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MndA_KS2 IAVIGMAGRFPKAASLREFWENIAAGRDCISEVPVSRWSLAEFFEPGKR---TLGKSNSKWLGGVPGVDEFDPSFFNLSPLEAEQMDPQQRLFLQACWHCVEDAGLAPSSLSG--------RKCGIFVGCAPSDYTHWADSAGLT--AQ
MndD_KS3 VAIIGMNGRFPQAGNPEIFWQNILAGKNSVTEVPETRWPKAAYLANGAK---SAGKTSCKWMGVLEGVDAFDPLFFNISPVDAMWMDPQQRLFLQSAWACIEDSGIAPGTLSG--------SRCGVFVGCGSGDYGRMAKNQTLS--AQ
MndC_KS3 IAIIGMSGRFAHSETLEDFWAHLACGDNLVGKAT--RWDLSHLPFG-----------SCVYGSFIESISRFDPHFFSISGTEATYMDPQQRLFLEESWKALEDAGYAGDGTCS--------KRWGVYVGCDRGNYADLFTG-VPP--PQ
MndC_KS2 IAVIGLSGRFSQARSVDEMWTILVEGRTAVTEIPAERFDWHVLVAHLLER---AAANPPKWCGSVPGAGEFDPLFFEISPREAELMDPRQRLLLQEAWNALEDAALGEDHIAR--------QTVGMFVGAEEGDYPQQVKER-------
MndD_KS5 VAIVGMSGRFPQARSVRELWGILRDGRDAVGEIPGDRFDWREFFGDPQQ---DSGKTNCKWCGSVPGAGEFDPLFFELSPREAEAMDPRQRLLLQEAWRALEDAAYGPDRIAR--------EKIGMFVGVEEGDYSLRGG-------DG
MndA_KS3 IAIIGLSCSFPQAADADAFWRNLVENRDCISEVPLDRWDWRAIYGDPDR---EPNKTNIKWGGFMDGVGDFDLRFFGISPREAELMDPHQRLLLLHAWRAVEDAGYSSESLAG--------STTGVFVGTSSSGYDHLIAKAGVPIEGF
MndC_KS4 IAIVGMSGCFPGSVDLPDFWRHLEAGDDLITEVPADRWDWRERFGDPHAG---GGKMRAKWGGFVDGIEDFDPGFFGISRREAEAMDPQQRLLMEYTWLAIEDAGYAPAELAG--------TDTALFIGTGSSGRAFELGRKELD--VY
MndD_KS6 IAVIGMSGRFPGSPTLEDFWRNLSANADLITEIPAERWDWRAHYGDPKA---DRSKTRVKWGGFIADADKFDPLFFGISPREAEMMDPQLRLFLEASWHAIEDAGYAPGSLAG--------SRTGVFVGVSTTDYKDLWKKAG----AE
MndA_KS1 IAIIGMAGRFPDAADCGELWNNLAVGRSSICEIPPERWDWRLYWGDLAK---ETNKTNCRWGAFISDAYRFDASFFGVMSREALLMDPQQRLLLELAWACLEDAGYAPLRFNR--------FLTGVFVGICNYDYKTILDRSTRDIEGY
MndD_KS2 VAIIGMAGRYPKSRDLAAFWKNLREGVDCISEVPELRWDWRKHYTGDPD---RPGDHTSKWGGFIDDVDRFDPIFFGITPREAHFLDPQERLFLEHVWAALEDAGYRREDFQAVAVDSFLPAQVGVYAGVMYGEYQLFGVEASMAGRPI
MndD_KS7 IAIVALAGRYPQARTLEQFWKNLKAGRDCITEVPSERWNHAMFFDPDKT---SLGKSYGKWGGFIDGIEEFDPLFFGISPREAELIDPQERIFLETVWELLERGGYTRELVQARTQG-----LVGVYVGAMYHHYPLVDTSALNR--AV
MndA_KS5 IAIIGLSGAYPQARSLAEFWENLKAGRDCVTEIPPERWALENFYEPDPERAVERGFSYSKWGGFLTDFAAFDPLFFNISPRDAINIDPQERLLLQMAWAALEDAGLTPGVLLTQYRQ-----RVGVFVGITQTGFNLYGPELRARGAAV
MndD_KS4 IAIIGWSGRYAQAGSPDELWGLLKEGRDGVTEIPDERWSMEGFFEADPERAVSEGKSYSKWGSFVDNFSAFDPLFFSISPNEAMSMDPQERLFLQSVWALLENAGYTRQRLAIRHNQ-----RVGVFVGVTKTGYALYGPELWKRGEKI
MndD_KS1 IAIIGLAGRYPESDGISEFWENLKAGRDCIREIPADRWDWHLLDALRSP----SGKSMSRWGGFVKEADCFDPRFFRISPREAEILDPQERLFLQTCWEAMEDAGYTPENLVEPRGLR-RKRDVGVFVGVMHKDYTLVGAEAVARGVTF
MndC_KS1 IAIVGCAGILPRCATLAEFWRALDHGEKLIEEIPANRFDVDRYYDPTGR---DPQRIRTKWGGFVPAIGAFDPLFFNIAPADARRMDPRQRWLLAMAYHAIEDAGYAPASFKG--------SKTGVFVAGEENQYAQTLLENGID----
MndA_KS4 IAVIGVSGRFPQAPTVDDFWRMLCAGREGIEFYSQETLREAGVPSEEIEH-----PNYVLAKPRIEGSYLFDALFFSISPSEAETLDPQHRLMLEEAWKALDDAGYPPDSNRR---------PVGIYISQFASTYEASLVGPWTTEIRP
MndC_KS5 FAVVGMACRFPGSENLDAYWRLLAEERSAIAPVPVGRRSEG----------------CEGYAALIPPLTAFDSGYFLIPPEDARAMDPQALLLLEESLNLLAHAGYTSKEMRG--------SATGVYVGGRSLHQPAAEDLRGTR---N
MndI_KS VVVTGMGVAAEIGEGLSAFEAALRSGKSGFSAGDGMGAPVVSR------------LAMVDFDERLFRLTLPDGLVLRAK-RVARRSPRVLQIALVMALEAWQHAGLVGASMPP--------EKIDLLVAGHNFGQGLQIRVAEKYGVNP
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MndA_KS2 FLGSASAIL-------SARLAYLLNLRGPCVAIDTACSASLVALANACDQLQSSACELALAGGVNVLAGPAMHIMTSQAGMLS-------THGRCCTFDEQADGFVPGEGVGVVLLKPLAAAERDGDDIYGVIRGWGVNQDGR-TNGIT
MndD_KS3 LLGSAVSIL-------SSRISYFLNLKGPCFAVDTACSSSLVAIAEACDSLLLRTSDLALAGGVCVASTPALQVMMAEAGMLS-------PDGRCFAFDERANGFVPGEGVGVLLLKRLSDAVRDGDPIHGVLRGWGVNQDGK-TNGIT
MndC_KS3 FWGNTGAVI-------PARIAYFFNLQGPAIAVDTACSSSLVAIHLACQGLRAGDADLALAGGVFLQGTSTFYLAANSAGMLS-------PTGACHAFDERADGFVPGEGVGAIVLKRLRDAVADGDQIFGVIRSSGVNQDGQ-TNGIT
MndC_KS2 LTSNHDGIL-------AARLAYFLNLKGPVMALNTACSSSLVAVHQACQSLRSGECDMALAAGVNLLFSPAPYIAMAEAGMLS-------PEGVCRTFDRRADGLVPGEAVCVVVLKRLTQAITDGDLIRAIIRGSGINYDGR-TNGIT
MndD_KS5 VTANHNGIL-------AARLSYFLDLKGPNLAINTACSSSLVAVHQACLSLWHGECDAALAAGVHFLLSPYPLLGMSHAGMLS-------KDGKCFAFDQRANGLVPGEAVAVVMLKPLSRARADGDAIYAVIRGSGVNYDGR-TNGIT
MndA_KS3 STGMVPSVG-------PNRLSYLMNWRGPSEPIETACSSSLVAIHRGVQALRSGECNLALVGGVNVLVVSDFHVSFNKAGMLC-------EDGRCKTFAKGANGYVRGEGVGLLLLKRLSVAESDGDHIYGVIRGTAENHGGR-TNSLT
MndC_KS4 PTGLVPSVG-------PSRVSFLLDLHGPSEPVETACSSSLVAIHRAVACLRAGECTQAIVGGVNTLLVPEIQASLDKAGMLS-------PDGRCRTFAKNANGYVRGEGVGMLFLKKLSAAESNGDHIYGLIRGTAENHGGR-ATSLT
MndD_KS6 GEMMFHFAL-------PNRVSYLLDLRGPSEPVDTACSSSLVALHRAVENIRHGGCDLALVGGVNFLASPQLLIAGGQAGMLS-------EQGRCRTFDVSADGYVRGEGVGVLLLKPLSRAQAEGDAIYGVICGAAVNHGGR-ATSPT
MndA_KS1 LTGTANAIV-------PNRVSQFFDFHGPSLAVDTACSSSLFALDQAVKALHAGECEAALAGGVNLLLTPERFVPLSQLGMLT-------HSGLCRSFDADADGYVRGEGAGWILIKPLDCALRDGDCVLGLIKRSETNHGGR-VRSIT
MndD_KS2 FSGSLASI--------ANRVSYLLDLHGPSLTLDTMCSSSLTSVHLACQDLRNGRTDLGIAGGVNVTIHTNKYRMLSAGGFIS-------GSGRCESFGEGGSGYIPGEGVGVLILKRLADAERDRDHIYGVIKGSALNHGGK-TNGYS
MndD_KS7 SLSTFASI--------ANRVSYFFDFRGPSLALDAMCSSSLVAIELACDSLRNGQCRMAVAGGVNLSLHPDKFVGLSAGQVIG-------SHAGSTSFAAG-DGYLPAEGVGAVLLKPLAAAEHDGDPVLAVIKSVVTNHTGR-GTGFR
MndA_KS5 PHTSFSSA--------ANRISYFLNIRGPSLPIDTMCSSSLTAIHEACERLRHGECDLALAGGVNLYLHPSTYIGLCSTRMLS-------HDGKCRSFGANGRGYVPGEGAGVAVLKPLSKAIADHDPIHAVIRATGINHGGK-TNGYT
MndD_KS4 PHTSFSSV--------ANRVSYFLDLKGPCLPIDTMCSSSLTAIHEACEHLWRNECELAIAGGVNLYLHPSNYIGLCAARMLS-------TDGKCRSFGENGTGFVPGEGVGAVLLKPLSLALRDRDRIHAVVRGTSVNHGGK-TNGYS
MndD_KS1 LSLSYATI--------PNRVSYFCNFHGPSMAVDTVCSSSLTAVHLAVESLRRGETRVALAGGVNLSLHPHKYMSYGVADMHA-------SDGRCRAFGKGGDGYVSGEGVGVVLLKPVSAAQRDGDHIYAAIKGTAINHGGK-VSGIT
MndC_KS1 GDGHGASML-------ANRLSYFFDFRGPSEVVDTMCSGAAVALYRAMQVLRTREVDQAVVGAANFILRPELLVQLSRSGQLS-------PDNTVNSFGSAAAGSLRAEGVGAVFLKRWSQAVADGDEIYAVLRHAAVNYNGRGGMSMS
MndA_KS4 PTDRFKAMIGNDCDYIATRLAYKFNFTGPALTVQTACSSSLLGIHLCAEALRNGSCELGLVGGVALTHPSRHGYFFDKDLIFS-------PDGHCRPFSAEANGTIFGEAVGAVVLKRLEDAERDGDSIYAVIKGSAVNNDGREKRDFT
MndC_KS5 ILATGHNYL-------AANLSQFYDLRGPSMVIDTACSSALVGLHLATQALAAGEIGAAIVGGVSLLNGGQGLQMFEQRKLLS-------RSAEFHVFDRRASGIVLGEGCGMVLVKTLEQAERDGDRIYTVVKGIAINNDGR-TAGPA
MndI_KS YVLARHALQFMDT-DYLGVISEVLELRGEGCTIGGASASGNVALLQAWRQIGSGFSSLALVVGPPAELSALEVHAFRNLGAMGGSRFAATPDQACRPFDIDREGFILGEGSACLVLESAESARRRGAKVFGRVAGGALCLDGN---RLA
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MndA_KS2 PNGEAQTELEVGVYEKYGIDPEDIGLIETHGTATRLGDPVEVDALKAAFS-----RFTKK------TNYCALGSVKSNVGHLLTAAGIAGIIKLLLAFQKRRLPPTANFSK-LNSHISLEHSPFFVSTECRDWKVPT-------GG-LR
MndD_KS3 PSAASQTALQRDVFARFDIDPGTISLVEAHGTGTRLGDPIEVEGLTNAFR-----KHTTK------SGFCALGSVKSNIGHLMTAAGVAGVVKVLLAMRHRILPPTLGFER-LNSHIAIEGGPFFVNTNARPWET-A-------AA-AR
MndC_KS3 PSAQSQERLERQVYEQSRIDPGEIGFVEAHGTGTKLGDPIEFTALTKAFR-----HFTTK------RSFCALGSVKTNLGHAATAAGVAGVLKVLLALRHRQIPPSLHFDQ-ANADIALADSPFFVNTTLREWKAEA-------GR-PR
MndC_KS2 PNGVAQADLIRDVLKRHAITADRVQHIVTHGTGTRLGDPIEIDALNTAFR-----AASLP------PASCALTSTKPNFGHTFAASGLVSFIALVESLHHGVIPASLHCTE-ENEFVAWGQGPFFVNKAARPWPRPG--------VGER
MndD_KS5 PNAVAQTELIRNTYCRFHIDPARIGHVITHGTGTHLGDPVEVEGLRGAFK-----EVTAP------APFCALTSTKANLGHTFAASGLVSLIGLVESLRHGEIPPSLHCTA-ENQNLRLTQSPFYVNKVRRSWPRPA-------AGAER
MndA_KS3 PDPAAQAEVIARAFTQAGFDPCTIGYIEAHGTGTELGDPVEINGLKKAYAGLQKQPGS----VV--ESHCGLGSVKTNIGHLELAAGVAGVIKVLLQMKYRTLVRSLHCTE-LNPYIKLEGSPFRIIQENQPWESLS---DAAGPQLPR
MndC_KS4 PNPVAQSALLKKAYTAAGVDPRTVTYIEAHGTGTELGDPIEVGGLKTAFRELEESFGDSEGVALPREEFCGLGSVKTNIGHLELAAGVAGVIKVLLQMKHRRLVKNLHTGE-MNPYLEIAGSPFYLIQESREWVSPR---DRTGCELPL
MndD_KS6 PNPVAQQALLVAAYEAARIDPRTVGYIEAHGTGTALGDPIEINGLKGAFAELQQRQGCA-ALTE--RPCCCVGSVKTNIGHLEAAAGISGVIKVLLMMQHRKIPGNPHLKR-QNPYIQLEGSSFELVRETQVWKAQC---NAERREFPR
MndA_KS1 PNVYAQSRLVAQAYTAAGIAPETIGYIEAHGTGTPLGDPIEINGLKRAFTQLFRQTGTA--LPE--TPFCGIGTIKSNIGHLEGAAGIAGVIKTLLCFRHRQLPPLASFQR-LNPKIDFTRSPFYLLDRMQPWTALL---DAQGRELPR
MndD_KS2 PNLRAQQEVVLRALRESGVDVHSISYIEAHGTGTKLGDPIEVAGLSQAFGAAGRAASNRK------GEPCWIGSAKSNIGHAESAAGVAGITKVLLQLQHGELAPSLHSAV-LNPHIDFASSPFVVNQELRPWNRPR--IDGRE--APR
MndD_KS7 PSPVAQAQLIEENFRQASIDPRTVSYLESAANGSLLGDAIEFTALNRAFR-----KFTND------EAFCAIGSVKSNIGHGEAVSGMSQLAKVVLQLQHRQLVPSIKAQT-LNPNLDFVGTPFRLQRELSVWSQQERVVAGRRQLLPR
MndA_KS5 PNPKAQAELISSTLDTAGIDARSISYVEAHGTGTELGDPIEITGLTQAF-----RADTAD------RQFCAIGSAKSNIGHLEAAAGIAGLTKIVLQLRHRQLVPSLHAKA-LNPNIAFGPTPFAVQRELAPWPKLT-VSGATTSPPPR
MndD_KS4 PNPLAQEELIYEALTKAGVNARDVSYIEAHGTGTILGDPIEVAGLSRAF-----QRETCD------TGFCSLGSVKSNLGHLEAAAGIAGLTKILLQMKHHIIAPSLHSMV-ANPVIPFSKTPFVLARKLATW-----------DAPRR
MndD_KS1 PSPVGQSDMILGCLEKNGVPARTISYVEAHGTGTSLGDPIEIQGLVRAFG-----AQTRD------TQFCALGSVKSNIGHAESAAGIAGLTKVALQLAHRTLVPSLHADE-VNPLLKLETTPFHVQRVAETWAEH-----VAGPTVLR
MndC_KS1 PQTEVHADLIISCYREAGVSVRDIGYIEAQGMGTPVADIAEWEACNRALTRLSMERGETL-----MAGQCRISTLKPMTGHMNAASALGALFKVIHALQTRTIQPILGFTE-LNPELCDPTQPCQPTVEAEMWNGTS-------VAGPR
MndA_KS4 PGYQGQCDVICHALDEAGISVEQVGYLEAHATGTKLGDPLEFSALNDVYR-----KRTAR------QGFCALGSVKANVGHLNTAAGITGFIKTVQCLHRGEIPPLIHGEN-VNPAIRIAESPFYFNRQLQAWPRPA---------YGR
MndC_KS5 PNVKAQMGVMQTALTRSGLAAAAIKYVEANGSGSEVTDLLELKAVQSVYR------PVG-------GAPCDLGSAKPNIGHTLCAEGIAGFIKLALMLSRGSMVPFLSGQE-PMTHFNFERSPFVFRRETTAWVDKE-----------R
MndI_KS PSVAGETRTMRQALQTAHMAPEAVDYVNAHATSSLLGDEVEAKALWEVFA----------------DAMPWINATKGLTGHCLFSASLVEAVAVLLQLRGGFLHPNRNLARPLDERLRFVGATA-------------------------
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MndC_DH2 HPLLHTNVSD-VRGVRFESRFDGTEFFLSNHVIRGRKVLPGVASLEMAHAAVVRALPSAEAGAQLRLENWVWLQPLMAGEQGLVVEVLVAKDAAGHWVVEVAETAKDARILHARGKVTFLGNAAPPPID---LGALQVRLR-D-----EL   150
MndD_DH2 HPLVQENCSS-LAGIRFVSIFTGKEDCLADHVIHGERVLPGSAYLEMAREAIR-LGADAELSASVELLDVVWLRPFVVGTESRKLEIYLVPDDAGLMRFDVVSMAGDQRLVHCEGTGKILTDAQRPRVP---LEEVLRKTEGK-----TV   150
MndD_DH4 HPLLHLADPD-GQGRQFTTHLTGEESCLVDHQIQGRKILPGVAYLEMARAALALQTEKGKFSP-MCLQNVVWAKPLVVGGPGENVQVRLSAATGGVVTFEIGDSAG----VCSQGAARLEAISSFAAID---VGEVERRCDRL-----KI   150
MndC_DH1 HPLVQRRIAADGESAHFESDFTGKEFFLADHVVHGRKTLPGVAYLEMVRAAMVARGTLS--PSQLIFRQVTWLRPLEVDDAGRTVRITLTPNGDATRFSVSSRAQGVATKLVPHSEGSVEFAIGKKSVEGQVFAELRERMRGL-----YF   150
MndA_DH1 -----TNLAD----PVFAVSLTGQEFFLADHRVGGTPVLPAVAHLELAHAAVRQVLSERKLTG-LRLERVVWPRVLKVDHP-QVVSIRLRAEGSERTGYEIFSLVGG--LVYSQGTALVLPPSATPRLD---LDALKATVNQA-----II   150
MndD_DH3 HPLLHEQVNA-EKGGLFRSVFTGREFFLADHMIRGVKVLPGVAYLEMARAAGAQMVRNK----VIGLKQVVWSAPIQVFSDPEVVTLELALAGDDLCYQVTTNAGARQHSQGIIVTGDLLMPTELLRVA---VAEVRARCP-M-----RR   150
MndC_DH3 --------------VRMMTSLSTHNYWLDEHRVDGVATLPAVAYLEMARTAVVRAGQTAG-----AIRQVVWSAPLQVPDQ-PVTAIILFSAADHTVQIETDSASG--KCRHFQATISVDRPADVAAIS---IAPIQAYCS-Q-----VV   150
MndA_DH2 HPLLQRNTSD-LNEQRFTATFSGTEEFFCSWLPNGEKKFSELAALEMALAAVKRAAPAVGTEAVLQLHRVAWGHPFSVNGHSRDLHVTLFEEKGGEIGYEIYSKGE-----SSDGVVHLQGSACFTTSA---TEEVAAFVA-------HM   150
MndD_DH1 --------------------------------VRGAPVLPGMAYIDILYQFFREHGYDFH---DLELRQVSLHHPLTLSTS-GVMRVEIEATELGLGSWRVVVADSQNPEGNGAAPRTRFLTAEMHRIEQEEFSATINPLEPAGPGARAV   150
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MndC_DH2 SVQECYEHFRAIGQVY---GEAHRSLRKIQRGTGEVLAKLELPKSLVATRDEFDMHPSLLDGALQATWALGG-------ITSAS---QVFMPFSIEAVEVVFGESPIEWAWVREVESIRGG-TVRKLDINLCDGSGRVGVRLCGLVSRP-   300
MndD_DH2 SAESCYDTFATLGIVY---GTTHRGIVELRLGAGETLAKLNVAATMPAVT--MRAAPGLVDSAIQAVIGVGVGRETGAQLDSSA---KLAVPFSVELVQILSSCANAQWAWAYESAPG-------KINIDICEADGTTCVRLQGFTVRVL   300
MndD_DH4 ETEDFYAAFKKMGFVY---GPSHRGVRGIFVGRGEVLAELALSESFAPEMSQFGLYPGLLDSVFQSAAALALASEQETEIGDLSGQLQPNLPFALDEINIFSFCSLRMWAWSRFAAGGTVESVVRKVDIDLVDFEGRVCVRIKGVSSRPL   300
MndC_DH1 DSFSCRAAFTKMGLDY---GPAFQSLTYVRLGNDELLAQLDLPEIRRDTLGNFELHPGLMDGALQAAVGFLLQAG----ADLLT---KVSAPFAVESVVMYRGCSATMWAWLRKTPGS-GTEAVRKLDVDLFDSEGNLCVSLRRFSSRVL   300
MndA_DH1 AGETCYAAFRRMGLDY---GPAHRGLRSLALGGDQVLANVALPESLVSNIEKFKLHPALLDAALQAGIGLVADPQK--LSAGLGG--AAPVPFALESLEIFSACSANLWVWVRRSILLAPS-DGLAIDVDVCGEDGSVCIRFTGLMLRVW   300
MndD_DH3 EAETFALLFSEAGFSSSGGGGSFAAMQRFQFSEREGLAEWQLPAGVRADRAGYQLHPSVMDVAFEAVALWETLR------SGRP---FVGLPFSLEELKVFGATPERGFVYVRQGSGGPVQTSVRRYEMDLTDEVGNMVVAFRGYSTKAT   300
MndC_DH3 TREEVVRRFATQHFSGAGRKSRLRTLTGFQYSSTEAFATLEQASGLDGEFD-----VGLLDGVLTAVHLHHALA------AAET---ATLVPFALSEMIIYGALPAQAVVHLRRVAGE-----VLTYEMDVADVTGRVAIAFRGYVMR--   300
MndA_DH2 SQGTWLAPLSFDGPIG----------RWQKWSDREAVAEVRTMG----ADEALTLHPHLLEAAIQKLGSRLMGG------SVLDS--SAAAPNRLNLLEITAAGHGAAWLRLRIAGVEEDG---IRADLDLFDATGKRLVALRDLILAVI   300
MndD_DH1 SLEEIYAGCRSRELVH---RGVMKTKGAVYALPSLHAVSCRLPEGTFADAEDFLFHPALLDGSGLAVAAAFAAEFP-----QEQ---RLFLPLAFASFRSMASWCTAGFARVAPGSLRRKN-ELLIADLEFFNEDGSQFAEMRGFTLKSV   300
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MndC_KR2 EVVLITGGLGGLGRIFARHFAT-TYGARVVLSGR-------TLAEV-PAD------------LRTVGEIYCFPG-DISDSGGAESLVMRIEREIGPLRAVVHAAGILRDS--YARHKTEDDFRTVLRPKIAGVLALEWATRSCNLRFFVL   126
MndD_KR4 AVVLITGGLGGLGRIFARHLAS-WPDVRLILAGR-------KTPETSGEEV--------LQQLRQSGAFAEYRSCDLSVPEQAKALVSAIRTEHGRLTGVIHAAGVLCDG--YLVDKTEADVLPVWRSKVTSLLNVLAAT-GDELELVTL   131
MndA_KR1 GIYLITGGAGGLGRLLVEEIFSHAPGAQIVLIGR-------AEPGT-VEEN--------LQKLRARGVQVVYYQGDITQASNMGSLVRKVQREFGPLRGVVHAAGVKHDA--LIVKKSLNDFRAVLAAKVAGTLVLDEATRESPLDFFVL   132
MndD_KR1 GVYLISGGAGGLGMIFACHIAAEIGRGAIILLGR-------SPLSVEKHSE--------LAALGATGCRVEYRQVDLSREDEVVAATASIGEIFGPITGVIHGAGVLRDE--FLIRKSEEDFAAVLAPKVAGAIHLDLATRGQVLDFFVL   133
MndD_KR2 GVYLVTGGTGGLGLIFAEAIARATQGARIVLVGR-------RPWSPEKQSR--------VERLTALGALVEYRQVDVARRGTVTALVREIVGKYGALHGVLHAAGTTRDS--LLVRKNAGDFAAVLRPKASAAVFLDEATRDLLLDCFLL   133
MndA_KR2 GIYLITGGAGGLGFIFAEAIAGAVQKPCLVLAGR-------SALTAAQAVR--------LNMIQKSGCRAIYRQADVSCEEAVVALVCFIEKNFGRIDGVLHAAGTTQDG--FLLNKSPETVRAVLAPKVTGAMLLDMATRSAKLDFFLL   133
MndD_KR5 GVYLIIGGTGGLGVMLAEHLAAKTDEVTLVLASR-------SPLLVGREKR--------LKKIQRRGVHVVQRRIDVTDSLAVEELVRGVVREFGGLHGVFHAAGFVQDH--FILNKTPEEFAAVLAPKVVGVWNLDMATQGVPLDFFVL   133
MndA_KR3 GVYLLGGGLGLVGEELCRELAT-RFQATVVVFGR-------SLLDEKKRQQ--------CREIERLGGRVRYYTVDLGDRAALMETITRVRAEVGCLHGVFQLAAEHGAG--LIVQTGWRNFSATFRAKVQGTINLDRATSDQPLDFFVQ   132
MndD_KR3 GTYLITGGAGGLGSLLARHLAT-RYSAKIVLTGR-------APLEQKQEAL--------LEELKRKSGEALYFSADVCDPQAMASVVTATRECIGPIHGAIHAAGVQPRG--NLFENGVCTFETVIAPKCEGIQVLDEVLRDEPLDFMVG   132
EryAI_KR1 GTVLVTGGTGGVGGQIARWLAR-RGAPHLLLVSR-------SGPDADGAGEL-------VAELEALGARTTVAACDVTDRESVRELLGGIGDDV-PLSAVFHAAATLDDG--TVDTLTGERIERASRAKVLGARNLHELTRELDLTAFVL   132
EryAI_KR2 GTILVTGGTAGLGAEVARWLAGR-GAEHLALVSR-------RGPDTEGVG-------DLTAELTRLGARVSVHACDVSSREPVRELVHGLIEQGDVVRGVVHAAGLPQQV--AINDMDEAAFDEVVAAKAGGAVHLDELCSDAEL--FLL   131
MndC_KR3 KAIWISGGTRGLGALCARHVVEKYGVRRLVLSGRETLPPREHWPEVEKTGGELAKKISALRTLEALGAEVKVVTMPLGGVASVPEVVGQVAAEFGPIGGLFHCAGVFDQENPAFIRKTNAAMRRVLEPKQAGTRHLLAALHSKSLDVCVL   150
MndC_KR1 GVYVLIGGAGGLGGVLTRYLLE-TYRAHVYWVGR-------RPASAEIEEK--------ITHFSGFGPRPVYLQADAADHASLAAAVAAIRKRHAHIHGVVHSALVLADKG--LANMTEEAFAAALAAKVDVNVLLAKVFAKTGLDFIVS   132
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MndC_KR2 CSSLAGAMGGPGQT--DYAAANAFLDGFAAAREVRVQAGLVRGVTRSINWALWREG   180
MndD_KR4 FSSLA-AMGNPGQA--DYAGANSFLDAFAA-------AGWGKARVLSLNWPFWLEG   177
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