLAVSDSEVGGYRESSACITGRGVFGR
LKFETGVHRVQRVPETETQGRTHTSTVTVAVLPVAQEADIQILPKDIRVD
TFRASGPGGQHVNKTDSAVRVTHNKDRAMKILRSRLYEIERERLASSRAD
ORRKQVGTGARHERIRTYNFPQSRITDHRCGLTVHDIESMMQGHHLDTFI

DALVAHHSAEALNSIDLDSF

>EFG2 g6016.t1 (incomplete due to internal gaps ... N-terminus inferred) , 669 aa, 1A01l NOT
DETECTED, 669 aa, 1A01 .

MQLRRATLRVGPAVTIAPRSGGROWWCQARHSGSSSNSPAAWPPQQOOGGS
SLVLSSSSSRLIRPSFFLTWVHRRQQHSEAEVVVERVRNIGVVAHVDAGK
TTTCERMLHYSGVTRRIGDVDSGNTVLDFMKLEQERGITIKAAAITFNWE
GHKINLIDTPGHVDFMFEVERSVRVLDGAVAIFDGVAGVQAQSETVWRQA
RKYGVPVIAYINKLDREGASLERAADSMRVRLGARPLLLOQLPLPTTLGVL
EGVIDVVDMRVIRWTDPSGKAMQVVDLTPEEHPGLYAKALQARETLLEQL
ADADEAIMRAVLEEGASAETVAGELLHGALRRVTLAGEGVPVVCGSSLRN
RGVQPLLAAICRYLPSPLDRPPVVHDVQRGLMVYLRVYSGELTPATEVYN
STRQVKERVSRLLNIQADDMTEVGRVGAGNIVAALGLKDTCTGDTLLVPA
KGNKKAHKGQHAKGGRLLLEGIDPPPPVFFCSIEPESLSAQKALDDALGL
LRKEDPSFSVSLDPETGQTLLSAMGELHLEILKDRILNHYRVGARVGNVR
VSYRATVGRALSHTLAREYEIGGVKQHVELTLDIEPTARAHGNEYQASGA
GRGMVRAVHVLPHHRLVEAEAPLKELLGYSTLFRSLTRGSGSFTMEFLRY

GDMGAAESKKLQDELRRGF

>prolyl-tRNA synthetase gl00.tl (probably complete) NOT DETECTED, 622 aa, 197A, 622 aa, 197A
MRRGLCVTARRLVASRTNALWHPPQRAPLLRRSLTTSPGATLPVAHRVST
LLGAGTGSGAQGSSGGGEQDGQLQVASHRLMLOAGIMRQAGSGIYSLLPM
GVRAVEKLTALVDREMGGIGGQKLOMPLLLSAAIWKQTGRWESSGPELFR
LKDRRGADFCLAPTHEELITQLFANEAVSYRQLPLLLYQIGLKYRDEVRP
RFGLMRGREFIMKDMYSFDITRDDALRTYQHVVGAYKRILAQLELDYVIA
AADSGNIGGDHSHEFHVMANIGEDTILRCNSCTYAANTEKARGRLLHHHE
HHRRLDHRTLDWPALQAGLADPESLPYSVHVVRVATEAPAASAEGGAARE
WAVVAPKGRQVNELKVKAHLLRHALAPSGEIVDITVRPAAAADAGARPVV
LVDESLVAAEAVDAAKAVGDFTLTEERDGCAEAGCEGELVGSRGIEVGHV
FYLGTKYSAKLDARVATPSGTNYAEMGCFGLGVTRLLASIVETSHDERGI
VWPVAVAPYKAVVVAMTPKDADVQAHARNLYADLORSPYFANDVALDDSA
DSPGAKLHRAQLLGFPWMVLVGKAMKNEGRVEFENRKTKEKQFVPYDQMV

AHLEQLARDHARTIGAPLPVGL

>tryptophanyl-tRNA synthetase g3676.tl (probably complete) NOT DETECTED, 354 aa, 457, 354
aa, 457 .

MLRQSCGRRGSGLALAPYRGLPAEAGRIFSGIQPKGHLHLGNYLGAVVNW
LOLOQEQRKGDRDGVVFCVVNMHSYTTDVTPEDLRDSTREMATIALLACGID
PEKCILYAQSEVAEHAELAWILGCRTTMGALNRMTQYKEKKASQGAMFGL
FAYPVLMAADILLYRASQIPVGDDQLOHLELAREIAEAFNRRYNRTLFPL
POPILGOATRVMSLRDGTAKMSKSDPNDRSRINLTDSKDEILFKLOKAKT
DPLPGIVYDPENRPELANLLSIFSALTNRSVESLCHEYADAKMPDFKNAL
APHLVDTVGPIGERIRELRDKPOQWVEDVLQQOGASRARTIARRNLQEVKQV

IGML

>GatC g5738.t1 (possibly complete) NOT DETECTED, 146 aa, 2026, 146 aa, 2026 .
MRRACLTRPFRRGYAAVTMPREPSWSVEKFFQOSSDTQIDAATLQQLAKR
AQLTIAPEKEESLCREVGQILSCVHIIQEVNTEGVEPLVSPLDARQAQLR
LRADEVTDGDIAEDLMRNAPARDGSFFVVPKVKGQSGGEGGEGADA

>translation inhibitor protein g7864.tl (possibly complete) NOT DETECTED, 203 aa, 1656, 203
aa, 1656 .

MKRTLHVARTSVLPISSRGASCGAKMLATRATAPAEKKPRAKRTSASLPK
QOAAGHHQVVSTALAPAAIGPYSQAVVATGPFLFVSGCIGLHPQTMDFTGA



DVSTQTEQVMONMGAILEAGGSSFAEVVKCTILLTDMQHFATVNDIYAKY
FPRDPPARATFATNGLPKGALVEIECIASLAQKTTRTRKAGTTSGRGKAK

QEP

>ribosome-binding factor A Contig6327.tl (possibly complete) NOT DETECTED, 849 aa, DEl, 849
aa, DE1 .

MOKTLRGRVARSGHLPPAFPTASRATHFLRFSSHNSLGSAAAAATGIRSR
LSSSSSSPLVRSCFPVAPAATYHTSASRALPRHDRGGGATKAPPSSSAAA
AAAEKKKAPSTSSSASPSSRSSSSSSAKKGKPMLDQLLAEYQDLDLTGDR
PPRAKAGRAQKQDKPAATAVDGDDDGDEHSASPKAQQRGPRPGDFTLDDL
LAEYDGPAGVGGPVKAQAQAKATTDPLAGREGDFTLDDLLADYDDVSGPA
AEGEDKGDARRLVQGVLAGKQQADPRLAQLOGDFTLDDLLSAYDHDPRRR
PRORRPGGGDEWREDMARFGGAPDEREASLEDLVKTYQPPPAEDQSPAPA
OGASSKARVREELRHFVQSMVADDLGLTSGGEADEREAMEPLRATRARAR
RHPPQATATTQHDDGVRAADVVVDDDDADYDDAEEAEDVLRHEAVDDVDI
DEQKDDDDELDDDEEKALDKMMAEAEAEEDQDMELLTRELEAGRTNLPPR
RTREEWERLGGDDVEPAFVGTCIERSESELEGVEVTKRFDAVNDNETDEQ
YMERMIQMEEEAEMRRAEGELTGKKQGTPVRLTKKEKAEAKLATVDPAKA
KNARTKLKRKERRRQEHEQHMEKVKRHHKEGGVKLDGSQMFAHGANVPPE
LMHWFSDPEGLKTKRDAMLAKKCNKLOQRMAELRKTREKRIDMPSDPTTAE
VEELLGMTRRQKRMASKIQSHLEDVFVEDLGADSALGQLDININEVVMSR
DMRIARVYWKGSGNEDAAERLLHARTSMLRGMLAQRAGVRFSPELVFYRE
SAESMYHEVSRYMDQLQOKQEGWDEATIKAELKRIRKEREAAAAGGRTKT
>Mitochondrial mRNA processing protein PET127, g6336.tl (incomplete N-terminus) putative n=2
Tax=Aspergillus fumigatus RepID=B0YC, 608 aa, 423 .
MQPSPEASGATTTSSTSTSSSTSSSSASDIPYPHPWFYRESSEAGYVYRQ
HRPPKPATSPRTVQPLPELSALWKPLELTLPQOQPVPPPEELPIARLAHGL
KRVVFNEGVHPLRDFQTHKPLFSPFLRKIHQPAEINYDSMPPFVTTSKDK
ILHKLAGEQGVKYKGSTSSMSPTLSQIYRLLSNFKPPDFDCFSPQFKNMV
RPROGTSRKSSIKPVCLFLRPVDGIYSIDSDPGNIPVATNQILLDLGKSL
ERMLTTEPEEFNQEFLLSGKPTGKYSGPEAYHYLKMGDFLLRSQLDCYEP
DLPGEHKTFDLKTRATMGVRVNMGQYEKHLKYRLTCVRGNMFSYEREFYD
ICRAAMLKYWYQVRIGKMHGIFVCYHNTREVFGFEYMKQEEMERILFGNS
EFADVAFQAPMRLWONILNEITSRAPPGKTLRVVLNAEKLTKTLDVFVEP
VEFDSGWLEPTTSLTSGDMGMISARTSGYGYLSSTIQRSSMLDPTNPPNP
ELELERYEWLKTGKLQPSLNHYKLHLATFLNGRPTLDHPISHRVGDRLDV
FYNLEDVTGTTEKSVMRMLKSYKALLSKSMLYEWEALDEEEDEAENEDER

KNETINNV

>Aca m-S33_[114 aa] {Contig20706} NOT DETECTED, 114 aa, 13EO0 .
MAVYLRSLRPAFEASAKIFGOQRIGNGEHSGFKYLQALRKGEAMMKWYQED
LDOMKFPGWVSERRERKIIRTASRAERGKAPRPKKGFGKIALRREKEEKR
LAAKAAKGGGKKKA

>Aca_Ribosomal small subunit Rsm22 NOT DETECTED, 455 aa, 1CE4 .
MEELAEDELDGSTDREDEDDDFVEPAAGRSEEEGERREGSGADDEHTGAL
GDAIEGSAEAHDWLDSRRMRTQHDHLKPMKLGMVVLPDALKKRIGATLKK
VGRTGLRRTAGLLSERLRERTRLVPGQPKSVMPDPVVYRREEAMAYAAHR
LPGVYACTFRVMNEIKLRRPEWTPKSLMDFGSGPGTAVWSATEVWPELDN
ILAVEPSEAMIDVANELCKGKPVKWKRLLPTDPNERYDVVIASYVLSELP
SEEERLAKINALWKHTRRGGIMILVEPGTPVGFHNIKLARSTVLGDLSHG
LPNVLAPRMQRIPVQTQSKONTSINWEDEKFSYVVLTKGNLLVDKNEAFD
RLLISPQKRGRHVIMKTCGODGEITTRIIAKSDGAIYKEARKAAWGDGFG
FPDETSKRDLAGKFRPKAFKYRSLSKVGSVAPATRSRRPPKPAADADAKE

DSQVM

>Aca m-L17 [158 aa] {Contig23660} NOT DETECTED, 158 aa, 1FF8 .
MRHLVAYRKLSRSPAHRQALLRNLVNAVVKHGRIRTTVPKAKELRRLAEK
AVTLAKRGDANARRSAHGMLYEKPVLDKLFREMPTRMADRNGGYTRIVRL
GRRLGDNAEMCYVGFVDVLPSRHDIEQRALEEKQRNTPPTDGKEQAIDDL

FLLSSPTQ

>Aca_m-L21 [234/236_aa] {Contig3572} NOT DETECTED, 236 aa, 114D .
MKSLRSVAGASGVPRPTLPLLPFALQTRNATAGSSLLRTMSAAHFTSSTQ
FASRPLSIFSKRQLHSSGPVSQESASQSAEVPAPTPSYIVPESFAVVYVG



GRQYKVSKGDTIITERLLVDVGETIHLKKVLMVGSQNFTAIGQPLLTEAV
VEAVVEEQTRAAKVVVFKFKRRKNHRRTRGHRQDITVLRISNVKLGYEQA
APDATTGLSTVFGPTVPASAVLPPRASDDLKESILS

>Aca m-L30_[83 aa]_ {Contig8613} NOT DETECTED, 83 aa, 17C3 .
MATAAGKAAVELGVRQRVRVVGVTLLRSGWHQRPEVRSTLRALGLTKINR
TIYHKNIQPIRGQLLKVKHLIAVHPLKEPESIV

>Aca m-L32 [109 aa] {Contig2995} NOT DETECTED, 109 aa, 1F59
MORFTSLGRLTAPRLPVGNLPAAVGSSFGRAVGDVFLPSPGAIGGVGDAG
GLITCAVPKKKVSISRSRKRRHAPGKERRNISHIEDCRACGQPKLRQHVC
LNCAGWKVS

>Aca m-L33 [62 aa] {4945} NOT DETECTED, 62 aa, 1FAC .
MAKGKKNQNMVVKLVSMAGTGFFYTTTKNPAATRKLFLQKYDPMLGSHTL
FREERISRSKRK

>Aca m-L34 [163/165 aa] {Contigl0244} NOT DETECTED, 165 aa,
MQORRVLLGSRGAVAFRPACGPSSSSRFLFTSSANVESAFNSEAFALPTLS
TSSPLPVSRRPVAAFNDVSPRMAMVPLDRTLEIAPTPRDSVLDMVLPTLP
LPLDLDAPLYPTTEGNAPMEAVKRTYQPSTVKRHHTHGFLVRMRSKNGRR
TIARKKEKGRHKLGI

>Aca-m-L36_[45 aa]_ {Contigl7064, Contigl5385} NOT DETECTED,
MKYRAALRRLCIHCRFVLRERRLFVVCSANQRHKQGQIKAKKSSD

>Aca-m-L37_ [136_aa] {Contig24432} NOT DETECTED, 136 aa, 632
MNRSMMMQRRAVSSAASRTILARPVVGHAGALPLLSQQORRGYAKPGGRGG
AVERPKKEYKGDQYIDEMLVAYGLQVPTWDDIPEWVWKAEVDLKKPKELT
PLDGPLFWKKINRERIKQFNEDRTWGVVKGKWKLGE

>Aca m-L38 [323 aa] {Contig24117} NOT DETECTED, 323 aa, 508
MLRRTSTTLQPACRLGSRSAAPSASNLSGVSRTALQSARTSRILONSPVL
ASEGARRNISQIQIAKKNRAALRSAKPKWSPPFPGWKPDPETEISKHKNI
RKKAKLHKVFPDVLPEPFTPYFMLQVEYSPEVVVRKGHFLPPAKLQTTPR
VSWPSDPTKRWTLIMATPDDPDLVPDDVEIVKPGWVVPHEEGRGKEVLHW
LVTNIPGNDISQGQVLCDYLPPMPKKHGGGHRYVFLLFEQLDGETQFDAF
PEGALKEFVQRKNWNTFKAQEKYGLRPKALAFFKATWDAEVSAQYSRLNL
PEPEGPAPVNLYRPRKWLDPSKW
>Aca_m-L41 [112/113 aa] {Contig9854} NOT DETECTED, 113 aa, E
MGVFGSLTRRTGLGARTTVGTTGFTRGKVSANQGKGRLTPKMTPRGWYKG
VGCRSLGFHTKKGGYRVVPAKVPVYVIPDLTDCPLKPYVSWSTKRVVVQP
LRLPSDKELAQLE

>Aca m-L53 [149 aa] {Contig23150} NOT DETECTED, 149 aa, lAEl
MSTARWOQWRLAQKRAHYELHFLKSLNFSFCPANNHPTVAEFLRRVSNDRA
RASNPDCEVTVEVLEDIKARPSIKAVYENGMEEVLDHEQRVEHLVDDFWK
RRERLQFFSELQFSMKNEEEENPFLNAAAQEDEARKKQQQAKGGAKGKK

1B11 .

45 aa,

62 .

224cC

>Aca m-L54 [136_aa] {Contig24432} &#8594; possible homolog id by hmmer

632 .
MNRSMMMQRRAVSSAASRTILARPVVGHAGALPLLSQQRRGYAKPGGRGG
AVERPKKEYKGDQYIDEMLVAYGLQVPTWDDIPEWVWKAEVDLKKPKELT
PLDGPLFWKKINRERIKQFNEDRTWGVVKGKWKLGE

>Fe hydrogenase NOT DETECTED, 688 aa, 618 .
MKKHMTMRRLPWNAVARSLGCTTTSRCAAGLRVRGTATTSSGTGSAASAA
DRLKQLTQLKADFDPLGKEVEKKLVNVTINGTPRQVAEGLSIVEACRLFK
VEVPTLCYHPMLTIVGQCRLCLVQLANRQGKLVAGCATHVEEGMDIITES
ERTHHTVLSNLQLLRCRHPNACMTCEADGQCEFQNLVYKFKVEELLPQYH
RDRSHTRDASSHSVVRDMNKCVLCTRCIRACSQVQOGMHILGMIGRGAEEE
VSTINFLPLNQTACISCGQCTAVCPVGALVEKTHSHEVESGLRHKAKEGK
IYVAHTAPAVRVAIQEEFNMAPGTVSTGKLVSALKELGFDYVFDTNFAAD
VTIMEEGYEFIRRLQSNDNLPMFTSCCPGWVNLVEKSYPELMPHLSTCKS
PQGMMGTLVKTYFAQKLGVNPDRIVTVSIMPCVAKKDEIARPQLSMEIED
SKGEKRRVQDTDYVLTTRELGHLIQRHRIPFVSLEDKEFDTPLGLTTGAG
ALFGATGGVMEAALRTTYEVMTGKPLPKVELTAVRGYSAVRKASVMIGDR
EVRVAVVHGTKKVREVVEAVLSGDKSFDLIEVMACPGGCVGGGGEPKTSA
VDPDVIRKRIDAIYSIDERKQLRRSHENPAVQELYKTFLRGEPNSAEAHH
LLHTHYTDRTSEVKSRSDEAFGRVPPALELKPADHPHH

NOT DETECTED,

136 aa,



>HydE NOT DETECTED, 464 aa, 3E8 .
MLLRRGLHDAAPVSGGSPTDLHKLLYSPLLTPDAPAAEDPVAARNALQAA
LSRGGKKRPVNRLHLPLEEKIAPLASLVGRALTPGEPLTLEKEQIVHILQ
TADEGLENALYDYADTVTQRYFGKKIYFRGIVEFSNVCTKDCYYCGIRKH
IQVKRYSMSKEEIVNCAIFAYESGYGSLMLQSGELPTDKRLAFLVDTIKE
VKRVTIEKDKERNGVKEGVENKGLGVAISLGELTKDMYRSLREAGAHRYL
LRIESSNPDLYAKLHPADHSWHRRVECLRELNELGFQVGTGVMIGLPGQT
LGDLAQDLLFFKSMDIDMIGMGPYICQKDTPLGKLWQEENSNLDTKRYNE
KLFRLSTKMVALARIICGDVNIAATTALQAINPQGREVALNQGANMLMPI
LTPRKYREDYQLYEGKPCIDEGAEECRSCLKNRVQWAGKELTLHDWGDPQ

HFFSRONIPTPTRQ

>HydG NOT DETECTED, 554 aa, 64B .
MFPKRLGVSAFRYSVVSTTCRTTTGLLAHAPARGLRWSVELETHKLASAE
ETINEGEINRQLEETRELARDPLVIRDILAKAKQRALLODIKGPVGSEYV
OGLNLRETATLLNLDAHSKEPENQKLMQELFDTALAIKQNIYGNRIVLFA
PLYLANYCVNSCTYCAFRGANTHIARSALTKEELIQEVQVLEKQGHRRLL
ILTGEHPKYTFDQFLDALHTVKNVKTDPCGDIRRINVEIPALSVSDFRRL
KATDCVGTYTLFQETYHRESFRRFHPSGPKSDYEHRLQTMDRAQIAGIDD
VGIGALFGLHDYRFEVMGLLMHAQHLESTFGAGPHTISIPRMRPADHAPD
AIRPPAPVDDEDFKKLVAILRCAVPYTGMILSTRESAEMRRELLNLGVSQ
MSAGSKTEVGSYHKGDVGAEAKIKQQFEAEDQKEKKEKKESGQFELADER
STEDVVKDLMQMGFLPSWCTACYRLGRTGEAFMKIAKKGDIQNFCHPNSL
LTLQEYLKDYASEDTKTLGEAVIARERETISARAKKALDKKLKRIDAGER

DLYF

>gl0463.t1 - Mitochondrial substrate carrier family protein B n=1 Tax=Dictyostelium discoideum
RepID=MCFB_DICDI, 153 aa, 76E NOT , 153 aa, 76E .
MQYRYKGIGDCLVQIVKQEGPLAFWKGLSVSLVGIAPFVAINFTTFETLR
QEVTERHGGOMPLLWGPVCGAASGTFAMTCTYPFDLLRRRMMLQGRGGEE
RFYSSIWDACRKIHQFEGVGGFFKGMIPTYLKVVPSVAISFGTYELCKRV

GGE

>g11200.tl1 - similar to solute carrier family 25, member 14, 227 aa, 2615 NOT DETECTED., 227
aa, 2615 .

TALGQKILAGLMSGAIAAAVFNPTDVLKVRFQADPARTPELRRYKSVVSA
VVEIVRTEGLIAGLYKAHRSCCAPVVVGFADFTLASVAITTGPASVVQGV
GTTVIRASLLTSAQMASYDESKHFLIDSLAFSDNFLTHFCMFSGFMTSLV
TNPVDVVRTRIMTEYASPGQPRTYSNPFTSLVRIFRAEGVLGLYKGFVPS
YLRLGSASVVVFMLYEQLRRLAGIPTL

>gl1233.t1 - Mitochondrial carrier protein n=1 Tax=Tetrahymena thermophila
RepID=UPI000150A9DC, 302 aa, 1lE96 NOT DETECTED., 302 b, 302 aa, 1lE96 .
MLASATASMLSRIPCHPLDTVKAKLQVGAQGGLRGVLRHTLRTEGLRGVL
RHTLRTEGLRGLYRGFGAAFVGSGPAGCLYFTTYELAKKGLLSVGLVGQS
PFLAHFGAGLLAELVSCALWVPIDVVKERMQVQOSTLAAGKPSYAYTGDLH
AAATILRTEGLRGLYRGYGATVLSFGPFSALYFVYYEQLKGLAEAFSASN
DSSTSASTRRPPPELHSTNVLDMAKLRMQVERAGGERTFGYTNVFHGVAR
IVSDEGWRGIFRGAGARIAFQAPTTATALAAFERLKVGYGRLAERVPAGR

EK

>gl2189.t1 - PREDICTED: similar to Graves disease carrier protein from bovine heart
mitochondria n=1 Tax=Monodelphis domestica Re, 322 aa, 15CE .
MERRGVRLASTIREERKIESWSQLWRTLLCGGIAGCVAKTTTAPLERVKIL
FQVATIHYPFKGVVPTLRRIVEREGFRGLYKGNVSSLVRIFPYAATQFAA
FDIFKAALTPKDAGISGLANFLAGAGAGATAVAFTYPLDVTRARLAVQVE
KRHYTGLVHAIQNMWRHEGGLKALYRGLOQPTMFGILPYAGINFFTYDTLK
WYYSKKLRIAANGDPPPPIPTTLRLAFGAVAGALGQTLTYPLDVVRRRMQ
IDGLMLEQTYSYKYLSTWHGLQTIAQKEGWRTLFRGLHINYIKVVPLVSV
SFTINDLMRRWMGLKTEGGVER

>gl12685.t1 - mitochondrial carrier protein , 160 aa, 1lE7B NOT DETECTED., 160 aa, lE7B .
MSAAAAGGAQQQLRYRGTMHCIMHTLKTEGIPGLWRGWWSTFFRELVGTA
LWFGTYETVCRTLAADAGDASDAPPLIQLLAGGCAGCIYWGVPYPMDTVK
SRIQIKQATEQTSIFKMFVEVLKEEGVRGLYRGIGPTMMRAIPGSAVALF

TYERSSRLML



>gl3824.t1 - Mitochondrial carrier protein, putative n=1 Tax=Ricinus communis
RepID=B9SLZ3_RICCO, 366 aa, 1BB5 NOT DETECTED., 366, 366 aa, 1BB5 .
MVQSSLSSHIDRNEHQRPIDESGWETTLRVVASLGSMASGWAVHGLGVLG
YOWSVTPRPIVGOWLPATTFSAYWNLRKEAATHPALRYGAFSAAGLWAGA
VKAISHMFLQEYVFAPLLHIATSDEELDESFEAYDPIAPIKQGDMYQRGG
WTGPVCAMASAAGAILLSLPFLKAKFLLRTQSRRPDGSFKYTGLFQSIGV
IWREQRWGLITNNLSAFISFGILYDVVGFLTDRYKLSTLIMKIKTREGVL
HNLKHALALAIDDIIEAAIIVAFTMPVNVVLRRLEAQAGGVAPFSADGVV
YAGVLDCVQQIFVREGLNGFYKGAMPELLERLLPRVFVDAAVDLGLNSFF

GVPATYDNTEEHSHAD

>gl4367.t1 - Mitochondrial carrier protein, putative n=2 Tax=Paramecium tetraurelia
RepID=Q6BFJ6_PARTE, 109 aa, 1D35 NOT DETECTED, 109 aa, 1D35 .
MAGLGAWVTSYPMDFIKTQLQAEPEASSKYQKNRFLLDGGFVDCFRQHVR
ENGWRSVWKGFGPCVSRAFPANAAGFLAYETAAKLIRERQEEKDAAASAS

TAAAATTAQ

>gl4606.t1 - Mitochondrial carrier protein, putative n=4 Tax=Trichocomaceae
RepID=B6Q8S5 PENMQ, 114 aa, ED7 NOT DETECTED., 114 ba, 114 aa, ED7 .
MEKARGQATTTAGRPKYSVLRGLGVILREEGWRGFYRGHLTNLLHVAPAA
AARFYSFEAYRSWLVRDGKPLPPLKRMLCGALAGITSTTLTYPLDLVRTR

LAAQTPDTPMQYRA

>gl4859.t1 - Mitochondrial carrier protein n=1 Tax=Tetrahymena thermophila
RepID=UPI000150A9DC, 230 aa, 1715 NOT DETECTED., 230 b, 230 aa, 1715 .
MSSRQPGDRPKREEGPPHHALPPPSLTVTMLASATASMLSRIPCHPLDTV
KAKLQVGALGGLRGVLRHTLSTEGLRGLYRGFGAAFVGSGPAGCLYFTTY
ELAKKGLLSVGPVGQSPFLAHFGAGLLAELVSCALWVPIDVVKERMQVQS
TLAAGKPSYAYTGDLHAAATILRTEGLRGLYRGYGATVLSFGPFSALYFV
YYEQLKGLAEAFSASNDSSTSASTRRPPPE

>gl6015.t1 - Mitochondrial substrate carrier family protein B n=1 Tax=Dictyostelium discoideum
RepID=MCFB_DICDI, 273 aa, 2066 NOT, 273 aa, 2066 .
MDKSGPRYQGVLPALRKIWAEEGFRAYWKGNGTNVIRIMPSDAARFYSYD
TFKKLISTPGEPITPMIRIMAGGLAGMVSTIATYPLDLVRTRLSVQTLPG
RGAIYAARYRGMWHCLGSIFREEGFFALYKGMGVSILGVAPYVAINFASY
ETLKQLVKTDGSETHALEGLVMGGLSGTAAVTLTYPERRPPATNDDARYR
RCFEYVQRLVGRVRQDRAGGGRGRVLPRAHSLLPQGGARRRDRVGLHRDA

AEGRTRLPLLHQLKPQAWRFTIL

>g2171.t1 - ADP,ATP carrier protein, 287 aa, CA NOT DETECTED., 287 aa, CA .
MTLASPIQRVKLLLQTQAEMVAAGRLLRPYAGVRDCFRRVVAEEGLLSLW
RGNVAHLLRIVSANALGFVLKDRFKNVLHVDKERDGYWKWMAANVASGSA
AGLVTVLCTFSLDYARTRLASDVLRVAHPGAGGERQFSGLMDVYSQVQORR
EGTAGLYRGFTSSCIGVILYRGLYFGLYDSLKPVVLRGDLKDSVVASFVL
GWGITLGAGLAAYPFDTICRRMMTTTSEHRGGLMHTLTEIVEREGLAALW
KGAAANVAYALIGAGLLVAYDRAVARAAAPKRTKDNN

>g4338.t1 - similar to solute carrier family 25, member 44, 350 aa, 2B7 NOT DETECTED., 350 aa,
2B7 .

MESEINSAEGSVFVGDDIDWQSLDKSKFYVWSFAFFMGVRTLVYPPILIK
TRLOVQOOGRSQYRGTFDAFRKIFKLEGFRGFYKGFLTTSVGIIPGQFMYTI
TVYEFVRHRIKSFFPTDSLRYDALRNFIGGGTASLASSLVSVPLDVISQL
LMIQODGTVNKRKYSGGINAFCEILKTEGVRGLYRGYTASMMVYVPSSGIW
WGTYASVKGKAAAFINEQGGLLRQLDVLVFGLCGILAGSTAVVVTNPMDV
VKTRLQVLAYTNPSSPATSAEAAPPPPQOOTTTSSQRPPIASSTRSYQKI
SIWATAKQLLREEGWRALKKGITARMMSMAPVSFLMTITYEQAKRLSVKQ

>g6456.t1l - Mitochondrial substrate carrier family protein X n=1 Tax=Dictyostelium discoideum
RepID=MCFX_ DICDI, 320 aa, All NOT D, 320 aa, All .
MSTHKQSGQKAPFLAQTKAGEEGQASSROATLPGERQKKVPLGAKLVVGG
IAGMVGMTSVFPIDLVKTRLONRWCESVSECVRRIRAEEGWRGFYRGLGA
CLCGVAPEKAVKLAVNEKLREHLAARDHDQITLAHEILAGAGAGMCQATV
SNPAEIVKIRLQVQGSEPANGTKSAVGIVRELGFRGLYKGLPATLLRDVP
FSFLFFPIYSNIRQAWLHQRGDAKGEVGLLPTLAAGAAAGAVAAAAVTPA
DVVKTRYQVEHSPYTSLHQCARAVWREGGPRTFFKGAVERMAIQAPLYGV

ALLAFELQKKWYLAHHQQQD



>g742.t1 - PREDICTED: similar to solute carrier family 25, member 14 n=1 Tax=Hydra
magnipapillata RepID=UPI00019247B0, 321 aa, 17, 321 aa, 176F .
MTSSAAEGEVWHKFLLGMVSCAAPLPRGGHAVVNPIEVIKTRLOQLOGELQ
EEKAKSGLSRIYGKERKYKGFMHGGVQILRDEGIAGLYKGIVPAALRECS
YAAIRLALYDPIKTLLGENRADGVKDGGLPFWKKLVAGATAGSIGAAIAT
PTDVLKVRMQAEGARDKPRYKNTLEGFVTIARTEGIRGLYKGVVPTTQRA
CILSAAMMSSYDHSKHFILQKGWIKHDNLYAHICAGMMAGFSMAVVSTPI
DVVKTRIMNRSAGGPAPYRGMFDCLVKTAQAEGVLGLYKGFVPTFLRLGP

HTILAFTIYEELRKWAGIRPV

>g7680.tl - similar to Solute carrier family 25 (mitochondrial carrier, 496 aa, 116A NOT
DETECTED., 496 aa, 116A .

MTIQPNGQAREEANVERYRRVFEELDLDSSGSLDEHEIQAGLQRMGLPSS
DKQVHEMMVMVDADKDGSISYGEFASFAQEREKDLRELFDEIDLNGNGLI
EANEIRIALEKIGMSTEVSDGDIIQLIDRMGVDHTKGIDFQVFKRILMLF
PSRNISISNVFDYWFRHIIDTGDEVIIPDIIDHPMKRLIAGGIAAPFDRL
KMLLOQAQNSSAMLAGVATKQLAGGKPAAARPGVIRPAPDAAARAAAAPEY
RGIWNSLKKIYFESGWKGFYRGNGTNIIKIAPESAVKFWAYESIKRMLCR
DSSAPAIKEKLIAGSAAGAISQTAIYPLEITKTRLAVSAPGEYRGIMHCI
SSIVRTDGVSALFRGLLPSVVGVIPYAGVDFAVYSTLRDVYTRRYPNTHP
GVLTVFVCGAISSTCGQVVAYPLOLVRTRLOTQGMAGRPMLYNGMSDAFF
KIWKCDGLLGFYSGILPNFMKAIPAVSISYIVYEQVSRGMGISSGL

>g845.t1 - Mitochondrial carrier protein ymc n=1 Tax=Aedes aegypti RepID=Q16YM1 AEDAE, 299 aa,
2271 NOT DETECTED., 299 aa, 227, 299 aa, 2271 .
MSDGGNGQODSGQASRERVRHFLAGTLAGAAGVFVGHPFDTVKVRLQTLPG
AFKGPLQCFVQTLRREGVRGLYKGLSSPITGDSLTNCLVFGVYGLTRRAQ
LETDQTEEHFPLLSLTQIGLAGGAAGLIGGLIQSPVELIKIKLQVQTGTG
AARLYSGPIDCIKKIVRADGLKGLTRGLGATWWRDIPGFGAYFVVYEGLR
ROWADDPLRPDDVSPVKQLVAGGLGGIAAWGISYPIDVIKSRLQTNPEYK
GMWDCAVKSYRADGHRVFFTGLGTTVVRSFPVNAVIFLVYEVLIKTIPA

>g8625.t1l - PREDICTED: similar to solute carrier family 25 (mitochondrial carrier, Aralar),
member 12, partial n=1 Tax=Ciona inte, 613 aa, 35E .
MSTTATASIPVPVEQSPATLDKIKGNIANEIARREIQQRPSLMNAAVSFS
IGAAASATISATAVYPIDLVKTRLONQRTLVGQRGMSMWGCLTSVVRHEGP
FGLYKGLIPQLVGQVPEKAIRLFIVDRIRSLSATDGVNYSIELLAGLAAG
ANQVLITNPAEIVKVRMQVQGOQEYAKKKADAAATTAKPKGAMSILRELGI
KGMYKGASACFLRDVPFSGIYFGSYAWLKEQLRTGNEPLHSIELFFCASA
CRAGVAAASLTTPADVLKTRMQVEAKKGEGYANLRDCYRRVTTTEGYKAL
WKGVVPRVLRSSPQYGVMLFSYELLQRLFNNDVQSSISMDVLEDKKWVKM
LLLEDKMGILLENSWEPPTSFTRFKGGFKHISVGGSTSVWAISRGDEIYR
WKENQWEKTTGAKLKQLSAAEDGAVWGVNNNGEVYRWDGDKQTWQSIPSP
FSVLHVAVGSDREVWAVIDDEKEPTSALKQSNIATWDGKAWIRIPGSEQM
KLVSCGADGTLWAINSERFTFRLDRESLKWEQMPGSFKQVSVGSKKHVWG
VDSKDCIYKWKKGTWQRVTMADVPQHISVASDGSIVAMDKDTNGVVNVKK

LVLPVEDKEGEVH

>g8908.tl - mitochondrial carrier protein (Rim2), putative, 335 aa, 25E4 NOT DETECTED., 335
aa, 25E4 .

MVGGVLTSPLEVVKTRLOGTYNKEGLANTQHRFGTRTVRALTHLHAEGGV
RALYRGMVPHLVGVVPARALYFGTFSWSKRELGKQLELDPHGMLLNWLGG
VAAGVVTITLTSPVWVVKTRLOLOVGNGKGSVAPGTGVRQYRSAWHCVTS
MMRHEGPRAFFAGMSASYVGISESSIQFMLYEKFKSLIKQRRVRQCEEAW
QLELOQRRRRAHTAAAPFDHDADPELVQLRELARSAAASSIGAWETLGISS
TAKLVASVLTYPHEVARTRLREERAKELYGGFVNCVRVVWRNEGLAGLYG
GLAPHLLRVVPNAAIMFLTYEAVLSLFDPSSSATR

>g9258.t1l - Mitochondrial substrate carrier family protein B n=1 Tax=Dictyostelium discoideum
RepID=MCFB_DICDI, 365 aa, EA6 NOT D, 364 aa, 873 .
MAAAREERQVVFGEGEGEEEAVQRRQQIRALFDEFDRDKRGRLTLSQFEQ
GLKREGLWHRIRDDAHLRRVWNATRLDPSDEAGMDFGEFYNIMVEHYQIL
PHAHLVEVFEVQYLSKGAGPQYGGVWSALVAMGRNEGWRGYFKGNGVNIL
RIMPSSAARYYAYEALKRALHPENGQPTAGVRMLSGALAGIFATGSTYPL
DLVRTRLAAQTASAKYKGLMDATRTIVKEEGVAGLYKGLWTSCLGVAPFV



AINFTSYEMLROWAIDARQGEKPSLFMNLSIGALAGTIAMSITYPSELLR
RRMMLQOGIGGAEREYKGITDAVVKIARNEGVAGFYRGIVPCYLKVVPSQA
VSWGMLELCKKLAG



