A. Sequence alignment

Basic
Tgr - Trypanosoma grayi - Tgr.602.1000 (partial sequence)  Ble - Blechomonas ayalai - Baya_116_0210 Acidic
Ter - T. cruzi-TCSYLVIO_000120 Lsey - Leptomonas seymori - Lsey_0070_0140
Tco - T. congolense - TcIL3000_8_2670 Lmj - Leishmania major - LmjF.23.0730 Polar
Tbr - T. brucei - Th927.8.2780 End - Endotrypanum monterogeii - EMOLV88_230013800 Aromatic
Tv - T. vivax TvY486_0802280 Cons = consensus Cri - Crithidia fasciculata - CFAC1_150018500 Non-polar
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Ble e MVNSTPEDANIGSGSN
Lsey . .......... MKASVQDFALAPASAESNSLGSAGTSQQRSGPKLALTSQPSLSMLTASNTPAELEIGEK-Q

Lm MSTSPVSD-AFHNNSTKEFSLSFGSHASGSQSESGISQRLDGTH-NFATSSILSFDVLPTTGVMAD- - HKSQ
End_ MSTSPVSDTCQHHNS IKDFSLSFGSRGSGSQSESGISQRLEGPH-TFATSSLLSFETGSTTAAMTE- - QKSL

Cri o . ... MSAYAPPALSSANSPLLPPSLEGQRLGDYGI - - - - - GQRVNNNTSSTPSATPSPSAPDMFHATAAAA
RNP2
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Cons PPkexxxgxxxgxatXXpX8XXX8XXas§----------- -« - - - -~ axp-e-axvkNglIQRRBRNVYxSG
Tgr RQKQQEQQLEQQYHNHQQQQQQQQEPVAS - - - - - - - = = = - o - oo o m o - - STPLPTKEVQNSLQRRNVYVSG
Ter HQNQEDPQLLLDQQQQPETQHVKDSSAVN- - - -« « o o o oo e oo oo oo AAP-SVKETGNSLQRRNVYVSG
Tco QQTHLQQQAQTQPAEEEPLTQQQTRFGL - - - - = = = & & & mm e e e e mm o e oo oo EASKNLQRRNVYVSG
Thr HIFLSLEEGTTPAVHRQEV TT - - - - - - - = = = = = = c o e o e o e o e e e e e e e e a e - - DAMTNLQRRNVYVSG
TV TPMETQPHLLLDETTNSSLWSGTSSPS - « =« - ==« m o oo e emeeeeemos NPSLSRAELVSAIQRRNVYVSG
Ble TPKPIKYTNGEVLGRLT I SPDANMQASY G- - - = = = = = = = = = oo mmmeoo - AAP----HSISTLQQRNVYISG
Lsey PPKEPKAATAAVAATAAPVSHNASLAASIGKSKPPQQPSPLQ- ------ - ADAVETAKVKNQNVRRNVY I SG
Lmj PPDAVLTAAAAMKATPQAPSKKGGKSVGRSASTTAGGSPVIDQVP- - - - - TPPAEPVKVKNQNVRRNVY I SG
End PLDAPLASASSAKPTVPTASKKAGKSASRAAASTPGGSPPTVGEA- - - - - APPGEPGKVKNQNVRRNVY I SG

Cri APLEIDTRVHETAAMAAPNSRPSSLAASTGRSTPPPSSPPLHVVDVPHGGAAAADSAKNRNENVRRNVYISG
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LPeTYRxexFRqLCQqFGRVEASKLCVDnkcrPTKGYGFALFxXxEEsAAKCIrGLNGs- fLxGRcLQARLAD

KNLNGR-WIGGRSLQAR- - -
KHLHGH- WLGGRTLQARLAD
NGLNGLVLAGGRPLQARLAD
EGLNGRVLMGGRPLQARIAD
QGLNGHPLNSGRPLQARLAD
QGLNGT- FLSGRRLQARYAD
RGLNGS- FLQGRCVQARLAD
RGLNGS- FLQGRCVQARLAD
RGLNGS- FLQGRCVQARLAD
RGLNGS- FLQGRCVQARLAD

Cons
Tgr LPETYRAADFRELCQEFGRVEASKLCVDSKCRPTKGYGFALFYDEADAAWC
Ter LPETFRAAEFREMCQAFGRVEASKLCIDTKCRPMKGYGFALFFEEEAAVKC
Tco LPETYRASEFRDLCQAFGRVEASKLCI EGKCRPLKGYGFALFFEEEDANKC
Tor LPETYRASEFRDLCQSFGRVEASKLCVDSKCRPAKGYGFALFFEEEDALKC
TV LPETFSAADFRQLCQKFGRVEASKLCVDGKCRPTKGYGFALFFEEVGAMKC
Ble LPAYFKSHDFREMCQQYGR | EASKLCIDGNTSPTKGYGFALFYDEVCAAAC
Lsey IPPVYRSEEFRQLCMQFGRVEAAKLCVDNRNAPTKAYGFALYYSEESAAAA
Lmj VPPTYRSEDFRQLCQQFGRVEAAKLCVDNRNAPTKAYGFALYYSEESAASC
End VPPTYRSEDFRQLCQQFGRVEAAKLCVDNRNAPTKAYGFALYYSEESAASC
Cri IPPAFRSEEFRHLCMQFGRVEAAKLCVDNRNAPTKAYGFALYFSEESAAAC
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Conss xATPgqPLgDpgSA----- - hPPixR---dRrxxrx-hRgxggS----------------------------
Ter AAATPVPL-DPSSA- - - - - - HPPISR---ARPPSKG-HRHLNSS - - - - - - - - - - - - - oo o mmmmmm o e
Tco PAATPAPL-DPTSA- - - - - - HPPISR---1TRTGVRN-HRYPNAS - - - - - - - - - - - - - oo o oo o m o m e
Tor AAAAPAPL-DPSIA----- - HPPISR---TRQGMKSHHRQLGAS - - - - - - - - - - - - - oo o oo mm o m o
Tv HAATPAPL-DPTSA- - - - - - HPPISR---VRAAGSGRWPSRPG |- - - - - - - - - - - - - - oo oo o

Ble VTATPQPVGDQASV- - - - - - HPPIQRDVERRNISRQHRRGGGGP - - - - - - - - - - - - - oo oo oo e oo
Lsey SHATPQPLGDEGSAANTT IPPPSHHQ- - - HRYDQRE- GRGNSGSQRKGRNSNN- - - - - - - - NRRGVSPANAG
Lmj SHATPQPLGDAGAAINTTLPPPSMQR- - -DRRDNTNRSRRSGGSRR- - - - ----------- GSQGRRAVNNS
End SHATPQPLGDAGAAINTTLPLPPPQR---DRREGNSRIRRTDDSRR- - - - - - - -------- GLQGRRSLTGS
Cri SHATPQPLGEEGSAANTTIPPPPHQQ---NRFEQRDGGRGSTGAHRKGRSATSTRNASAGGSRRGVSPVSPG

T T T T T T T T T T T T T T 1

290 300 310 320 330 340 350

(o T mslxgsa--p--xIlltxsplxx
L R L R N R N R MQLTNGYADVPLPFTSSISISP
TCO = = = = = = = = s s s s s s s s s s s e s e s s e o e o e o s e - s oo s e - e - INSAGS - - - - - - ALDGSVLLGQ
L1 o A I R R R | SSSGSG- - - - - - PLDSSIVLGR
B 2 T LA T I R N VSLGNSG- - - - - ALLDASFLRA

Ble - - - - - - - - - e - e e e e e e oo e oo - o oo - e oo - - - - - - - CSPSQGITPVEQGLTQMSPGMP

Lsey AVSSPGMQSGLPTPPYTAIPAGAALLTPVGEAVATPVTAIPADMSAYYPFMFVIPSTTTPPSQSLTATPTVT
Lmj SISGAAVGNSGVP I QMPYNPMGMAAAMPSG- - - - - - - GAMPMTMPQYFPFMAPAGGAV-PATTALTASAVDG
End AMPGPALLSNAMS I QVPFSPMAMAATARHG- - - - - - - GAMPMPVAQCFPLMTTTGSAVPPPTTTSTVSPLDA

Cri VLSSPGMQSGMPTPPYTALPGSPVMISPTEP- - - - - - TAVPLDVTAYMQLMSLMQSASPP--QQQQQTQQMT



Cons SMsxsxxpdltp-qftvxP--x8----- d-gfgaagTPlhxpLspg------=--=---------- IsPasmx |
Tor SSSQEQTPPLTPPQISLTPTLVSHSDLGGGNSHNGSNNSNASVATG- - - - - - - ==« - - -« --- AQP | FYHH
Tco SMSFSSRDDLTDSQLGIASALLP------ - GGSAAPTPLHTPLQPS- - - - - - - - -« - - - - LHPAGVTQ
Tor M FSSRDDLTGSQLGLATALIP----- GTGTPSAPTALHAPMQAP - - - - - - - - - - - - - - - - - IHGAGVTQ
Tv SNMSISREDMSPHQFSVAPIMVQ- - - - - - - - PTTAPASVHSPLTQS - - - - - - - - - - - - - oo oo o oo - HAQ
Be MMMPPAGYQVMPTPSTMSPMVVS - - - - - - - - - - - .. PANASISIEEIPSS) - - - - - - - - - - - - - - - - SGVSPMSMPM
Lsey PPLASTSATPATNTRNVSP- - SNGSHGTDGGFGAVGTP ITNYLSAGGAAGQPATHTTAPV----1SPASMTL
Lmj HMAVNTSPSTA--FFTVTP--ASCSPRTDCGFGAAGTPLPGPLTPGGSATNGAPRGGAPAAMSALSPGSMVL
End QMTLGTSPSTT- - FFTVTP- - ASCSPQTDCTFGAAGTPLVTPLSPGGSANNGAQHGGVPAPGSTLSPASMAL
Ci MMAAAAPPPQRNTTRTFSPPVAAAAAGNDGGFGAVGTP ITGALSST - - - - -« -« - - PYGTSALSPASMAL
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Cons 8P - - - - - - - - - o e e oo e e oo e oo taxGy---------- sxsPFPxp-ag
L DQQMGH- - - - - - - - - - PMTSFSTQ-PG
Teo BRI - - - - - - - - - e e e e e GAVGY - - - - -+ - - - - SIAPFPVP-GG
L - GAVGY - - - - - - - - - - SLAPFPVP-GG
TVERl- - - - - - - - - e e e e e e e e e DQGTPVGY - - - - - - - - - - SLSPFPPA-AG
Ble MP - - - - - - - - e e e Ll Lo oo ANAGA - - - - - - - - - - NMVYYNPQ- AQ
lsey SPPLASSQPTDSCGSLSLNASLAATANAATATTTLPGQQDMQQHAATTTPY - - - - - - - - .- HISFQPQP- QS
Lmj SPPLDSLHSSDSCSSLG- SAKAATRGNTNGGPRDAVGN- - - - - - - NANSQA- - - - - - - - - - AVSPFNFPFPN
End TPPLISSHSSETCSSIA-SPSAATAVNTNGGTHDALGNNGNSE--ATASSF---------- PL-PFPFQ-SI
Ci SPPLLSPHSTDSCASTSPNASRATAVHAHRQQQQQQQQQQQQRGGGIHSGAAALVAAGQHPHMQPYPTA-AA
I
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Cons ymPxpxxf iPQgmvgxP- - - - - - - - - - - - ommmm VYXPVP X X-------o oo a e X
Tor YLSVPSTFIPSPMMGMP - - - - - - - - - - oo o oo oo o oo oo MYVTVPPS- - - - - - -« TN
Tco YMP I GPSFIPQQAVGMP - = = - = -« o oo oo oo oo ffh e LFEVTMPPS - - - - = = = o o oo oo o - TP
Tor YMPVGHSFIPQQTVGMP - - - - - - - - - o o o o oo oo oo LFVTMPQT - - - - - -« -« ------ AP
Tv CMPLATQYVAQQPMGVP - = = = =« c o oo o oo o oo mmf e | FVAVPPS - - - - = =« oo i i oo o -
Be PMFLPQQSMPQQYMYVP - - - - - - - - - oo oo oo oo oo VYMP-PTG-------=-------- QM
Lsey QSPQQAQKHQPVLPGSP- - - - - - - - - - - - - GQVAIMAGAGAEGTQTFVYYPVPTSNSAETFAATATG- --NG
Lmj MAPMMPAGSAQMMVTTT- - - - - - - AVNGANGATSTEWVAPPAATAAFVYYPLPTGGYGAFPTTAATANGVSA
End GSSMMTAGSPQMMVTSATAATTVSSSNGPNPTEWAAAAPATSTAPAFVYYPLPNGGYGAFATTAAPANGANT
ci AAPYPVSYLPPPQHPSQ- - - - - - MLSAAPAGQMAFMTGTAVDGTPTVMYYPIPSG- - - - - - - - - - - ----- M
I —_——
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Cons VPsxxpQqggvvpat-mvAangy---------- mpqglxxsvxyfPmg--------- - - - - - - -
Ter MPPGSQQQFVLPAT- MMASGGY - - - - - - - - - - PQQLYPPVVFSP - - - - - - - - - o s oo mm o mm i m s
Tco VSGTAPQQLVVPTT-VVAANGY - - - ------- TPQLCSSVLYSS-LRVD- - - -------mmmmmme o
Tor VSTTVAQQVVVPTTAIVAPNGY - - - - - - - - - - TPQLCSSLVYPP-VRME- - - - - - - = - - - - - oo o oo oo o
Tv VPSNMTQQLVMPAT-MVTQSNY - --------- MPHLHQSVMYTPSGHME - - - - - - - - ===« -
Be MPSFYPMSGMMDGADAQVVNSG- - - - - - - - - - EEAR- - - - - - - - - - - oo
Lsey VPQAPLQGMAVPAMPMANATGGRLPGSLMY FAMPQGAGAS I LPQIPQQMPVTPQPTFLPMPPSPPPVAAIAQ
Lmi YPGSSSPSGLPAAT---ATANP- - - - - - ---- MANGTAPLTYFPMGTVP-MNSTATGMPALPPYLPSAPVNA
End FPSSAQQSGLSALP---AGANS---------- LPSGAVPFTCFPMGSALPMGSSPAGMSSLPPYLPPPPVNT
Ci QQAGMPGI QLTAAAPAMAAKPT - - - - - - - - - - AGPLPGSVMYFPMPQQQQQAAYMQMAPPLPPPQMQATTP -
T T T T T T T
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-Cons - -t cttttttmmmmmmmmmmmmmm s s s m s
Lsey - ------- NGLPTNYVMFDNNNAGMQFQI LRQA
Lmj SNGGAEGFSGLPPSVVMMDN- GMGLQLQMLH - -
End ANSGTECFSGIPANVVMMDN- GMGLQLQMLR - -
Ci ---=---- PAMPANYVMLDNHNLGMQLQFLRQS
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