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VTGSKWKQRLGIMWLKEGEFGACVAELEPYFOREFLKLOEQTEPQEQVDITTAWTSDDPSAECRADIEACTTVASPLVSPLALVGFERQLA
VTGSKWKQRLGIMWLKEGFGACVAELEPYFOREFLKLOEQTEPQEQVDITTAWTSDDPSAECRADIEACTTVASPLVSPLALVGFERQLA

AAQNVWKEKIGAMYVDGGFEACVRDLNPYFEREFNRIQKKAEEERQITADT----ANTVACHAQVADATHSVGGFSSGSTVDSALVKYFA
AAQNVWKEKIGAMYVDSGFEACVRDLNPYFEREEFNRIQKKAGEERQITADT----ANTVACHAQVADATHSVGGFSSGSTVDSALVKYFA
GAQSVWKRKLGELWLEKGFEPCMIQLEPYFQOQEFERLLAKGILKPOQSGTEK----DSNCSAVRPV-DTPEPARLSSRNNGAVEEFAKPLA
GAQSVWKRKLGELWLEKGFEPCMIQLEPYFQOQEFERLLAKGILKPOQSGTEK----DSNCSAVRPV-DTPEPARLSSRNNGAVEEFAKPLA
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TGVRLSQKGRPPL-ETLTNAAGRGECDPLYISANRQRQ-VVVYFHADSPWGAD-QETVQQTVLLFLSSSQWEPPGADEE-GGAKLLVDGR
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RAALVLSYISLODDECGDGAVFIATELSEEDEARYRGDRDYEDIHPDEDNHSDGEGGALRWSAVIVDEWELEAAKPIAEVVEREFMLPLE
RAALVLSYISLODDECGDGAVFIATELSEEDEARYRGDRDYEDIHPDEDNHSDGEGGALRWSAVIVDEWELEAAKPIAEVVEREFMLPLE

TAVLLLP-SKAQRKNGAGGDFFRTRTAVELSVAQ---QSDAEAMYGI--—--— CGSTGSLRSVELLVDELAFEVLTPITDIVDTMLLAPVK
TAVLLLP-SKAQRKNGAGGDFFRTRTAVELSVAQ---QSDAEAMCGI----— CGSTGSLRSVELLVDELAFEVLTPITDIVDTMLLAPVK
RSALFLR-VDKSSDSFAEGDTFRSLTVVELDREQ---KKVAEALRSD----— CNTEVTLRSVELCVDEWCLEVLVPLEKVVEECIFAPIK
RSALFLR-VDKSSDSFAEGDTFRSLTVVELDREQ---KKVAEALRSD----— CNTEVTLRSVELCVDEWCLEVLVPLEKVVEECIFAPIK
RSALFLR-VDKSSDSFAEGDTFRSLTVVELDREQ---KKVAEALRSD----- CNTEVTLRSVELCVDEWCLEVLVPLEKVVEEYIFAPIK
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RSLCT-PNPACRFHNFPVEVQODALLOSLRMQLLLAVTPQLNEKLEYVGDAILDFVVAQDKLSIWTAGRIVSESSNRREFVSYLPEVITHHL
RSLSSGKDATLPFLSLPVEARATIIQSLRQYLLMAVQPLINETLEFLGDAVLDFVVAQETLNTWGGGPVAEATSNIQLGRSLPLPLIRYY
RSLSSGKDATLPFLSLPVEARATIIQSLRQYLLMAVQPLINETLEFLGDAVLDFVVAQETLNTWGGGPVAEATSNIQLGRSLPLPLIRYY
QCLYGRGNSESPFLLLSEADQAKLEQSLMEQLLLAVTPVKNEALEYLGDAVLDEFVVAQEKLNSWTGGPIVDATCNASLAKCLFPQLRNYF
QCLYGRGNSESPFLLLSEADQAKLEQSLMEQLLLAVTPVKNEALEYLGDAVLDEFVVAQEKLNSWTGGPIVDATCNASLAKCLFPQLRNYF
QCLYGRGNSESPFLLLSEADQAKLEQSLMEQLLLAVTPVKNEALEYLGDAVLDEFVVAQEKLNSWTGGPIVDATCNASLAKCLFPQLRNYF
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RLVWHIGNEKRKADVVEALEFGAVVMALWVIPYSGVARGPLS-—-———-———==——— AAGRLPFTCVLQVVRELMSVLHVVVT
ELKFKITNKERHADTVEAIFGALAMVLWVIPFRDEGKHTAD-----—-—==————=——— GPLPFSVLQCVTRDLMTALGICAQAETEPSDQP
ELKFKITNKERHADTVEAIFGALAMVLWVIPFRGEGKHTAD-—-—---——=—-———=——— GPLPFSVLQCVTRDLMTALGICAQAETEPSGQP
EMKLGISNQERQADMVEATIFGAVAMALWVIPRRKVLESSTDTTVTGSGGGETPAAGGLLPFAALLSVTKALMDALNITTQ

Tb427.03.1230 EMKLGISNQKRQADMVEAIFGAVAMALWVIPRRKVLESSTDTTVIGSGGGETPAAGGLLPFAALLSVTKALMDALNITTQ
Tb927.3.1230 EMKLGISNQKRQADMVEAIFGAVAMALWVIPRRKVLESSTDTTVIGGGGGETPAAGGLLPFAALLSVTKALMDALNITTQ
Consensus eS$k..I.N.KR.AD.VEAiFGAvaMaLWVIP.rgv..... [ a.G.LPF..11.Vtr.ILM.aL.!..g.veueue...
B)
Organism T. rangeli T. congolense T. b. gambiense |T. b. brucei
Sc-58 Choachi TclL3000.3.480 |TcIL3000.0.20050 Thg972.3.980 Tb927.3.1230 Th427.03.1230

T. rangeli Sc-58 100

Choachi 99 100
T. congolense | TclL3000.3.480 26 26 100

TclL3000.0.20050 25 25 97 100
T. b. gambiense | Thg972.3.980 29 29 36 36 100
T. b. brucei Th927.3.1230 29 29 36 36 99 100

Tbh427.03.1230 29 29 36 36 98 98 100




