Acanthamoeba castellanii Mitochondrial Small Subunit Ribosomal Proteins
Key:

mtDNA-encoded
nuclear DNA-encoded, MS peptide(s) identified

|Boxed residues|denote nucleotide sequence heterogeneities, presumably
due to allelic variation

Red-highlighted residues = MS peptides (underlined residues are MS
peptides of questionable significance)

>Aca M-82 gi|11467059|ref|NP 042535.1| [312 aa]
MENRIHITVNQLVASDLFLGYHIANWNPRTNFFLIGKYKNTNIFNLNYTYFLAKKFIVFLSELFVNKGHLW
LVNENFSLENRSSELYQLYSLFPEITFLNSKWCKGMLSNYKYVSIVKPAKFPHSIFVPNIQNNHYVINESFE
IINIPSIAIVDSIDNPSNVFFPIPGNSKSLKSLFFFYMVIAKSLEYSRYITSSKEFIFNSINRLNGLNSKLY
RNLEFVRDYFAFFKKRFLLENIIFLFKSGFFSKKKFNFLFRPKMHITSKTLLFKWKMPLLILSSVFKNVLHW
DIFNKIVLKKRLVVKNLQFFKTLMEVLI

>Aca_M-S3 gi|11467072|ref|NP_042548.1| [298 aa]
MGHIINPISYRLYNIRYWNNNWESGSLNYSYLINQDILIDRFFRKFLTTHLDSTNAGIIFVNLKIIRSENN
ISLYVYIHDSFLDLLFFNLKKNARFLLIKRLEFNKKFYKKYRKALRONKQLKQGLFMLLKKRVILRYSRKLF
FLFIKNKILKIYWESFKTLSLFYLKRFSRSSFLSKIFIIGLSKMNVNANIISEFFFIRLTQYYTIWEVLRN
INFLFKSLMKKRKLVKGYKITCSGREFSRKQRTTYSWKAFGSLAFSTVKSKLDYSYKTIALKYSSCTIKVWV
RLGKKKSNLVDEVV

>Aca_M-S4 gi|11467052|ref|NP_042528.1| [374_ aa]
MYKFYKHKLYKKYQDELWGHIISKKSEFSYNKKSILLNYRDIILRNRLRIKTKFKYFRRGFLKNLNYTLLLF
KFFRKNIRVFSFKRRQSLSVPLSLSSKRFKTKRKVFFKTSKIASLLKEFNIFYANTVAFNKVFIKHNYCLSS
CSNIYTQTKLLYFPIISVNRGLVEFYKSKNFLRVNNLQFVIKKKLNLRKOKIFFYSVHIAAPKKKTKKWSLE
ALKNIYYKKVSLFFGFRKVVDFFKVYNLAGALAKGNSFAVFLMLEGRLENFLMRLNLEFPSIYFIKKFIEYG
NVEVNNKIINYTSYHLNEFNEIVSENKKYYKKLYFFIKSKLRORKVIINAPSFVEVDYKLLVAMLIRNPDEL
ALTKPLSENLYTKFLSVNR

>Aca m-S5 [468/469 aal] {Contigl7756}

MRRI SLLGPSAESSRIVPPHAASEGRSLLYRRAGGLSFGSKSLHHPYHSGGGTLVNGS SRRQLAT@SS
SSKPASSEQTTAAKKGGLVGDAAAASTIQTHTATWVDEDEALSLDPRDYAFDQDDSQDQWERLAGVSDNPL
MGDRSGAPRGHGRAKERLAKKFPIEYADEDEEDEDEDNLPGLGGGRRQSAAQQQQQGQEGEEEREDLT
PLELRHRAKEEEKEKKWTQIINPLKDDLEAQISAGKHVPLWHPHVDEYDGDGYDDYARTLQGAWEDDSPFH
RDYEYNEKEFKNHFAFSVSGNQHILNVGRHTKTTKAGRVESYSATVIDGNGNGRAGWGYGKGPTLSDAVLA
AQKDCEKNSFYIDRYKGHCITESIRFSYKKCSVELFALPEGRVHPTSSQVMQLVENAFGLKYVAGKWLGST
NKTKRIKTLEFMALQOVEHPDYLSEKLGMKLEFKPRKVPRKNGRVWTYD

>Aca m-S87 gi|11467069 |ref|NP 042545.1| [337 aa]
MGIRLKKNFKRFYFKSFYFKRILKSKIKRYNSFLKLYNSAKSLSQHSFRRRNKKGKFRVKKLRLGKFKRAL
FVKRLYKLGYKKRYFFCYLROQRIESIRLKKFLVKYRWRNKQRLWKRIYRRGFKRLYFRFFKKKSINFTARH
FRTANSFYKSHGLYFFLKNFVKYSRLKLVLARYGKIFKNKKKKVICKLSKDRVEKLILLNIFFQGLTSRGK
KKLSISIFKTLFLLLKFKYKRKFIDCYLQFLEKVRPLIYYKVMFIGGKKYKIPTLMPISKSYSTSIRWLIN
NADKRDIATSLEFSQINISLKNEGSLIKYRKEYHSASFENKSYIRFLRFLKTGF

>Aca_m-S8 gi|11467077|ref|NP_042553.1] [127 aa]
MSLLSNMISIVKVGYNARHLQVIVONSKLCINVLSVLYKLGYIRGFIIKDQKNITILLKYINNKPAVRNIA
VISTPGRRTYLKHKKLEKFLTKKDSGFLILSTSKGILTDEESNMFKIGGEALLKIN



>Aca m-S9 [278 aa] {Contig}
MRGSSKSTAVLGLPFPSPAGSKAALCTASSSRISSRVLPPARLHSLASSPLLPLSVLSSQRRHYAVKSKNE
ERKEARYDFSEITNRVWPRHPPPQIDYRNYVPAEEEDEEDDWKPEEDYPEPTFTADQTSDQYIYPVITPQT
VPVKIDSRTGAFLGTGRRKAATIARAALVSGQGKITINGRSFLDYFPCFFERGAVLAPFVAIERPNTEFDVNV
NVSGGGTKGQAEAIQLGIARALQSYNLAFRPALKKAGCLERDPRVVESKKAGRVKARKRPQWSKR

>Aca m-S10 [139 aa] {Contigl037}
MSWRKAELVISGYHKRVAKVAQDIATAAEMVGMKRVGPIPLPTRHKRFALLRSPFKHKKSYEHFEIRTHKR
LIWIEGPPEQVRKFIDFTVDTMEPIASVKVREHNYHHLSSFYSPPTTATQALQEARQAALGSPSTPPS

>Aca_M-S11 _gi|11467080|ref|NP_042556.1| [173 aal
MKILKPITFRKPRIISQKKVLRSKLSKVKKSPWYKAKKNYVSFRQRLVLAKKNPNKKRYYLEFEFSKKRNNV
FLTITDVIGRVVVSQSAGSCKITTKKKKRSPDTLKTVSASVAKIARAKNIKYLFKEFFMNTNQTKIGKTIF
ESFKKTGLFILQGVVVKNKSHGLLMRKKKAKRL

>Aca M-S12 gi|11467068|ref|NP_042544.1| [127 aal
MPTYHQILKNPRRKKMHTNNVKALEGCPQKKGVCVKLRIVKPKKPNSAQRKVAKLRLSTRRMITIAYIPGQ
GHNLQEYSSVLVSGGRAPDLPGVRYTLIKGKYDFSWKESFERKKKLSKYGYSTKKKF

>Aca_M-S13 gi|11467079|ref|NP_042555.1| [119 aal
MKKLONEFNTFVSDNKNKNIFSALKDIHGVNLKKINKMGLVMGLDKFEKVSSMNFELFSLIKKQATIFFYNLE
ENKIFNNVNKKKKIKNYTGMRHI LKL, PVRGQRTHTNAKTPSKNIKKEL

>Aca_M-S14 gi|11467076|ref|NP_042552.1] [99 aa]
MKYLLIKNKKLYKLFFKFELKRLQYKSVMLNTRLPNYTRQKAFMYINKLDKNTSYVAIKQRCFLSNNGRS
VLNHFKLSRIKLRLLISNNYVNGVKKENK

>Aca m-S15 [321 aa] {Contigl0103}
MKSGRTMKGARLVLLPQLRQPLSLVRGYSATSASDGGSKATNRFAAQFNALGRTTPSSDDKSSSKPEKSVD
PATEKQAMENIFSSISLARSTPASSAIKTSREPRFIPKTLEVTKRRLWLTDLKHFKLYPKTIKEWVIDCKT
PCGVWWKDGTWRASVSLENEEKDETSAETAAQAREREILLGAKVLPADLRDRYRFGVMEEDIAALNLQGPQ
ANKLKEILSFKYAGRAEINQFRIAESLKKWSRKPNDTGSSEVQIAVLTEKIRYMTDHLKGHHKDOQRTKRAL
GITIDKRRALLKHLKKQONVSTYYHLLRDLNLRDMVSI

>Aca m-816 (putative) [92 aa]
MLINLKDRMYTIRLKKKSNTKTNNNSYDILLKKDKHNLPIGSYNQSKMIITLDLESYIFAITKGCLVSEKF
RKIFIKTTSNITNKKNVKIIEF

>Aca m-S17 [261/262 aal {Contig7327}
MKRVAVMQPMRFAGVAAARTNAWGLAMPRLSTVAQRRWTSSTPSTEDRAAAVESAPKEGEGEEKMTPNAYK
QEAAFRKDPIQPYIDGRTRDPLYNPVVDDWVDYNNPRWKALKHTFNRPGPFFIGKCVSTKTAKTSMIEVPY
WVRSMKYGKHMAVRRTTREMAHDEDQI CEPGDVVEIRQSKKWSKRKNTVVTRILKKDPGNAFTAEHPEFAT
VRSRADLRKRIEQMREDELASAGLDVGQGKRKTDSSEGSESGQOR/H000/ |

>Aca m-S18 [130 aa] {Contig26123}
MOSDLDKLMKKAKKCVFCRPSAQRPVLDPMNVSLLTMFLTPTGDIIGRRENGNCRRHORKLATTIKRAKHM
GIFSYKYGGFTIYSPFHEPPETYAEDDGEGDEEQYGESDEEGDYSDYDDDEDEGQQONLH

>Aca M-S19 gi|11467071|ref|NP_042547.1| [78 aa]
MRSVWKGCFYKNNNNGLSKSSTVINTMLKKKFTLHDGKS YKSILIDRSMVGLKIGEFVFTRKMGVLHKKKY
LKKKGKK

>Aca m-529 [585 aa] (Contig26915}

MSMLRTAMHRSNGGRWGGRRAAASFQEWLTSSSTSSSTTTSSSSSALLPLRPHFVAGLATASRPVYAKRMK
NDGGNQSGREVSDLESTENQDDAEGVQDENDDDMRSLEKQVTKELSRIGMADLKDEVLKQGKGEEEAVSES
ADPFDTVLREIADLHAKGLLGDHDTLTKYERYLHKKKSHQGLVRDINASLAAMSPDQOSFLSHEVEEFVKPV



DVEAEAAAKAAAAALAAKQSEEAIREKEATAFAFAPGDATKLTVGKSLLRESAQDQKQYLPEGVAGQLKNT
QFKFGDESVVFRRAAYDLIQELKRRQESGFLASAGNDSLILNGEGGSGKSTVLSQAVLWARKNDWEVVWIP
DGRAWTGGERIVPSTLEHAHYDQIEKAARFAARLNVTHGDKLKAIKLKGDYEIEDFHRKSDSTLEFDLLEFA
YKHDKRAVNAVYYFRRELNRITEFPTLIAIDRYNYFWDNTGYFDPADVNRGNYRHLDAQKLMLTKMESDHQ
DHGLVNGTMVCALETTKPATIKPFLRRCGDKHMHEIPAYSLNEFHEVMKHYKEIEYVNIDDTTKATERFIY
QLCNGMPGLVFKYCGLQ

MAVYLRSLRPAFEASAKIFGORIGNGEHSGFKYLOQALRKGEAMMKWYQEDLDOMKEFPGWVSERRERKIIRT
ASRAERGKAPRPKKGFGKIALRREKEEKRLAAKAAKGGGKKKA

>Aca m-S34 [202 aa] {Contigl2316}
MTTGLPTGYKQFSLVVPKPSSRVKKGKNLEDIAFSFKNFGVGARFTRTGWQYPEPCYWTVTSVKPRKNEPD
MKRGKAWGVLTWRGVTDATPRRIRTTTKKDWSY IKEGEEVPTYSLDEETHSRRYNYFEGGVAEPEPHVTEG
AEHVFRATRRGVTEDIKPRLAPWKVENFTDEEIDKMIANVGKRSKSQATEGENKEKSDLS

>Aca m-S36 [110 aa] {Contig9471}
MAS TGVRQLRQ@VPL I@F PQRHGAAVQSQDAALPSRHTGGVE STPLTAPPKTTTMQTSPNLPTPAKED
I KSRGPVTHHESMDELPARYRRALLSEE IDLIQMGGAVDH

>Aca_Ribosomal small subunit Rsm22
MEELAEDELDGSTDREDEDDDFVEPAAGRSEEEGERREGSGADDEHTGALGDAIEGSAEAHDWLDSRRMRT
QHDHLKPMKLGMVVLPDALKKRIGATLKKVGRTGLRRTAGLLSERLRERTRLVPGQPKSVMPDPVVYRREE
AMAYAAHRLPGVYACTFRVMNEIKLRRPEWTPKSLMDEFGSGPGTAVWSATEVWPELDNILAVEPSEAMIDV
ANELCKGKPVKWKRLLPTDPNERYDVVIASYVLSELPSEEERLAKINALWKHTRRGGIMILVEPGTPVGFH
NIKLARSTVLGDLSHGLPNVLAPRMQRIPVQTQSKONTSINWEDEKEFSYVVLTKGNLLVDKNEAFDRLLIS
POKRGRHVIMKTCGODGEITTRITIAKSDGAIYKEARKAAWGDGEFGFPDETSKRDLAGKFRPKAFKYRSLSK
VGSVAPATRSRRPPKPAADADAKEDSQVM



Acanthamoeba castellanii Mitochondrial Large Subunit Ribosomal Proteins

>Aca_M-L2_gi|11467070|ref|NP_042546.1] [253 aa]
MSTLLWKDRPIKNLTFGLKRISGRNNQGRITRYHRGGGVKRMGRLIDYKRYIWNIFGFVHRVEYDPKRNSL
IALIVYSNGVMSYILAPEGLLVGDCIFAKENIVLKPGNSTYLQHIPIGLKINSIELSENKGAQFIRAAGSY
ATIISKFEKIVILKLKSGELRRVHSNCMATIGSISNFQYIYRNFRKAGFYRLKGWLPVVRGVAMNPVDHPH
GGGQGKTSGGRPSVTPYGVITKGKPTRKNKSAFIVRRRKS

>Aca m-L3 [378 aa] {Contig21518}
MRGWRSSVNKDQVEARRTAVDPRTLSDPSTGWDQRKRRTGLVAIKVGMTSEYSEYMEWLPLTVLQVVDCQV
VOVKKERHNEYEEEKVGLQVGAVDGKWRRLAKAQRGHFFHAGVNPKKVLMEFKISPDAVVPVGTELRAEHF
VPGQLLDLTGKTKGKGFQGVMKRWGFSGGPASHGNSASHREPGSTGQHSIPSKVWKGKKMPGRMGNKYRTT
KNLLLWKIDTKNNLLYVKGPVPGAPGSYIRVRDAKNKLHSLVPPYPTYMROQPEEVLPEVITANSPEPMWYK
KMMARQAAFAEDLSKNTDDNQTAVQVVLAHKEAFPSYDKWKKGLLPPGPNPSKHHSCLSEGEPMEFPWLAD
TIADYEDPSTAEEDQLQIHYAES

>Aca m-L4 [362 aa] {Contigll830}
MKAAGRHCARAPRSNQRLISSAALSLGVPSPSSTAGHLRFIASRTPLISMRYPRMSPILAQMGVHSSVPSS
SIFGGVKEEQKEHNKAAASDEEDEEEDAELDAAEDEAEATAVVQRATGLIDGTQRWAPTLELPVESFLNEE
QOGPLGSVTLNPNIFMVPIRRDILHRVVVWQLAKRROQGTHKSKTKAEVRGGGRKPRPOKGSGRSRQGSIRS
PLWVG@GHAHAKKPRNYYFPLLRKVRKLGLKTALSLKFAQGKLKIVRSTHVDEAKTKNLAM@VEGKDWSKA
LVIDGKSVDDSFRKASNNLPSVKVLPVGGCNVFDILNHDLLVLSLEAMQHLEELLLEENEPTEFYPEPATFEQ
AKEETLA

>Aca M-L5  gi|11467075|ref|NP_042551.1| [177 aa]
MRFYNRYNSSLKNYLLCSINSFNTNTLKIPLKPTLSAVFNTFRGERSLKFIKLYLMILYISNQKPFIKKVK
FSYTKKKILKRFFISVSLNKKNSFNFFMYMLNFYNYFFHIYYQKCLKYNRFENSLILYIDNIQFFFKNYNK
ONQKTQIKCOLNLRNSQASILFKYLNNMFLIKVKN

>Aca M-L6 gi|11467078|ref|NP 042554.1| [181 aa]
MELLKVIKSQDKITLKTEKVNKNVEFFYFKNKKKILLKITFSGELFLKERTLITLNNLNYSNYSNYIKFMAK
NLETFFYDQYNYFSKLHMIGLGFKNFILRKHLYILVGDCNYIIFRIPDSLKIFCKKNQVFILGESNVEIFN
FMSNIKRVKKSNEYKGKGVLQFKNFKFTKLKVGKKQRFEFM

>Aca m-L7/L12 [253 aa] {Contig24290}
MRRSTVHVFPRLALRQGQQTSALCLFSNGSRTAVSSETNMASIARNYAAPAKGGKGAPAAAKPAEDEPAEP
LKLETVTFPDFGEDKAFTADISDFPAPKDWKYVS DWKFEFS PRVRKIGEALFQLNQVEMFELVKLLQL
RFDVPDSALMGGGVVVQAAGAGAPAAAAEPAAEEPKEEKKEKMIFDVQLTAVAEADKFKVLKEIRALKPGM
KLLESKEMVEKLPSMLKQONVPKEEAEQMVAKFKELGGTVELK

>Aca m-L9 [229 aa] {Contig7807}
MRSSVFRVGGVSPLALSSYAPLRAGSLYRTSSILPQHDWTALVSSRGYATKKTAAPAKAKPKSKASGPQKS
NKPVKNKKIKIVLTSDVPSVGVKGEDVEVAKGFARNYLEFPQOKLAVYCTEENLKLYEADRANIDYEKRQKLQ
ELAKAKKRLSKVEVLMKRQIIQVQPEQILHAPVTADNIVEKLWLQHKIQLAKDQLDLEAPISQLGTFSVPV
KLEDIDVPLKVRVQAR

>Aca_M-L11 gi|11467067|ref|NP_042543.1] [339 aa]
MRINLNFHYDKLHLKEIIILIPKYHTNMVSFLTPILGLYGINVKEFINDFEIKTRFINFDVIVPTLVKISK
IKTFEITILKTPYVISILSNLNNFSVTKPNIDLLSVYKISLLKSVEFHSNFLDVFHRRIYLSLRKYLSLVIKV
NFHLSVSSALAKKSLSNLNNLLLLKFNIQNNILFAKLLNNRYGLFVSFNNSSASNLNYLKTVLAIQNISIF
KAKSNLLSSLTGNKYFFGNIYFIGATSLKYFIGFLKEVSLKSFGSNFFPIFFKIRSNLVSQPFVKLFLSVF
NSQVKLINFYALRVIYTIFIKIFKNLNFLNKKLTFLLNRNNSNSNANISSNIKES

>Aca m-L13 [244 aa] {Contigl3107}



MTTSFAPCKQPLTNTHMWHVVNGRGLKVGHAASRIARLLIGKHKPTYNPAFDAGDYVVVTNAEKLIFTGDK
WKOKLYRWHTGYPGGLKEVKAKDMLYKHPDATIIRTAVSKMLPKNKLRWERLKRLRVEVGEEHPHEGQVSQG
YHYQVEPQSRSAVDPALAAFRDQVVADPDAFVRKYGGGKEFSIVPQEQGMAVVATKIKGTHAHAVRSEGNTR
SLRAARLDRLRKVVEDIQSAQAREAAKRDPL

>Aca_M-L14_ gi|11467074|ref|NP_042550.1] [129 aa]
MINVQTVLKVADNSGAVFVSCIRLLNSSSRVGAGVGDTITVVVKKS I IKKNIKKSKEVKKGQVCSAVILRT
TKGVKRWGNFFLRSSSNSVALINKYCLPIGSRLLGPVFREIRVNLKFSKIISTAQVTL

>Aca m-L15 [282 aa] {Contig26943}
MRRFSTPFSCSGGVMNLRSTFNLAAASPLRPSSSAWAAALASCNSTSMARAYATRARKGVRSSSPTSYLGG
GLPYLTRKLELEAQRELEPFDPFSIALNKIADNPGAHKKARKVGRGTGSSKGKQCGRGTKGQKARGRGKVS
PGFEGGQTPLYKRVRKHGFTNAMFRSEFVGINLGQLQQOWIDAGRLSPEGKI TMATLQQSGLSSKLTKSYEK
GIKLLAGGSEFFAAKLDLEVSKVSQAAREATEKNGGSVQEVYYHPRQILRMALRHPENPLPPPQEYRTRP

>Aca_M-L16 gi|11467073|ref|NP_042549.1| [141 aa]
MRFKKYFKTKYKNNNVYEHDLIHFGDFGLKSLGNCNLTSEQLTASLKATKRVIKKKNFLTTKALPFWMLTR
KPRDVRMGRGKGSPAVKVYPLKAGKI I FEFKNVNETLLLRALKSSSLRLPVPTKVVKKYDKRTDCIKSSW

MRHLVAYRKLSRSPAHRQALLRNLVNAVVKHGRIRTTVPKAKELRRLAEKAVTLAKRGDANARRSAHGMLY
EKPVLDKLFREMPTRMADRNGGYTRIVRLGRRLGDNAEMCYVGEVDVLPSRHDIEQRALEEKQRNTPPTDG
KEQAIDDLFLLSSPTQ

>Aca m-L19 {99 aa}
MAINQINKKRKNNLNNNVIKTGMVLYIKYLLLKEDEIKISSFIGLCVIKKKKSNTIVLKNNIKKEDIKLVI
NIHSPLIINIKIVKRYKKKFRLSKLYYK

>Aca m-L20 [154 aa] {Contig6876}
MSGMNKKKLLKEFVKGFRGRAKNCPSVARERAYKALQYAFVGRKLKKRLFRETWIQQINAATRIHDLSYSRF
MQGCVLSDVKLNRKMLSELAIYEPYSFSAVTKLVGERLKKEEVAKEVERRAAAKKNIHPGNRDLTADQKEW
LLAQKLKEMQIV

MKSLRSVAGASGVPRPTLPLLPFALQTRNATAGSlLLRTMSAAHFTSSTQFASRPLS IFSKRQLHSSGP

VSQESASQSAEVPAPTPSYIVPESFAVVYVGGRQYKVSKGDTIITERLLVDVGET IHLKKVLMVGSQONETA
IGOPLLTEAVVEAVVEEQTRAAKVVVFKFKRRKNHRRTRGHRQDITVLRI SNVKLGYEQAAPDTGL
STVFGPTVPASAVLPPRASDDLKESILS

>Aca m-L22 [279 aa] {Contig23422}
MRRGTAAMSGCGRRLLVASSSTSSSFTAGALQRTILSTHRYLPATIQSFGAARSYASPSLLGDDIFTKAYEQ
VKQKEEETGERVRITEAKADSKNLPASMKRIDHLLRQIRRLSYKEAITQLKEFSQKRVAPKVIATIEKARQK
AELKFGLD@ERLILDEIYATKGQYGNPQIYYHAKARIGIMRRKRVHLTVKLKEVPFKEGEKQLGKFVRGVN
SEQRKVWEEKRDRVAKEMGVPRLVVTTKQVELWDLYKEKILNKKPATATDPAAADATNAADKELSA

>Aca m-L23 [122 aa] {Contigl0987}
MRRFEKLNPTKYWLPNIPLT!MPPARNLPSNKFVLRVQPNITKVELQNYISQLYGVSVTKVNTMNYEGKLK
RAPRRGKFYSTKRYKKAIITTDDSIRADDFQEEGRRGAGEFIEGEVVPTKRR

>Aca m-L24 [218 aa] {Contigl378}
MLRAGSRNLRSNQIKNPITSWKIVRGDTVQVMQGADHGKKSVVIKVSRKTNRVVVRGIKLAKN@IKATEES
QGGFVY@EQPIHYSNVSLVDPSDGKPCKISMSYLADGTKVRVSKRTGTVIPKPAELTAKRFKNYLDGVKDT
KPEVVTLKTFDETSLEPELDELTIAKVHEKLLLEKEEAEQKRLAREQARVAYGFSSSSDEPRNVGSDSKKE
EAEVV

>Aca m-L25 [184 aa] {Contigl6304}



MRKSSVVLTRNPYWRTSILOQFKGYNDSWDRVVQSLSVVEHLEAVPRPFLGOQKACEK
YRKRGLVPGVLKGLGAGYFDIPIALRISDLVSFRERGGFLNREYKLITENKIKYVKPVDI
VLDOQTSMAPEHIVLQELRELTPPPVLTEEEEKTKAKLERLMTSHEYGAKTYGPKNPIPLW
YKEDGGVV

>Aca m-L27 [161 aa] {Contig23699, Contig6392}
MORMSSGAVGLRTSNVSSMGNGMMARTWGIAVGGSSSSTAATRMVGPSTWGDVWRRGATKKTGGSSKNGRT
SRPKYLGPKRGDGEEVKAGEILLRQRGTRIHPGPGVERGRDHTLYATTPGVVSYTTSHYPVPDRRLLCVVP
LSLALPRRTIAVLRARPSQL

>Aca m-L28 [172 aa] {Contig7313}
MIRRSALQETTCRGWTKRSQRGLFAGRTVVEGNQISFSHKLTRRTWKPNVHKKKLFSELLNETFHINVTTA
ALRTIDKMGGLDNYILYTKDHKLDSLEGLQLKERLKEVYELKHGVKFQAKAAPAVSVKDQWQQIIDNYNRK
KEGSSSSSSSTASATSSPPPVAQREQSEVV

MATAAGKAAVELGVRQRVRVVGVTLLRSGWHQRPEVRSTLRALGLTKINRTIYHKNIQPIRGQLIKVKHLI
AVHPLKEPESIV

MORFTSLGRLTAPRLPVGNLPAAVGSSFGRAVGDVFLPSPGAIGGVGDAGGLITCAVPKKKVSISRSRKRR
HAPGKERRNISHIEDCRACGQPKLRQHVCLNCAGWKVS

MAKGKKNONMVVKLVSMAGTGFEYTTTKNPAATRKLEFLOKYDPMLGSHTLFREERISRSKRK

MQORRVLLGSRGAVAFRPACGPSSSSRELEFTSSANVE SAFNSEAFALPTLSS SPLPVSRRPVAAFNDVS
PRMAMVPLDRTLEIAPTPRD SVLDMVLPTLPLPLD APLYPTTEGNAPMEAVKRTYQPSTVKRHHTH
GFLVRMRSKNGRRTIARKKEKGRHKLGI

MKYRAALRRLCIHCREFVLRERRLEVVCSANQRHKQGQIKAKKSSD

MNRSMMMQRRAVSSAASRTILARPVVGHAGALPLLSQQRRGYAKPGGRGGAVERPKKEYKGDQYIDEMLVA
YGLOQVPTWDDIPEWVWKAEVDLKKPKELTPLDGPLEWKKINRERIKQFNEDRTWGVVKGKWKLGE

MLRRTSTTLQPACRLGSRSAAPSASNLSGVSRTALQSARTSRILONSPVLASEGARRNISQIQIAKKNRAA
LRSAKPKWSPPFPGWKPDPETEISKHKNIRKKAKLHKVFPDVLPEPFTPYFMLOVEYSPEVVVRKGHFLPP
AKLQTTPRVSWPSDPTKRWTLIMATPDDPDLVPDDVEIVKPGWVVPHEEGRGKEVLHWLVTNIPGNDISQG
QVLCDYLPPMPKKHGGGHRYVFLLFEQLDGETQFDAFPEGALKEFVORKNWNTFKAQEKYGLRPKALAFFK
ATWDAEVSAQYSRLNLPEPEGPAPVNLYRPRKWLDPSKW

>Aca m-L40 [194 aa] {Contigl7281}
MMKRLVVARPSAVGVAQSSLLSSSF@STTTMCLRSSSVAGIQISSRSYAGSFTKKKKEKKKSGGGEEGEAA
EGKRFDEELWKLRPQWVTLTRTPEQLAEEEALIKSYAKLKMKQLHEESRQLSKMLKLKLEALNELPPDLRA
EALVEEVSNAPRERVLPLWTAPIPGYQDSLPPEKRDEPFDFTKLGSIRKRSS

|

MGVEGSLTRRTGLGART TVGTGFTRGKVSANQGKGRLT PKMTPRGWYKGVGCRS LGFHTKKGGYR@VP
AKVPVYVIPDLTDCPLKPYVSWSTKRVVVQPLRLPSDKELAQLE

>Aca m-L43 [121 aa] {Contig8446}



MSRSGIWQLRKLKLQYCDFGGSSRGMREFLETRLPEFQKKNPQVLVDVVKRRNRHPHLSGEYLIGREKSVG
VGGLEADEVEHYIYHLRNQWGLKSRRLGAGQIVSQRRSVQGVWNPEVKYD

>Aca m-L45 [276 aa] {Contig593}
MASSRLILRTPIARIFPQTAGGSPMLLSATAVLPSQRRPLFPATCGMTTR
HYAQTSKRVGGMSYKPRIFVASLGQIADPAIPPSGAELLNPKKLWARLMS
SMRNYASLWQVRKLLKKEKYPTSAWLIVGRWTAEAANQYRAFCEARANGN
KQALQKLTTDEFFDVVKGSLIDPSSKLKREWQSQDLRVKVLALRMVMLQE
PDVKFVQMLFREFTSQQOKLKITDSKGALIAGSDSAVPVTEYYVLERPLQDI
HLFDWKEFMGKLDPSHKEPLAKPLLEQ

>Aca m-L46 [323 aa] {Contig5841}
MRKAWSGVRQQLAVPPCAVVGPSTTGMSRQFVRGITHSQHERAYLQRLROMEAEAAAGKTWRLVGGIAVOR
LPLIIPTPDPIED/EQYEQFRFDRDNYFSINVERNLELMEEDRRKGSKISKTQKKKKEKKEGVSDAG (P/2]
D AGGKOKGGEQDEAD[S|LYQKAEETAYREETLEDVRAKMERLS PRITAADLANDRKSLNRALASRLYLIVOK
PRTEHAWQFPQGGRESGETMRQCCERELREE IGTKV/MKVHFWSNAPAGCYSYPYPDNY SHNDGHHGSKVF
FYHAEYVSGEPHPDNKEVVDFAWVTRDELQEYFDPQLFKFVRDMLPA

>Aca m-L47 [164 aa] {Contig27366}
MLRGGLFGRAAPFGQRAGWKRGMEEFIDNATKPGEYPIAGRAWKASELRLKSFEDLHKLWEVLOKERNLLL
TEKMLAKSEGKQMKAKGRRVKVRQSMARIKLVLGERQHIYKTFKREQILALEQDRLEEVRGRQLAWAEQLK
SONDKLANVKLPKPQKEAASIK

>Aca m-L49 [162 aa] {Contig525}
MMRRGTAVLGSCVRPSTTGAYAAAAGWRRTIAGSTSTSATSETVVPLGSLRYPPPHSEEAVTGAGPTGYKP
PLGNTDALPFRVLRTKSGRLPIYTDYKNGRTKKITILRKFSGDRKELREEVWRVLGGPKNPGLEVVERAGS
LEIKGDYTWQLOMWLKRLGE

>Aca m-L52 [109 aa] {Contig21304}
MSNGVVANAIWRRSMAGGMRGFASASLPMRAGQRVRLMOGVGRSGNEDGAFHDAPDWEYADGTPAPPSRKQ
IVWMTKRQETEERIQRLREEVMEMEQKELERQSFYKDE

MSTARWOWRLAQKRAHYELHFLKSLNEFSFCPANNHPTVAEFLRRVSNDRARASNPDCEVTVEVLEDIKARP
SIKAVYENGMEEVLDHEQRVEHLVDDEWKRRERLOQFFSELQFSMKNEEEENPFLNAAAQEDEARKKQQQOAK
GGAKGKK

MNRSMMMQRRAVSSAASRTILARPVVGHAGALPLLSQQRRGYAKPGGRGGAVERPKKEYKGDQYIDEMLVA
YGLOQVPTWDDIPEWVWKAEVDLKKPKELTPLDGPLEWKKINRERIKQFNEDRTWGVVKGKWKLGE






