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YQFF_Bsub_16079587       51 LDLFSVSDKTIYAPAT--VEDQKATEEKKQAAEDA-VEDQYTLKKEYTDNRIDL-VSSIFDSISEVKKS-SEEGSK  14 LTSDVNDSISEDS-IKTLLKADSEDFSFVRDTVITA
lin1503_Linn_16800571    46 VKLFQVAEKTIRSPQT--VEDTEKTKEERTKASNA-VEDVYVYNRETGQNRVAL-IQSLFAYVIEVNSE-AEENDK  33 VSEKITSNISDEV-FTTLIEADSKDFNVMEDVITTE

lmo1466_Lmon_16803506    46 VKLFQVAEKTIRSPQT--VEDTEKTKEERTKASDA-VEDVYVYNRETGQNRVAL-IQSLFAYVNEVNAE-AQEKDT  33 VSEKITSNISDEV-FTTLIEAKSKDFNVMEDVVTTE

Efae2969_Efae_22993455   44 FREGQVAEESIRANKT--IENTEETEQKRKLAAEA-VTPEYTYQKDLADDQNNR-IKQLFELIDKTNDAINKSYDE  32 ENVAFYQKLPNNF-YSTIFEMTETEIHTVRDESLKL

Desu2389_Dhaf_23113918   64 LKLGDPSPQLVTAPYEKNIEDLKKYYQDQEAAAEA-VKPVYTQDEEYLTSISRD-LSTAFTALEEAIAS-DEDKAD  10 FNVLPQEALEGLL-DSSLDLLEEKEQKATEVILVNA

CAC1292_Cace_15894574    40 LKEGDIAKNDIKATRD--VNDEAATEERRKQAVNS-VGIQYDKNTEIINNIIDN-INNDFTIMNKVKDE-NSDDKT   4 LKSSLKTDLDDSN-LSVILSMNKEDLKDLQQFIIKT

CTC02023_Ctet_28204087   44 LMEGEIANVDIKATRE--VVDDIATKARVKQAIES-VPLQYNKKPEVKNNVLED-LDKLFNKIPSVVDV-NISEKD   4 LREGNNIKLSDED-YMEFLKLDKDNLDKLKVVLVKT

CPE2019_Cper_18311001    43 LKVGDIPKSDIKAHRE--IIDESATEARKKEAEEK-VDKQYSLRTDVQKQSEEK-IKGFFSSVEKVLAQ-DKPEEE   3 LIPRAPFKITDAQ-ANKIASMNEQSTKKLESVCIDG

Chte1004_Cthe_23020923   50 VTLGAISEYDIISPRD--IVNTVKTEENAKKAASQ-VSPVMRDIPNAPIEVINL-VDKLFFLINDAQNT-YKSKIS  25 SIGELGIKLEDAQIDYLISNAGEEDINSLEVVIRSK

TTE0971_Tten_20807451    44 LKAGDVAPQDIKAPKD--VIDVIATQKKIQEAVNA-VNPKYDYNENIAKESYLK-LADFFNKLREVRKS-SESEEQ   4 FKNITPINLEDKD-IAFLLKIDDSTLIKMETVILSA

Gmet0579_Gmet_23053661   67 YKAGDIATTDIRATQDYLLEDRLLTEKKRNEAEAA-VPYVYAFSLDGAGELVGR-VEQALALLQQAATA-EPSQGV  46 IVVDKRSFAGDTA--HGIVLVDARTGESLGKMEYTV

LA1683_Lint_24214383     65 YSEGKTAPEKIISAKEIVYEDEDKTKAKKLTAYQS-APFVFDRDFGVLQEQINNFIQEDMENFRSFKPS-AEGRIY  37 SNLVFSSFCILRDLPPDYAALKTSGARVRNQGIKEQ

Ddes1875_Ddes_23474958   53 YLAGEVAERDIQADQELRVEDAAATEARRNEVART-QPPLFDLSTATIDVLRAN-VNATLESLRNLSADRHETHRQ  36 TRLASGVVADQRILLQERNGIIVRDLSSGSEVLRED

TP0651_Tpal_15639638     47 FAVGRVAERNVVSPVFLSLTDELATQRQYARRKKE-IPAVFERRLDLEQAEVRA-YQAFCHALQKARVGMALDTSS 107 QASAGDLPSASVP-LSPDASADEAENAAGDVFSRTQ

FNV0454_Fnuc_27886299    68 YMVGDVVKSDIYSPKTIVFRDKIGKDKLIQDMIDR-LDKDYIYSSDAADIYKEE-FDNFHKEIIAIKKGNLKSFDY   1 GFERKTGKAMPQSIIDKLLEEDEEKIDATFSKLETQ

Chlo0060_Caur_22969909   58 LQVGQPSPLSITAPEEVTFTSDVLTAERRTQAANNPDNLVYFNDPKIPIDQRRN-LFTLLETIGRLRNDPTLDEAG   6 NLPSADVQLNTDQ-ARLILALDDEEWSLLRTTILNL

slr0104_Ssp_16331836     78 LSVGTESPYTIYAPEDGSFVDERTTEEKRKEVRAG-TIPRLQRDNELTAQLKQE-RSQYLDAINQLRYL-AGTFPY  82 AEVKADRQITNNQ--IGALKLDGPTWQTTQQTIIQV

Npun2210_Npun_23125890   23 LDVDKIAPQTLTAPSSANVEDVKTTEERRREARSG-ASAVWVDDPVINEQIHQN-LQQLFTKGNQIREN-LDNFPF  89 TQSVYAQPETLYD--ATFLNLSDTDWQKTQIQVRQT

alr2784_Ana_17230276     49 LKIGTVAPQTIKAPHTASIENKKRTEVERKAASKS-STPVLMVDAKITAQIDQN-LEKMLEQGNEIRIS-AGSFPF 151 LHVDTITTQTIYH-ETVLLELSDYEWTQTQKGIRQG

Npun0472_Npun_23124089  122 LQVGHSAPQTITAPYTAKIEDQKKTEAERKAVSRS-SLQVLMLDARINEQINEN-LQQLLDDGNEIRAV-AGAFPF 119 LQLETVTPEAVYE-ESFLLDLSDVEWEKTQMGIHQS

Pmit0951_Pmar_23131657   60 LNPGLPAPFEARAPRDARVVDSEAQEQRRSQLVQS--TFVQVIDQQETTRLKKR-LERNLAELERVARNSDAGRIG     PVNLNAEEQIWLQ---ARSQQERKRWD---MAIRRA

Synwh0656_Syn_23133329   50 LQPGALAPFNAIAPKDALVQDSTALEQRRSTLVAR--SVVQVLDPDQTQALKLR-LERQLSELQQVSESGSAARVG     PVNLNADEQVWLE---QRSDQDRFAWD---NVVRQA

Mmc12334_Msp_23000675    76 LEVGEVATRNIKAERDVLVEDRAATELRREKAVAA-VPPVFDWDPHMVASLSSG-ISDRLVELHEAMHTLAKSGQW 112 SATQTRIQRRPIN-LNPLDNPKEFRLTIPDRVVTLE

yqfF_Cpne_15617972       51 YKAGEISRISLTAPMDF-SLSWSAHKFYKRTAH---ISEAFGKVYHLTLSPGSL-LSKEGNADENTDYWFKKAADF   4 NFVDSSTQKCLKD-LCIYPPLLGKEKKTLEININSN

BA_4976_Bant_21402351    47 VDMYSIAKKTIHSPIK--IEDKVITERKKQEAAQK-VGDQYTYRSEYKQNRVDI-VNDVFAKVNEVIQEMKAAGPE  17 LPSNLTKELSDEN-LLYFINAEPDQLELAKNAALTS
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YQFF_Bsub_16079587          VNTVMSSEIPSD   KLSDAKDKVEKELKSNSIP---SKYLGAATEIGRFAIIP--NYVFDPKATEAKRQEASDNVQQV--QIKQGQVLVEENDLIDREVYRKLELTGLLNNSNL 275

lin1503_Linn_16800571       VAKTMENKIRDE   NLNAAKIRARDDIELSAIS---SYYKNVSKVLVSYAIVP--NEIYNEEQTDERRKEAAQSVVPV--KILQGQVIVQEGQIVDRETYRQLNMLHLLDQKMP 289

lmo1466_Lmon_16803506       VEKSMENKIRDE   NLNSVKIRARDDIELSAIP---AYYKNVSKALVSYAIVP--NEVYDEEQTDARRKEAAQSVVPV--KILQGQVIVQEGQIVDRETYRQLKMLHLLDQKMP 289

Efae2969_Efae_22993455      IDEQMSKQVRES   ELEAFKQEAEEQIQYLNVT---PAQQQMIRYLVDQGIVV--NDVLNEKKTEELKQSAREAVQPV--MIFQGEIIVREGNQIDASAMKKLELLGLTNQTTS 287

Desu2389_Dhaf_23113918      RGKETGAHTPQ-   DVPALRQKIKQDINEASFP---DEFKAFLNEFVDAKITQP-TLLEDTEATEKLRQNARASVLMESQRYKANQKIVGPGEIVDEKIMQVLVGYGLVENQSP 288

CAC1292_Cace_15894574       LKDAYNGEIRED 3 DIKKAQSSIAAEFSKEKFS---KDATELGIAISNSYVKP--NMFIDSKKTEEIKKDISKKVENV--VIKKDQIIVKEGEPVTANEISVLEDLGLLSNSNG 257

CTC02023_Ctet_28204087      ISDLYDGVNISD 8 DIKKAREFITEKINDSTLNK--KSLKNLATIMAYSQIKP--NFFYDEEKTEELREEAKKRA-PV--IIKKGQIIVKEGEPVTKAQIDILAKLGLLNSKDS 266

CPE2019_Cper_18311001       LNKAYEAPIEDG 3 DLKEAKKEYTDFISSSDLS---DSEKAIALNFVN-VVEP--NFFYDKEKTDELIKETLKQVPPV--MIKKNQIVVSEGEPVTAHQLELLGTLGLLSDSAS 258

Chte1004_Cthe_23020923      VNDIMRKDITED   NLEERKNELKDAIFNSEIK---YELKNVGLTVSDFVLKP--NRTIDEELTKARRDAAYNDPRNIE-TIKKGQKILSAGDIVTEDKLQVLEDLNLLETTSR 287

TTE0971_Tten_20807451       EKAIMARQITED   ALQSALNDAKSVVESSDIP---VDAKPVAVEILSSVIVP--NMIYNAYETNLAKKEAEEKVQPV--MYKKGQNIVVSGEIVTPEQIEVLKSLGLLKGTDK 258

Gmet0579_Gmet_23053661      SPI---------   EPAEVQEIVKGMKIGTPGLS--PREIETLKGFVGKGVRP--NLTFSRDLTEQAQERARYSVRPVLLQVKQGEMIVRVGERVTAEQVQKLEMISSAGGDIN 318

LA1683_Lint_24214383        ISNLEGAYVIPR 7 DTVNTLKRMAQEKLSRMDSEILPIIQKISLSYI--YSNP--SCSYNSEETLSAKQFAADRAEPINSRILAGEVIVKSGEIITPEIFKKLQIVNTYATRAN 326

Ddes1875_Ddes_23474958      LRYVP-------   DIEKLEKDMESFLRHDLNIP--LRMRRAVTDMLFPLLAP--TLTLNREATTRRTQEVRNAVSPVYYRLQKGEIIVRQGEKVTEDMQLKLQALVSQKQEHL 299

TP0651_Tpal_15639638        AI----------   ETLIRSDQLAARVHALASDFGLTSQAALLFSSLGPFLRP--NIVFDPIQSERHVRNALARLRPVTLSIHPNEIIVRRGFIVSATDYARLQALAHSKLSVD 362

FNV0454_Fnuc_27886299       LENAYK------   --AGIYKEKNSIRINEPAKTDIEALEPFEREILNNFLIP--NYIYDEAKTKNTINEKVSQIHDQYIEIKAGTLIAKTGEILTDRKIDILDRLGIYNYKMS 280

Chlo0060_Caur_22969909      YDRAIERYDYAI 3 ALSQLRDRWLSFWLATTSLD--TAQRELAQQITSAFLRV--NRTLDNTATEERRAKAMAQVEPVEVKVLAGEMIIRAGEIVTPAHIEKLQATGAMPRPLG 284

slr0104_Ssp_16331836        HDRILTQGLPAG   ITAPLLGETVQLHLRNILP---PQAHQVAENSLNNLLKDKYNLTVDKEATKNLAEKAVLAMENVKVSAEKNSVIVRAGEVITQEQFVLLDGYGLSQRQVN 375

Npun2210_Npun_23125890      LDRMLAQGIYPG   LSKTNLNSAIGMQVSVSVP---ETAQPLARRLLSDAIAP--NLIKDIEQTKLIAEQAAEAVEPAIVSIQKGEVTVKAGAKITQADFVLLDHFHLSQRGID 325

alr2784_Ana_17230276        AERILAQGIPAG   LPQSVLQNAVTLQVQAFVP---KNAESLATKLLLAVLEP--NLKKDEEQTRKYAQKAASVIEPVMVEVKRGAIIVNKGKEITEWDFEVLDHYQLISRENN 414

Npun0472_Npun_23124089      AERILTQGIPQG   LPKNILQDAVSLQLQSFVP---ESAQPLAKNLLLAVLKP--NLQKDEEETRENAQKAAAGVPPVMVKVRRGEVIVKKGEQVTAWNVEVLEYYRLVRREVK 455

Pmit0951_Pmar_23131657      SERMLSQGLNN-   LALEQLQEAAAIQLADLGEQN-GPARSLSSKLLASTYQGSSNLRTDPALSQRLIEELITKQDIPIIEVRRGDLITSKGEPISPRAYAVLNHFGLVSRGPE 272

Synwh0656_Syn_23133329      ANRMLSQGLVST   LAVDQLREAAGLQLQGDAIDN-PAARSLAGKLLVSSLQGSSNLRTDPNLSKQLIEEQLTKQGIPTIDVRKGDLITRKGEPISPQAYDVLDFFGKVKREPQ 263

Mmc12334_Msp_23000675       ------------   QLTVLLRDSARRQMGDLNP----DLRLWVVDQVLEYLHP--NLTYNSAETRLRQIQAEEDVDQVYLRVRRGQMVVLEGEVVSENTQLKLSALNKGDMSDA 390

yqfF_Cpne_15617972          KGNVIAQ-----   ------CFCHLKIFLIQENCP-QPCFDAIMDILKIANFE--VAV-DKEMSGCVKGELLGKRCIE--KITKGTPILEKYQRIDDRDAKILKQLRAQLLSVH 255

BA_4976_Bant_21402351       VSVIMGGNIKMS   EEMAAKERFVNEMKTLNVN---SGLKEAVNALGSYAITA--NYFYDPAVTKEKKKAEEDLVPPV--YILQGQVIVREGETISSDMYNQLKLVGLLEKGNS 275
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