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CLUSTAL 2.1 multiple sequence alignment
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~MADVSPANDSTASQDVANRFARKGALRQKNVHEVKDHKF IARFFKQPTFCSHCTD BAU98542.1 SIMEHNVSYP: KSLSKEAVSTCKGLMTKHPAKRLGCGPEGERDVREHAFFRR

-MADPAAGPPPSEGEESTVRFARKGALRQKNVHEVKNEKFTARFFKQPTFCSHCTD KAI4054112.1 SIMEHNVAYP. KSMSKEAVAICKGLMTKHPGKRLGCGPEGERDIKEHAFFRY
XP_809943.1 EILKGELKFGDVGGEESGLPVISENAKALLRRLLDRNPQTRLQDLEE~~~~FKKHPFFED
XP_845346.1 KILSSELQFGDGEGGSNNMPQISEEAQDLLRRLLDRNPDTRLODVEE-~~-LKGHPFFRD
---------- MDTVDPRGT( )AKATSEKNVETVRRV PWV04907.1 ARFSPELKSLLGRLLEKDPLKRMTSGEE~~~~FRAHPFFNG
MISKLFRLDPQRREKHEINPHDIKALRGMAATHNITSVAVPQYRVRENYVEYVIECSKRS ESS64742.1 ~APCFTPEAASLIRQLLQRQPKQRLRDAEQ~-~~--IKAHPYFAS
MLSKLFRYDTKLOGKQELS TADHRSLLELSMTDNITSVEIPQYRVRGTFVENVIECTKRN RAAK64304.1 ~APCFTPEAASLIEQLLQSHPKARLQDAGA-~~-IKAHPYFAS
= % 2 *s ok %g s xLax
FIWGFGKQGFQCQVCCFVVHKRCHEFVTFSC TDDPRSKHKFK BAU98542.1 IDREKLENREIQPPFKPKVCGKGAENFDKFFT!
FINGFGKQGFQCQVCCFVVHKRCHEFVTFSCPGmmmmmmmmm . ADKGPASDDPRSKHKFK KAI4054112.1 IDWEKLERKEIQPPYKPKACGRNAENFDRFFT!
XP_809943.1 IDWVKLSRREIQPPFRPSS-~-NILCNFDEDFTSK
XP_845346.1 LDWEKLFRREIEPPFRPDG-~-NALSNFDQEFT
FTPKCLKCGVTFPSPRRTIPPKRWECPTKGCGG-~ ~KLWQPDDASQVCDVCGA PWV04907.1 LDFDKLLRREIRPKFVPDVRRNDLRYFDKRFLHESTKIAQLDQPCDPSDPVSRAFEG-~~
VKWHVFRRYQQFRALDQKLKQFCSMGSQYHCEYGVLPVLTGSHWAEVTNQSIDLVEKRRR ESS64742.1 LNWSALENKSLPPPIRLNLEGNDTKYFKREFTAEWAVIARPQEVSRATLDMLKKQFSNFV
MTWQVFRRYQQFKALDQSLKQLC. DYGVIPVLC TEVINQSIDLVEKRRR AAK64304.1 IDWAALEGKKISAPIQLDLMGNDMKY IKWKFTAEWAVIYKPPGVTRATIDLLINRFSNFA
AT e 2. *
IHTYGSPTFCDHCG SLLYGLIHQGMKCDTCDMNVHKQCVINVPSLCGMDETEKR BAU98542.1
IHTYSSPTFCDHCG-- SLLYGLIHQGMKCDTCMMNVHKRCVMNVPSLCGTDHETERR KAI4054112.1
EYSGYLQKTG XP_809943.1
TIDYSGFLDEPS XP_845346.1
MVARFTRHHCRRCGYLTCSKCLKFKTILTEWSLTEKQRVCRRCAVPAVPVAISGWLLKLG PWV04907.1
YLEIYLEQLLVPKNLFYVAKTALYKFLHEGEVPVRCGTNVLRPLIGFAAVE-~~PSRRPE ESS64742.1 HVPDVGAGVSLPSPSSGKRASLPQSIKADADEVLTVORLLGIWRLVRVEMTTDDGKIAYP
HLEIYLRQLLVPGNVFYVAKTVIYDFLHDGAVPAQHORRAIRPLIGFATPDSLADLHLEN AAK64304.1 HVSEGmmmmmm = TPPTPHLPIGQQQEEVSDGVTNPPDITGVWNVVKVEMQTEDGKITHP
GRIYLKAEVADEKLHVTVRDAKNLIPMDPNGLSDPYVKLKLIPDPKNESKQKTKTIRSTL BAU98542.1 QPVLTPPDOLVIANIDQSDFEGFSYVNPQFVHP
GRIYIQAHIDRDVLIVLVRDAKNLVPMDPNGLSDPYVKLKLIPDPKSESKQKTKTIKCSL KAI4054112.1 PPVLTPPDQEVIRNIDQSEFEGFSFVNSEFLKP
G-=--KFYKKNQTRYFELRGPMLCYWKRRPSGPH XP_809943.1 EPRAGFQEEL IACESFDGQ
G---ASSEVTASRYFEIRGSILYCWTYKPENP XP_845346.1 DPPMVQPDDEVVEDKSICGETFNGRSRPT==~~
ORATFFGEKLHMRYFELRGTVLLYGRA TSVSLPK GSGISTSD PWV04907.1 mmmmemmmmemmeeee YEFNVHVPTTQPAMEEKRDDIDSHDDDGGDVKDGGGDATHTA~
ESEDDATTVEESPNPLDISAAGGNLPVTTTFCTT SFST ESS64742.1 WGSEVCGLLAYFPNGIFTMQF TLSRRPHTGSHFPEQATVDELVEMCNSYVASFGRYQLKA
RNGEGSASRLGAASTLNDKSISMLGPSAVGESDRVDDGVGDEEEEPCKSPPGETVESGEE AAK64304.1 WGSAVCGVLAYFPEGQF SMQLTSYMRPHLROQFVDRAVREDLVEMCNSYAGSFGKYQIKP
NPQWN TFKLKPSDKDRRLSVE IWDWDRTT BAU98542.1 ILOSAV:
NPEWN TFRFQLKESDKDRRLSVEIWDWDLTS KAI4054112.1 EVKS
TGTIDLTNARFVENPKDPRSWT XP_809943.1
PLSSIDLTDVHITRDEADRRSWS XP_845346.1
)PTNS ILTGQIDISGAKVMDVATHPHAFC PWV04907.1
~~TDNEDIHMPPASPLCLQCNAEFSSMLYPHRCFL ESS64742.1 ESNAIVECPNGSLFPNPSWNQQKFFVEVSSEKSVGGVAALKLCTPQYNLOEEQLLARTVL
CEDLPSADN-~- ~~SEAEDVRVPPPGSLCRQCNAEFSSVLYPERCFF AAK64304.1 GSNIITHRLEGCLCPNLTGSTQKYFFEVR-ERKENGAKVLKLFTACNALPGEDISAQTVL
RNDFMGSLSFGVSELMKMPASGWYKLLNQEEGEY YNVPI PEGDEEGNMELRQKFEKAKLG BAU98542.1
RNDFMGSLSFGISELQKASVDGWFKLLSQEEGEYFNVPVP RQKFERAKIS KAI4054112.1
IEGDHLSKTFTLTADTEEQREAWVREMSKVKPENREQPSTAVQS SGDVHAVTLY TGGR-~ XP_809943.1
VQGGKLRKPHMFTAENEEEREVWI EKMAHPNPANTEILRTLEQTSDGDDTAPLCSGGS -~ XP_845346.1
IVGPFLPRGYVLSASSQAAKTQWVEAIREQVRKAHQQRGDEEFEDDLESTEKVLYAGSGA PWV04907.1
CKQRFCRNCLRNVELEE~-EVVRVCLQCYENHERHSKKKQTAKDATPETPFSQFKGVTTAP ESS64742.1 TWERADAC

CROQFCRDCLHPVELEEGEVARSCVQCYENFARKTCKPQYPPTPMASTPILQCAPAGGAL ARK64304.1 TWERTGSC

P-=--AGNKVISPSEDRKQPSNNLDRVKLTDFNFLMVLGKGIFGKGMLSHKKGTKEMYAIK
QGTKVPEEKTTNTVSKFIL LTDFNFLMVLGKGSFGKVMLSERKGTDELYAVK
HKVSLDDFELKATIGAGSFSNVFVAREKSTDKVYAIK
NRVSLNDFQFAAKIGKGSFSSVYAATEKATGKTYAIK

D- KNVNVSMRDFELLTVIGLGSFGRVMRARHKATGKIYALK
EILQLHEGN~- QLRTDVSLSDFELVTTLGRGTFGKVLKVIFRENGQVYALK
DPLNLLGSTS: HVRTDVTLSDFKLVTTVGRGTFGKVMKVIFREDGKVYAMK
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VRDACN-FTFCGTPEYIAPEFLLGKPHGKAVDWWSLGILLYEMLEGIPPFYSENVSAMYD
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Figure S1: Alignment of PKC amino acid sequences. Multiple sequence
alignment using the ClustalW algorithm (https://www.genome.jp/tools-bin/
clustalw) was performed using the following sequences: BAU98542.1 protein kinase
C alpha [Homo sapiens]; KAI4054112.1 protein kinase C beta [Homo sapiens];
ESS64742.1 protein Kkinase [Trypanosoma cruzi Dm28c (TcPKC1)];
PWV04907.1 putative serine-threonine kinase [Trypanosoma cruzi TcPKC2];
XP_809943.1 serine-threonine kinase [Trypanosoma cruzi strain CL Brener TcPKC3];
AAK64304.1 zinc finger protein kinase



[Trypanosoma brucei brucei]; XP_845346.1 putative serine-threonine Kkinase
[Trypanosoma brucei brucei TREU927].



