Supplemental figure 1
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ATGCAMAATAACAACTTT AATACCACAGAAAT TAATAATATGAT TAATT TCCCTATGTATAATGOT AGAT TAGAACCT TCTC TAGCTCCAGC AT TAATAGCAGTAGCTCCAAT TRC TAAA
ATGCAGAATAACAACTTT AATACCACCGAAAT TAATAATATGAT TAATT TCCCGATGTATAATGATCGLC TREAACCG TCAC TEGCACCOREEC TRATCGCAGTRRCCLCEAT TREGAAA

¥ LATALAKWAVEODGF AKRLKSEITIFPGNTPATHWHDEREVYRIEVODT
TATTTAGCAACAGCTCTTCC TAAATGAGCT T AMAAC AAGG TT TRCAMAATTAAAATCOGAGATATTCOCOGGT AATACGCC TRC TAC TATGRAT AAGG T TCG TATTGAGG TACAAACA
TATCTGACGACCAOGLTROC AT GAGCAETOAACAGGAC TT TRCCAAAC TR AAAT COGAGATC TTCOCOGGT AAT ACGCCOBCRACCAT GRAT AAGG T TCR TATTGAGG TRCAGACT

LLDORLODDRVEILEGEYKGIITDYSESKVYVFTDYVNGSKFETE®G
CTTTTAGACCAMGATTACAAGATGAC AGAGT TAAGATT TTAGAAGCTGAATACAMAGGAATTATTCACG TRAGT AMAGT TT TTACTGATTATG TTAATCAATC TAAATTTGAGAC TGGA
CTGCTERACCAGC GO TGCAGBATEACCGCGT TAAAATTC TR GAAGGCGAA TAT AMAGGCATTATTCA TG TRAGT AMAGTCT TTACCGATTATG TRAATCAGTC TAAATTTGAGACCGGT

TANRLFFDTSNOLISRLPOFETIDIAGYEGY ST SLFTOMECTFH
ACAGCTAATAGGCTTTTT TT TGATACAAGT AMCCAAT TAATAAGCAGAT TGCCTCAAT TTGAGATTGCAGGAT ATGAAGGAGTATCCAT TTCACTT TTTACTCAGATG TETACATT TCAT
ACCOLCAATCGCCTRTTTTT TRATACCAGC AMCCARC TRATCAGCCOCC TRCCOCAGT TTGAGATT GO AGGC TATGAACGL TRAGC AT TTCCC TR TTTACCCAGATG TETACCTT TCAT

LGLLKDGILAGSDWEFAPADKDALTICOFNRFEVNEYHNTRLM
TTGGGT TTAT TAAAAGATGRAATTT TAGCAGGAAGCGAT TRGGEAT TTGCTCCTGCAGATAAMGACGE TCTTATT TRCCAAT TCAATAGATT TG TCAATGAATATAATACTCGACTGATE
CTGGETCTCE TEAAAGATGRCATTC TRACGEGCAGCEAT TRREECT TTIGCECCEAC AGATAAMGACGE TCTRATT TRCCAGT TCAATCGCTT TR TRAATGAATATAATACCCGLCTGATE

VLYSMKEFGRLLAKMNLNEALMNFRNMCSLYVYFPFSEAWSLLER
GTATTGTACTCAAAAGAATT TGGACCGTTATTAGCAAAAAATCT TAATCAAGCC TTCAACT TTAGAAATATCTCTAGT TTATATGTCTTTCCTT TT TCTGAAGCATGETCTTTATTAMGE
GTGECTETACTCAAAAGAATT TRGCCGCCTGCTORCEAAAAATCTCAATGAAGLCCTGAACT TTCCCAATATGTGC AGCCTRTATR TR TT TCCET TT TCRGAAGC TG TCECTRLTGGE

¥ EGTHKLENTLSLWYHNFVGEGESINNISPNDWKGALYKLLMWEGEAP
TATGAAGGAACAAAATTACAAAACACGCTT TCAT TATGOAAT TT TR TRGCTGAAAGTATCAAT AATATATCTCCT AATCATTGRAAAGG TEC GO TT TATAMATTGT TAATGGRAGCACCT
TATGAAGGCACCAAMCTGEAAAACACGCTG T TRTGRAAT TT TR TRGCTGAAAGCATCAAT AATAT TTCTCCG AAT GATTGRAAA GG TEC GO TR TATAMACTGC TRATGRLGCGCACCE

NORLMNHNYKFNYSYFSDTOATIHREMNIHGEGYVLPTYHNGEEPTIT
AATCAMACAT TAMACAATGT TAAGT TTAAT TATAGTTATTTT TCTGATACTCAAGCCACAATACATCG TCAAMACATTCATGC TG TCCTGIC AMCATAT AA TG AGGACCAACAATTACA
AATCAGCECC TRAACAATCT TAAATTTAAT TATAGCTATTTT TCGRATACCCAGGLGACCATTCACCOLGAMACATTCATRR TR TECTRCCGACC TATAATGRCGRCCCRACCAT TACT

GWIGNGRFSEGLSFPCSNELETITKIKODEITYMNDHKGEGNFHNS ]
GCATCGATAGGGAATCOGCGTT TCAGCGRACT TAGTT TTCCT TR TAGTAATGAATTAGAAA TTACAAMAATAAAACAGCAAA TAAC T TACAA TEATAAAGGOGGAMAT TTCAATTCAATA
GGCTCGATCGOCAATGRCCGTT TCAGCGGCCTCAGCT TTCCGTECAGCAATGAAC TG AAA TTACC ARAATCAAACAGGAAA TCACC TACAATEATAAAGGCGG TAAT TTCAATTCAATT

VP AATRNEILTATVPTS ADPFFKTADINWEYFSPGELYSGW
GTTCCTCCTGCTACGLOCAATCAM TTCTAAC TGO TACCGTTCCAACATCAGCTGATCCAT TT TTTAAAACCGLTGAT AT TAACTGRAAATATT TCTCTCCGRETC TT TACTCTGRATGE
GTTCCGACGECGACGLOCAA TEAMATTCTGACCGLBACCGTTCCGACCTCRGLC GATCCGT TT TTTAAAACCOCGGAT AT TAACTGRAMATATT TCTCTCCGRETC TR TAT TCGRGRCTGE

N1TKFDDTVYVTLKSRVYVPS [ 1TPSNILKYDDYY1TRAVSACDPKEEGY
AATATTAAATTTCATGAT ACAGTCACT TTAAMAAGTAGAGTACCAAGTATTATACC TTCAAAT ATATT AMAGTATGATCATTATTATAT TCGTGCCGTT TCAGCCTGTCCAARAGGCGTA
AATATTAAATTTGATGATACCOTEACCCTGAMAAGLC LG TECCCAGCATTATCCOGTCGAATATCCTGAAGT ATGATGATTATTATAT TG TRCCGTT TCGGCCTETCOGARAGGLGTE

SLAYNHDFLTLTYHNKLEYDAPTTONIIVGEFSPDNTHKSFYR
TCACTTGCATATAACCATCATTTTTTAACGTTAACATATAAT AMAT TAGAATATGATGCACCTACTACAC AMMAT ATCAT TR TAGGATT TTCACCAGAT AATACTAAGAGT TTTTATAGE
TOGCTEGCATATAACCATCATT TTCTGACGCTCACCT AT AAT AMAC TEGAA TATGATGCGCCRACCAC LU AGAAT ATCAT TR TRRGC TT TTCGCCRRAT AATACCAAMAGC TT TTATCGE

SHESHYLSTTODDAYVIPALOFSTYSODRSFLEDTPDOATDGS
AGCAACTCTCATTATCTAAGTACAACAGATGATGCCTATGTAAT TCCTGCT TTACAAT TTTCTACAGTCTCAGATAGATCAT TCT TAGAAGATACACCAGATCAAGCAACAGATGGCAGT
AGCAACTCGCATTATCTGAGTACCACCGATGATGCCTATGTGAT TCCGGCGCTGCAGT TTTCEACCGTGTCGEATCEC TOGT TTC TGGAAGATACCCCGGATCAGGCAACCGATGRCAGD

I' K FTDTVLGENEAKY S| RLNTGFNTATRYRLIITRFKAPARL
ATTAAATTTACGGATACTCT TCTTGGGAAT GACGCAMAATAT TCTATTAGAC TAAATACTGGATTTAA TACAGCTACT AGCTATAGATT AAT TATACGT TT TAMAGCGLCTGCTCRTT TG
ATTAAATTTACCGATACC TG TROGC AAT GACGCARAATAT TCGATTCOTC TG AATACCGRC TTTAA TACCGCGACCCGLTATCGTCTGAT TATTCGT TT TAMGCGLLGLETCRTCTE

AAGIRYRSONSGCNNKLLGEIPVYEGNSGCWYI DY I TDSFTFDD
GLTGCTGETATACGTCTACGTTCTCAMAAT TCAGGRAAT AAT AAGT TAT TAGG TGO TATTCCTCTAGAGGGTAAT TCTCGATGRATAGATTATATTACAGATTCAT TTACT TTTGATGAC
GLGOCGGETATCCGTETGCGTTCACAMAAT TG AAT AAT AMAC TEC TR AR T R TATTC O TRCAAG G TAAT TG G TRRATCGATTATATTACCGATTCGT TTACCTT TRATGAC

LG I TTS3TNAFFS I DSI3SDGVYNASZSODODYYLSIKLILVYEKESSFTT
CTTGEGAT TACAACT TCAAG TACAMATGLT TTCT TTAGTATTCATTCAGATGET T ARATGCT TCTCAAC AATGOTAT TTGTCTAAATTAAT TT TAGTAAMAGAATCCAGTTTTACGACT
CTGGECAT TAC AL T AAG CACCAATGCG TTCT TTAGCATTGATTCOGATGRT GTCAATG G TCGCAGCAGTGE TATCTRTCRAAACTGAT TETRATEAMAGAATCRAGC TT TACGACT

o1l PLKPYVIVRCPDTFFVY3NNSSS3TYEDGYNNNYHNODNSSS
CAGATTCCAT TAMAACCATACGTTATTGTACGTTGTCCGGATACTT TTT TTGTGAGCAACAAT TCAAGTAGTACG TACCAAC AAGGE TATAACAAC AAT TACAACCAGAATTCTAGCAGT
CAGATTCC G oA G TATG TTATTGTECG TTGTCCGGATACCT TTT TTGTGAGCAACAAT TCGAGCAGCACC TATCAAC ACGGC TATAACAAC AAT TATAACC AGAAT TCGAGCAGE

MYDOGYNNSYNPNSGCTCNODYNNSYNONSGCTCNOGDGYNHN
ATGTACGATCAAGGCTATAACAATAGC TAT AATCCARACTCTGETTCTACGTRT AATCAAG AC TAT AR CAATAGC TAT AACCAAMAC TC TEGCTOTACA TG TAACC AAGGG TATAACAAT
ATGTATGATCAGGGC TATAMCAATAGC TAT AATCCEAAC TCO GG TTCTACG TRT AATCAGG AT TAT AR CAATAGC TAT AMCCAGAAC TCGGECTOTACC TR TAACC AAGEC TATAACAAT
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G58 v K695

protoxin | 20 kDa 45 kDa
GST-Cry4Aa [ 65T _H
SlO V K643
protoxin [ 36kDa 32 KkDa
GST-CryllAa [ GST
L2 V R651
protoxin [ 36kDa 33 kDa |
GST-CryllBa [ GST _H] |
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