
>Tb_CAP5.5 (XP_844545) 
WEEVDDEELLKLCSDSLVRYADINFLPSNSMFSRLDGDGRFIQPVEVRRPSEFAQCGEEN 
IDAVRGVVLSSCVEAGTLGDSWFVSALSLLATDEERVKAMFASTTPAEKQMGAYRVLLNK 
DGWWKNILVDDFLPTVGGVPCYARCIDDSGELWPSLLQKAYAKLYGSYASITGGDTLLAL 
QNFTGAPVYRFDKAWRDAATDEEKKNALIQKITGYVEAHNPVILSVPTGRKAATAVANGL 
REGYSYALLSVHNFPEENITLLKMFNPWEPAMPWSGQWREGSDKWTEHSEIQSSCEPCFE 
AHDGIFFIEWSEAVEVFNGCGVLYLDEKPVYD 
>Tb_CALP1.2 (XP_001218911) 
GENSSPDDTLAACIAKKTKFVDLIFPPGQESLQIGTPHKLKVIPWERPSMYLSDENALHA 
RLFRNNIHPGNIDEGELGDSWFTGALACMAEFPDRVRDMFRHPRSIEEGKNEREIGAYRV 
TFNKDGWWTNVIIDDYLPCSGGHPMFARSYGDPMELWVSLAQKAYAKLHGGYGFLVVGDP 
LRALQDLTGFPCSSFNTAFENAKMNGGEELFVHLLQYGQTSYQTILTVPTRGALKLQGAS 
VEAYEATGLLPGHVYTVLSVMPFPEYNLRLLLLRNSWANHSKHRWNGAWKRGSEKWKQYP 
GVAAACAGACDADGVLCVEWSEALALFAGCGVCFVQDTPYDYRI 
>Tb_CALP11.3 (XP_828540) 
ALPIWDDLKEGYGRENVFMPCEGHWNDTFTPELSSVQKSAGARYVCIGEARRGVEFCII 
RAADPLNIKQTVVGDCSMVCSLIICALYQQRFPKAKIISNVIFPQDSDGVPVVNPKGKYC 
VKMLVNGITRLITVDDRFPANPQTGEMLCTYSRDKSELWVSIMEKAFVKVCGGSYDFPGS 
SSSSDLYKLSGWLPDSVDFTVKDFDRNLQWSRFFNRYADGSLLITVSTPPLSEAEERRLL 
LASEHAYAVLDMREMSGVRLVQLMNPWSRRAWSGKFSLNDKRPEVVKVLTQLQYGSPQAD 
QGIFWITWDDLCTNFSRCSLSWNPYMLFKTP 
>HsCAPN1 (NP_005177) 
YLGQDYEQLRVRCLQSGTLFRDEAFPPVPQSLGYKDLGPNSSKTYGIKWKRPTELLSNPQ 
FIVDGATRTDICQGALGDCWLLAAIASLTLNDTLLHRVVPHGQSFQNGYAGIFHFQLWQF 
GEWVDVVVDDLLPIKDGKLVFVHSAEGNEFWSALLEKAYAKVNGSYEALSGGSTSEGFED 
FTGGVTEWYELRKAPSDLYQIILKALERGSLLGCSIDISSVLDMEAITFKKLVKGHAYSV 
TGAKQVNYRGQVVSLIRMRNPWGEVEWTGAWSDSSSEWNNVDPYERDQLRVKMEDGEFWM 
SFRDFMREFTRLEICNLTPDALKSRT 
>Pgin (P25806) 
AAPKAKKAAQKLDIDDLREQALSSTTITKEISKIILPTKNLRDDNNTVHQYREVGFQSNG 
AHNLWDTVVQGIAGDCYMLAALSAIAWVWPALLNMDVDIMSNQDEWRLYRYFIGRSKQTY 
ANRPSGSGTSTNEILQEGYYKVPIFARSRYWFNGEYWPALFEQAYANWKFPNDSKYNAIL 
QIGGGWPEEALCELSGDSWFTSSGKLMLSSFTDLSLLNFMKSMCYSWKTIKPMVIVTPCW 
EPLPPMMPGIAAYHAYTVLGYTVSNGAYYLIIRNPWGVTEPTGDGVLSKRDWVIHFDNMK 
WFNLSKDDGIFALRLDKVRENFWYIAYMY 
>Dm_CalpA (Q_11002) 
SEVQDYETILNSCLASGSLFEDPLFPASNESLQFSRRPDRHIEWLRPHEIAENPQFFVEG 
YSRFDVQQGELGDCWLLAATANLTQESNLFFRVIPAEQSFEENYAGIFHFRFWQYGKWVD 
VIIDDRLPTYNGELMYMHSTEKNEFWSALLEKAYAKLHGSYEALKGGSTCEAMEDFTGGV 
SEWYDLKEAPGNLFTILQKAAERNSMMGCSIEPDPNVTEAETPQGLIRGHAYSITKVCLI 
DIVTPNRQGKIPMIRMRNPWGNEAEWNGPWSDSSPEWRYIPEEQKAEIGLTFDRDGEFWM 
SFQDFLNHFDRVEICNLSPDSLTEDQ 
>Dm_SOL (P_27398) 
EALTKWQNIIQYCRDNSELFVDDSFPPAPKSLYYNPASGAGEGNPVVQWRRPHEINCDGG 
AYPPWAVFRTPLPSDICQGVLGNCWLLSALAVLAEREDLVKEVLVTKEICGQGAYQVRLC 
KDGKWTTVLVDDLLPCDKRGHLVYSQAKRKQLWVPLIEKAVAKIHGCYEALVSGRAIEGL 
ATLTGAPCESIPLQASSLPMPSEDELDKDLIWAQLLSSRCVRFLMGASCGGGNMKVDEEE 
YQQKGLRPRHAYSVLDVKDIQGHRLLKLRNPWGHYSWRGDWSDDSSLWTDDLRDALMPHG 
ASEGVFWISFEDVLNYFDCIDICKVRSGWNEVRL 
>Sm (P_27730) 
VASKQYETLVKRLKTERTLWEDPDFPANDKAIGNLPDFRERIEWKRPHEINPNAKFFAGG 
ASRFDIEQGALGDCWLLAVVASISGYPQLFDQVVPKDQELKGPEYVGVVRFRFWRFGHWV 



EVLIDDRLPVRQGRNTLVFMHSNDPTEFWSALLEKAYAKLNGCYAHLSGGSQSEAMEDLT 
GGICLSLELNQKERPSDLIDQLKIYAQRCCLMGCSIDSSVMEQKMDNGLIGSHAYSLTGV 
YPVNYRGRTQWLMRLRNPWGDSHEWKGAWCDGSPQWREISEQEKKNINLSFTADGEFWMS 
YEDFVTCFSRVEVCHLGLESLEYNQ 
>Ce_tra-3 (Q_22036) 
FGNQNYEKLRKICIKKKQPFVDTLFPPTNQSLFLEQRQSSDIVWKRPGELHPDPHLFVEG 
ASPNDVTQGILGNCWFVSACSALTHNFKLLAQVIPDADDQEWSTKHAYAGIFRFRFWRFG 
KWVEVVIDDLLPTRDGKLLFARSKTPNEFWSALLEKAFAKLYGCYENLVGGHLSDALQDV 
SGGVAETLHVRKFLKDDPNDTELKLFNDLKTAFDKGALVVAAIAARTKEEIEESLDCGLV 
KGHAYAVSAVCTIDVTNPNERSFTSFIMGSKRKQNLIRLQNPWGEKEWNGAWSDDSPEWQ 
NVSASQLSTMGVQPANSDSDDGDFWMPWESFVHYFTDISLCQLFNTSVFSFS 
>At_dek1 (Q8RVL2) 
ELAVKEALSARGDKQFTDQEFPPNDRSLFVDTQNPPSKLQVVSEWMRPDSIVKENGSDS 
RPCLFSGDANPSDVCQGRLGDCWFLSAVAVLTEVSRISEVIITPEYNEEGIYTVRFCIQG 
EWVPVVIDDWIPCESPGKPAFATSRKLNELWVSMVEKAYAKLHGSYEALEGGLVQDALVD 
LTGGAGEEIDLRSAQAQIDLASGRLWSQLLRFKQEGFLLGAGSPSGSDVHVSSSGIVQGH 
AYSVLQVREVDGHRLVQIRNPWANEVEWNGPWSDSSPEWTDRMKHKLKHVPQSKEGIFWM 
SWQDFQIHFRSIYVCRVYPREMRYSV 
>Ehis (Q51GC6) 
MFTDDEFPAELRSIGKIDSILPSSLTFLRPNEYMEHPQLYENGIEPLDIQQGCLGDCYFL 
AALASLSEFPERIKTMIKSCGNGKYEITLFYMGKERHIVIDDLIPCNNGQPFFSHNNGDE 
LWVMLLEKAYAKVVGSYGEIEGGIPFLALSDLTGMPVKRISTRETDVNRLFKKIADYDKK 
KYCMVANVPDTPGIDIEKEYGLVENHAYTLIGAYEVDGIKLLKIRNPWGCCEWKGKWRDD 
DPAWTESMKKKLEVVEVNDGIYFMEIGDFVKFFDELTVVFYKKDWDCFNS 
>Cpar (Q5CW80) 
FQENIINQSINICLKEQYILIVEQMVRSLMLSKKQKKMVVKWKKLNSNVELFPISNFVNI 
TSSNIIQGFIGDCSFIVVLSLLLEHEKKFDSNLLSNLISPIKFSIKNQNHQNQNNTNGYQ 
KIHNYENNNNNINELDDVLCLYKCKLLINGIWRNIFVDSLIPIDSGNNCLLSHFDCNKYY 
GITLIEKAYLKVMANRYDSVESNPSIDLYYLTGWIPETISIKSHYEKKGSYFLNLWNRIK 
KPIQNGYCLMALGTNEINSNIDNHARLSPSNYRSSRDKPLNRFDNEIDNNQLEYKFISKE 
DICKKTGLVTKHAYQVLRIVELVNQENDSIRRLILLRNPWGKISWKGKFSKYDKEIWTNE 
LVELLGNHFNYKVNQDNGIFWIEWNDILKWFSHIYLAWDPEKVSKHL 
>Pfalc (Q8ID83) 
CKKCDKKRCIFHYVNGFKLYGWLNYKWTDPDGFLELSIRQKRKFDSWKRLSELYENPIVM 
SPYLYNNCIRQGFVADCSFLSSLTVLIEYEKKHKIPVISSIITPCSWNYLCINKTWPIFN 
PCGMYICRLHCNGIQRKIIIDDYVPVKNNNSLLVAYSNNQKELWVTLLEKAFVKLMGGSY 
SMFGSNPGSDLYYLTGWIPVTISLKSKISSSPPSFDKHSTHSLIRDERIDELVYETNEVM 
INKKHGYVNSVEFVEDTKYNHNNNNNNNKNNTDHDQYMCDDNICFNNYNFCYKDDYEVRN 
KLQKQFLKEELATMDFAKYMNGSVDNYSDLIKRGGHKTLGINCEEGKYEPYEQYEQYEEY 
DEKWDSVWNNIYDGIKKGKCVVCLGTLELKDAAPSGLDYPEGVSISTGIVTRHAYSILNI 
ENYNGDKLLYIKNPWGCIRWKGRYSHNDYETWTKELQKKLNYSLEKAISKDDGCFWIPWK 
DVIKYFSHIYICWNSVIFPYQF 
>Ca_palB (Q5AK25) 
ESLDKPRTISDKLEWISSKLTQETFFPPVIQFNENFTSHNELFVDTISPIQDNDNKIFEK 
LPNKLAKFEYIEISNWDNDITHLKNLYQDILPNCSFVSSFLAIIDANIPIIDTITPQKSS 
QKYKVSLRFNGALRNVIVDSKFPIMPNSRNLIIKSYSDTELYWPALIEKAYLTIMGNGYN 
FSGSNMANDAYVLSGWLPQIIKLSNGQLPSNIDDLWRLRTQGKVTMGIGTGTLSKQLSSQ 
LHLVSGHDYVIDNIKDGVITVKNPWLDPKDRVVEIKNFNHFKYLYVNWKPDHKPYQH 
>An_palB (Z_54244) 
FIFPPWKAEPSLTEFETGTNGDVLFTDKPDLHLSNLQRDIFAGWKRPHELLSGQVDDAGM 
PLNPVMTVSGNTDLVQDVLTDCSVVASLCATTSRSERGLDDTLLPIVYPCIHNSMKSDIS 
PSGKYIFRFYFNGCFRKVVIDDRLPSSKTSRSLYMIDRNHRNFMWPALVEKAYLKLRGGY 



EFPGSNSGTDLWVLTGWIPEQVFLHSDEVTADQIWSDLFKSFHSGDVLLTIGTGKLTERE 
QKELGLVSEHDYAILDMKELKGRRQFLIKNPWAGTDAVYPALFADPGPFPNSPFLSPGTF 
WMDCEMVLQNFENLYLNWNPGIFAYQE 
>Hs_CAPN7 (AAH_56202) 
INGIEYVPFMNVDLRERFAYPMPFCDRWGKLPLSPKQKTTFSKWVRPEDLTNNPTMIYTV 
SSFSIKQTIVSDCSFVASLAISAAYERRFNKKLITGIIYPQNKDGEPEYNPCGKYMVKLH 
LNGVPRKVIIDDQLPVDHKGELLCSYSNNKSELWVSLIEKAYMKVMGGYDFPGSNSNIDL 
HALTGWIPERIAMHSDSQTFSKDNSFRMLYQRFHKGDVLITASTGMMTEAEGEKWGLVPT 
HAYAVLDIREFKGLRFIQLKNPWSHLRWKGRYSENDVENWTPELQKYLNFDPRTAQKIDN 
GIFWISWDDLCQYYDVIYLSWNPGLFKEST 
>Sc_Rim13 (Q_03792) 
TINSRFYPPIPISEASPVSWNKTEYCAPGTEELQRRYPGRAKLQNEEDYSGGIEQCRDVP 
DCSLVASLINLRSKNLNLPLIKQISSTKYHVNLSFNGSNKRLVTVDISQIPTSVDGKQLS 
LKSNDISDKIGELALLLVSKGTYSTDGSNISIDTYRLSGFLPEITQVNSYPFEKLWKFHK 
SNLCLMGAGTGNRSNDMIKPLVENHDYSIIDITYDSRLVKLRDPRNSALNVEISYEQYLK 
NFKQLYLNWNQEKLFKRS 
>Tt_21TM (EAR_94203) 
DTPMKYLRIIEEFKKSGKTYKDETYVASNDILNEEMANEVKEWKRPPQTATLFKDSISPM 
DIRQGYIGDCYLMSAMSVMGEKRTESLLLYDCPEFDKEAREKCGAYILKFWINSNWMYVI 
VDNILPFAPDGKLLLGQAEDPNELWPSIIEKAYSKLYGGYNQIEGGKVSYALQELTGGLP 
EEITLDKFQDNVDGYILGAGSPAHERGDKAVSPQGIVYGHAYALLDVQDVDGNKLVCLRN 
PHGNHGTEWSGDWSDKSPKWNPRLRKLVGDTFEDDGKFWMSVHDFVYEYRALYVCRLFDP 
QIWIDF 
>Tt_3TM (EAR_84910) 
EDTTEYQMRKKHLDQNPGSIFIDEQFPPDRESLCNNWDDITDQATLKSWSQITWLRPKDF 
LKLAPGEQIKLFDTIEPNDIKQGILGDCYFLSSLSSLAEREMLIKRLFETKTYQENGLYA 
IWLNIEGEWRCIVVDDHIPCKNKQPAFTRSNGNELWVLLLEKAYAKAYGSYYKIEGGNPA 
VALRDLTGAPYVNFDEKEPDSMFNFLFEHDKSGRGDILTCYTPSTEIREAQLDVGLYSGH 
AYSILDVQKIKTQDGKEHRILQIRNPWGKGEWKGDWADNDEKLWNKYTMSQVPSFKREED 
GSFWMSIQDFCKYFEGVGACQIQESAKYNS 
>Hs_CAPN15 (O_75808) 
EAKALWENIVAFCRENNVSFVDDSFPPGPESVGFPAGDSVQQRVRQWLRPQEINCSVFRD 
HRATWSVFHTLRPSDILQGLLGNCWFLSALAVLAERPDLVERVMVTRSLCAEGAYQVRLC 
KDGTWTTVLVDDMLPCDEAGCLLFSQAQRKQLWVALIEKALAKLHGSYFALQAGRAIEGL 
ATLTGAPCESLALQLSSTNPREEPVDTDLIWAKMLSSKEAGFLMGASCGGGNMKVDDSAY 
ESLGLRPRHAYSILDVRDVQGTRLLRLRNPWGRFSWNGSWSDEWPHWPGHLRGELMPHGS 
SEGVFWMEYGDFVRYFDSVDICKVHSDWQEARV 
>Tt_EF5 (EAS_05791) 
ENPIDFDKFYQDLDNKPYEDSEFPPKLESLTKDVKTFEKAKNMIWKRASDIYNDLKVFFD 
RVEPDDIKQGGLGDCYFLSSLSVLAERENLITRLFITKNSNPCKVYSVWICKDSEWVQVI 
LDDYLPCRKEDGMPAFSSANGDELWVLILEKCYAKIYGAYDKIEAGLTVEAIKDLTGAPG 
KTIKNDDAELVWDFIYTNEQKKHLLTCGSQSDNRGIETKKESGIVSSHAYGILDAQEVKT 
KKGLARLIKIRNPWGSMEWKGDWSDNSKLWTEEIRKQLNYYDSKDDGIFWMDVKDFVKEF 
AETSVNYINDDYYY 
>Tt_D2 (EAS_07113) 
IQVQDEEEISSDEQIETEEIFTDKEFPPLIESISYDQVAYINQLLEKQTPLVFKRVNEVI 
KDGKVNLFFNDTTSIYDVKQGLLGDCYFIVCMIVLSQYPNVIKSLFRNQSYNEKGKYILN 
LIKNGKSVKVVVDDYLPCYQDSRGFAFAQSPNNVAIWPSLLEKAMAKLHKNYLNIEGNNE 
NKLGPSTSAVLMHLVGCPSQQTYFGKEKTNSFKDIEEAWAKILESFNKGYLQTTGVSKSE 
FTGEKALDNGLVANHAYSIIEVRQFDKLKLIKLKNPWAKTEWKLDWSDESTCWTEELKQQ 
VNLEVKDDGIFWMSFQDFYQNFSYVNVAFFNPSYQYS 
>Shis (AAO_61486) 



KEDGDYQKIIAAKKQYTDSDFPAAFASLVNEKKSQLPANQLAEWKNLHWARAKDIFGTDK 
FTVFDQNITPNDILQGDLGNCYFLSALSAIAEFPKRIRDIFETEEPNPVGCYAVKVCING 
EFRTILVDDQFPCTQGDGFGSGKIPAFSKTQNKELWVLILEKIWAKLNHNYENTITGFAS 
EAFRCLTGAPVEFYNHDYVDNIWDQIVEADKRNYIICTSAGRTNLTSEDYSKIGLVSDHA 
YAVISVFDIDSKEHGRLQLLKLRNPWGHKEWMGDWSDKSDKWNDDLRKQVNFVDADDGVF 
FISYRDYMNYYRSTTICKVHDDYKHKSIK 
>Hs_CAPN5 (NP_004046) 
YEDQNYSALRRDCRRRKVLFEDPLFPATDDSLYYKGTPGPAVRWKRPKGICEDPRLFVDG 
ISSHDLHQGQVGNCWFVAACSSLASRESLWQKVIPDWKEQEWDPEKPNAYAGIFHFHFWR 
FGEWVDVVIDDRLPTVNNQLIYCHSNSRNEFWCALVEKAYAKLAGCYQALDGGNTADALV 
DFTGGVSEPIDLTEGDFANDETKRNQLFERMLKVHSRGGLISASIKAVTAADMEARLACG 
LVKGHAYAVTDVRKVRLGHGLLAFFKSEKLDMIRLRNPWGEREWNGPWSDTSEEWQKVSK 
SEREKMGVTVQDDGEFWMTFEDVCRYFTDIIKCRVINTSHLSIH 


