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PBANKA_0610400  1 MSSEKQSVIPNRANIKGETNNNPNNKTNDALNSPVNNNSTIVENGQNTVV---------VNKNSVNTNIQNSKIGEKNVDEHSIPQKRRPSERERRSQKVERTQT--EKV 

PmUG01_13021900  1 MNSENTQTDSNNREKKGGYNNNQKKKNYDVVNSPIKNEISQRAYDMESVKEKKRVEMERMEKGGMYTNEQQEKKERREISS----KTRESSERTN---------EKEKR- 

PocGH01_1302190  1 MNTENLKVGSNNTDEKGETEKKKKKENDDTNSKPMKNGDLTIKGDKDRSEEKPKGERRRVESQ-L-----NDKKEDKPHPS----KGIHTTDKTKREYKHRDDKEREDR- 

Pow_SBT45090.1  1 MNTENLKVGSNNTDEKGEIEKKKKKENDDTNTTPKKNGDLTIKGDKDKSEEKPKGERRRIESQ-M-----NDKKEDKPVPS----KGIHTTDSTKREHKLRDDKEREDKL 

PF3D7_1211900  1 MSS-------QNNNKQGGQDINNKKDSDD--------------------------------------------------------------------------------- 

PKA1H_130016600  1 MNSKSTQNDSSSTEPKEGIHNQKKKEQDGVRNSRKKATA-PGVGGKKESA-----------------------KG----------------------------------- 

PVP01_1311100  1 MNSENTQNDSNSSEPKGGTDSKKKKEHDGVSTPRKKAVP-PAAGDADGQR-----------------------AGREPEPK----PKLEPVE------------------ 

PBANKA_0610400  100 DAGRRRGEIDKIEKSKTENVDVYRKGEEIDKIEKSKTENVDVYRKGEEIDKIE--KSKTENVDVYRKGEEIDKIEKSKTENVDVYRKGEEIDKIEKSKTENVDVYRKGEE 

PmUG01_13021900  97 --------MDKIV--------------------------------------------------------FEQRLRYDDTSDWEHR----VRN----------VDSPKGKS 

PocGH01_1302190  100 -------------------------------------------------------------------------LKADKPRDVKPKREGKAVDEGSI--IGESKVRDQGKA 

Pow_SBT45090.1  101 KADK--LKADKLKADKLKADKLKADNLKADNL---KADNLKA--DNLKADNLKADNLKADNLK--ADNLKADKLKADKPRDVKPKREGKAVDESSI--IGESKVRDQGKA 

PF3D7_1211900  23 -------------------------------------------------------------------------------------------------------------- 

PKA1H_130016600  52 ----------------------------------------------------------------------------------------------------S--DQAKGED 

PVP01_1311100  65 ---------------------------------------------------------------------------------------------------GA--AKPKGEA 

PBANKA_0610400  208 IDKIE-------KSKTENVDVYRKGEEIDK----IEKSKTENVDVYRKGE----EIDKIEKSKTENVDVYRKGEEIDK--IEKSKTENV-GDEKKIETIVNKKKDGEETD 

PmUG01_13021900  129 K--------------------IKV--------ADIGRASAA-GKALEIGKEMEMGY-------ADE-------ID-----------HTVELDKA--------AEIGHAAE 

PocGH01_1302190  135 KEANVRDAKPTERTRGGEEERIKVEGRLIEESKVIGESK-V-KEEFKPVGAMRMETKSVEVKLVEEKMIEAKTVETKTVETKTVEAKTVEAKTVEAKTVEAKTVEAKTVE 

Pow_SBT45090.1  200 KEANVRDAKPTERARGGEEERIKVESRLIEESKVIGESK-V-KEELKPVEAKAVGIKAVETKAVETKAV--------------------ETKAVETKAVETKAVETKAVE 

PF3D7_1211900   23 --------------IKPSVS----KEDLINSLK-------N--DELNKNTTM--DQN--DMKKN--EN-----MNIKKNEVLN-NSNNVEDGDNENSKFMNKSKEG--LN 

PKA1H_130016600   60 GQRARREHK-------PKIQAVKPKEEMEKTN--------V--ETEKTNVEM--EKQIVEM-----------------------AEPNVEGAKPKVE--TAKS------- 

PVP01_1311100   74 PKPKEEAAKPKEEAVKPKEEAVKPKEEVVKPK--------V--EATKPTVET--AKPKVEATKPKEERAKPK-VDATKPKEET-AKPQVEAAKPKAE--AAKPKEETAKP 

PBANKA_0610400  300 NKGMLTKVKLEEENQLIESDVEKEKGEGYRNHYASESIEKLCKEFDLADINIGLSFEQVKINRERYGENHIEKDSITPIWLIFLSQYYSPVVMLLLIAAMASLALNEVVE 

PmUG01_13021900  177 MG-QR--AELDKSPERSGGFPEEKRS-VGCNHFAIESIENLCKEFDLKDINGGLTSEQVKINREKYGENFIEKDDVVPVWIIFLSQYYSPVVMLLLIAAIASLALNEVVE 

PocGH01_1302190  243 AK-TV--ETKTTETKSMEAKSAGTKP-AGYNHYATESIENISREFDLIDINAGLTSEQVKLNREKYGENFIEKEDVAPIWIIFLSQYYSPVVMLLLVAAVASLALDEVVE 

Pow_SBT45090.1  288 TK-AV--ETKAVEAKSMEAKSAGTKP-AGYNHYATESIENICREFDLIDINAGLTSEQVKLNREKYGENFIEKEDVAPIWIIFLSQYYSPVVMLLLVAAVASLALDEMVE 

PF3D7_1211900   92 N--IN--GEKNDDNNSIVKVEESPKS-IGYNYYASESIENLCKEFGLESINTGLNSEQVKINRDKYGENFIEKDEVVPVWLIFLSQYCSPVVLLLLVAAVASLALNEVVE 

PKA1H_130016600  119 -------------KESPKMKDEAQIP-VGYNHDATESIENLCKEFDLHDLNSGLTTEQVKINREKYGENYIEKDDATPVWLIFLSQYYSPVVVLLLVAALASLVLNEIVE 

PVP01_1311100  168 T--VD--A-AKPTAEAAKPAEEGQIP-AGYNHDATESIENLCREFDLQDLNVGLTTEQVKINREKYGENFIEKDDAMPLWLIFLSQYCSPVVVLLLVAALASLILNELVE 

PBANKA_0610400  410 GISIITIVTLNACLATYMEKSSGDAIAKLAEMASPQCTVLRNGQKIIIPSRDVVVGDVVIITAGDSISADLRLIEVIELKTNESLLTGESEDIKKSLVPTDYTTPFCTNL 

PmUG01_13021900  283 GVAIISIVTLNACLATYMEKSSGDAIAKLAEMASPQCTVMRNNEKIVIPSREVVVGDVVIINTGDSISADLRLVEVIELKTNESLLTGESEDIKKGLIPDDYTTPFSTNL 

PocGH01_1302190  349 GLAIISIVTLNACLATYMEKSSGDAIAKLAEMASPQCTVIRNGQKIVIPSREVVVGDVVVINTGDSISADLRLTEVIELKTNESLLTGESEDIKKTLTPDDLTTPFATNL 

Pow_SBT45090.1  394 GLAIISIVTLNACLATYMEKSSGDAIAKLAEMASPQCTVIRNGQKIVIPSREVVVGDVVVINTGDSISADLRLTEITELKTNESLLTGESEDIKKTLTPDDLTTPFATNL 

PF3D7_1211900  197 GVAIISIVTLNACLATYMEKSSGDAIGKLAEMASPQCTVLRNGQKVVIPSREVVVGDVVLINTGDSISADLRLFDVIELKTNESLLTGESEDIKKTIVADNLSTPFATNL 

PKA1H_130016600  215 GVAIISIVTLNACLATYMEKSSGDAIAKLAEMASPQCTVLRNGNKIVIPSREVVVGDVVIISTGDSISADLRLTEVIELKTNESLLTGESEDIKKTLTPDDCTTPFATNL 

PVP01_1311100  272 GIAIISIVTLNACLATYMEKSSGDAIAKLAEMASPQCTVLRNGQKVVIPSREVVVGDVVIINTGDSISADLRLTEVIELKTNESLLTGESEDIKKTLTPDDYTTPFATNL 
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PBANKA_0610400   520 CFATTSVTNGCGKGIVISTGLNTQVGKIASQLKKSSEGSKLTPLQVSLNRLGGLIGLIAIIVLMLIITLAILINYKDPAHADKDPLLVIIIIGVGFAVSSVPEGLPMVVT 

PmUG01_13021900  393 CFATTSVTNGSGKGIVISTGLDTQVGKIASQLKKSSKGSKLTPLQIALNRLGGLIGLIAIVVLIIIITLAVLINYRDPAHADKDPILAIIIIGVGFAVSSVPEGLPMVVT 

PocGH01_1302190  459 CFATTSVTNGYGKGIVISTGLETQVGKIASQLKKSSKGNKLTPLQIALNKLGGLIGLIAIIVLIFIITLAVLINYRDPAHADKDPLLVIIIIGVGFAVSSVPEGLPMVVT 

Pow_SBT45090.1   504 CFATTSVTNGYGKGIVISTGLETQVGKIASQLKKSSKGNKLTPLQIALNKLGGLIGLIAIIVLIFIITLAVLINYRDPAHADKDPLLVIIIIGVGFAVSSVPEGLPMVVT 

PF3D7_1211900    307 CFATTSVTSGSGKGIVISTGLDTQVGKIASQLKKSSKGSKLTPLQVALNKLGGLIGLIAIIVLVVIISLAVIIKYRDPAHADKDPTFVIIIIGVGFAVSSIPEGLPMVVT 

PKA1H_130016600  325 CFATTSVTNGSGKGIVTATGLNTQVGKIASQLKRSSKGSKLTPLQVALNKLGGLIGLIAIIVLVFIISLAVLINYRDPAHADKDPILVIIIIGVGFAVSSVPEGLPMVVT 

PVP01_1311100    382 CFATTSVTNGSGKGIVTATGLNTQVGKIASQLKRSSKGSKLTPLQVALNKLGGLIGLIAIIVLVFIISLAVLINYRDPAHADKDPILVIIIIGVGFAVSSVPEGLPMVVT 

 

 

PBANKA_0610400   630 ITLSAGAKDMVRKNANVRKLPAVETLGCCSVICSDKTGTLTEGKMTAINIVTFCKNSKLHDK-------NELTKTYDFYPTKGFEPSGGIFDSLELTSEIKKKIVLAKNK 

PmUG01_13021900  503 ITLSAGAKDMVKKNANVRKLPAVETLGCCSVICSDKTGTLTEGKMTAINAVTFCKKSSLSDN------NNKLTKTFDFYPTKGFEPYGGLFDSSELTSQIKKKIVMAKNE 

PocGH01_1302190  569 ITLSAGAKDMVKKNANVRKLPAVETLGCCSVICSDKTGTLTEGKMTAINAVTFCKNSSLSDLTPDNIVENGLTKTFDFYPTKGFEPYGGIFDSNDLTSEKKKKIVIAKNQ 

Pow_SBT45090.1   614 ITLSAGAKDMVKKNANVRKLPAVETLGCCSVICSDKTGTLTEGKMTAINAVTFCKNSTLSDLTPDNNVENGLTKTFDFYPTKGFEPYGGIFDSNDLTSEKKKKIVIAKNQ 

PF3D7_1211900    417 ITLSAGAKDMVKKNANVRKLPAVETLGCCSVICSDKTGTLTEGKMTAINAVTICKNSSLSDE------NNKLTKTFDFYPTKGFEPCGGLFDSNELTSEKKKEIVIAKNQ 

PKA1H_130016600  435 ITLSAGAKDMVRKNANVRKLPAVETLGCCSVICSDKTGTLTEGKMTAINAVTFAKNSSLSDK------NNNLTKTFDFYPTKGFEPYGGLFDSGKLTNELKKKIVIAKNQ 

PVP01_1311100    492 ITLSAGAKDMVRKNANVRKLPAVETLGCCSVICSDKTGTLTEGKMTAINLVTFAKNSTLSDK------NNKLTKTFDFYPTKGFEPYGGLFDSSKLTNELKKKIVIAKNQ 

 

 

PBANKA_0610400   733 NISYDSILQNYGNPESKNLNVYKTRSLMLAAYLNSYDTTLSKNLKTGKWEIQGNMSEGPIIVAAAKAGYNIFNNSENNEENYLKKFKRLEDLEITFNSSRKMKVIFYKLI 

PmUG01_13021900  607 NKSFESILYNYGNPDNKSFAVDKTRALMFAAYLNSYDTTLCRDSKTAKWIIQGNMSEGPIVVAAAKTGYNFLGNT--SSNIYLKDYVRLDNLEVTFNSCRKMKITFYKLK 

PocGH01_1302190  679 SISYDTILYNYGNPENKSVHVCKIRSLMFAAYLNSHDTTLSRDPKTSKWTIQGNMSEGPIVVAAAKAGYSFVSNPQEHHHAFYRDYTRLDSLEVTFNSSRKMKITIYRLR 

Pow_SBT45090.1   724 SISYDTILYNYGNPENKSVHVCKIRSLMFAAYLNSHDTTLSRDPKTSKWTIQGNMSEGPIVVAAAKAGYSFVSHPQEHHHAFYRDYTRLDSLEVTFNSSRKMKITIYRLR 

PF3D7_1211900    521 NTSYDKVLYNYGNPSNKSVIVDKTRSLMFAAYLNSYDTTLSRDPKTLKWGIHGNMSEGPIVVAAAKVGYSFINNP--NHKSYLDNFQRLDDLEVTFNSSRKMKITFYKLK 

PKA1H_130016600  539 NISYDSILYDYGNPKNDSIDVKKTRSLMFAAYLNSYDTTLARDPKTSKWTIHGNMSEGPIVVAAAKVGYSFITDD--SHHSDVKEYTRLDDLEVTFNSSRKMKITFYKLK 

PVP01_1311100    596 SISFDSILYNFGNPENDSIDVKKTRSLMFAAYLNSYDTTLARDPKTSKWTIHGNMSEGPIVVAAAKAGYSFVTNG--SHHSYVKEYTRLDDLEVTFNSSRKMKITFYKLK 

 

 

PBANKA_0610400   843 ENNKFENINLKNNKTNVAYTHIAFIKGAPDKLIDISTNLLKET-QGEIQVSWDKQISDNEKLILTNKNIELSQKALRVLAVCIKPLTDTQIEHLRTYEDADERLEFIKTD 

PmUG01_13021900  715 IENQFEQIYLHN--ENEKYTHIALIKGAPDKLLDRSTHLLEET-DKGVAIEWNNKITEQEKNILYNKNLELSRKALRVLAVCIKPLTDKNIEELKILDDADERLKFINYG 

PocGH01_1302190  789 VENRFEYIFLEN--GDKKYTHIALIKGAPDRLLDRSTHLLEET-KRGAQIAWSSKITEKEKDILIKKNLELSQKALRVLAVCIKPLTDENIAHLKSLEDADERLKFVNLD 

Pow_SBT45090.1   834 VENRFEHIFLEN--GNKKYTHIALIKGAPDRLLDRSTHLLEET-KRGAQIAWSSKITQKEKDILIKKNLELSQKALRVLAVCIKPLTDENIAHLKNLEDADERLKFVNLD 

PF3D7_1211900    629 TVNVFENVYLDK--PGKVYTHVALIKGAPDRLLDRSTHLLEETSMKKVQVSWNSTITQEERNVLIKKNLELSQKALRVLSICIKPLTDQNIEELKKLEDADERLKYVNYD 

PKA1H_130016600  647 KENMFEYIHLER--TGKVFTHVALIKGAPDKLLDRSTHLLEES-PKGPQICWSAKISENEKDVLAQKNLELSQKALRVLAVCIKPLTSEHISLLKSLDDADERLKFVTTD 

PVP01_1311100    704 KEDTFEYIHLQR--PGKKFTHIALIKGAPDKLLDRSTHLLEES-PKGPQICWSAKISESEKDVLAQKNLELSQKALRVLAVCIKPLTSDHIDMLKRLDDADERLKFVTTD 

 

 

PBANKA_0610400   952 EQ-CGFIPLGYIASFDPPRSGVKEAIQTCRNAQVKVIMITGDQKTTAIAIGKLIGLINNKKSEEDEIKDN-----------------EQYDLDNNSNIIRAIECSELHIN 

PmUG01_13021900  822 QYGGGIIPIGYIASFDPPRPGVKEAIQTCREAKVKVIMITGDQKPTAIAIGKLIGLIKDKSEGVEVGEGEKEEVHKVEGISKDDDDGKCNNGNDVHKVEEAIECSELHIN 

PocGH01_1302190  896 PQ-GGFIPLGYIASFDPPRPGVKEAIQTCREAQVKVIMITGDQKPTAVAIGKLIGLISEKGEEGDDK----------EG----------NTVEQSLGQSEAIECSELHIN 

Pow_SBT45090.1   941 PQ-GGFIPLGYIASFDPPRPGVKEAIQTCREAQVKVIMITGDQKPTAVAIGKLIGLISEKGEEGDDK----------EG----------NTVEQSLGQSEAIECSELHIN 

PF3D7_1211900    737 EN-GGFIPMGYVASFDPPRPGVKEAIQTCREAQVKVIMITGDQKPTAVAIGKLIGLIEEKSEQV------------------------------EDINSLAIECSELHIN 

PKA1H_130016600  754 ED-SGFIPLGYVAAFDPPRPGVKEAIQTCRDAQVKVIMITGDQKPTAIAIGKLIGLIGEDKAGQADQA---------DG----------HGDRANEADAQAIECSELHIN 

PVP01_1311100    811 EE-SGFVPLGYVASFDPPRPGVKEAIQTCRDAQVKVIMITGDQKPTAIAIGKLIGLIEEEGPGQTGA---------------------------ATANMQAIECSELHIN 
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PBANKA_0610400  1044 KNPNEPILSDDELDKFVDNVLIYSRAQPEDKITIVQSLKRKGYLVAMTGDGVNDAPALKAADIGVAMGINGTEVAKGASEMILIDDNFCTVVSAIDVGRTIYSNIQKFVC 

PmUG01_13021900  932 NSPNEPILSDEQLDAFTDKILIYSRAQPEDKITIVQSLKRKGYLVAMTGDGVNDAPALKAADIGVAMGINGTEVAKGASEMILIDDNFCTVVSAIDVGRTIFSNIQKFVC 

PocGH01_1302190  985 KNPNEPILPDEKLDSFTDKVLIYSRAQPEDKITIVQSLKRKGYLVAMTGDGVNDAPALKAADIGVAMGINGTEVAKGASEMILIDDNFCTVVSAIDVGRTIFSNIQKFVC 

Pow_SBT45090.1  1030 KNPNEPILPDEKLDSFTDKVLIYSRAQPEDKITIVQSLKRKGYLVAMTGDGVNDAPALKAADIGVAMGINGTEVAKGASEMILIDDNFCTVVSAIDVGRTIFSNIQKFVC 

PF3D7_1211900    816 KNPNEPILPNDQLDEFTDKILIYSRAQPEDKITIVQSLKRKGYLVAMTGDGVNDAPALKAADIGVAMGINGTEVAKGASEMILIDDNFCTVVSAIDVGRTIFSNIQKFVC 

PKA1H_130016600  844 KNPNEPVLPDDQLDAFTDKILIYSRAQPEDKITIVQSLKRKGYLVAMTGDGVNDAPALKAADIGVAMGINGTEVAKGASEMILIDDNFCTVVSAIDVGRTIFSNIQKFVC 

PVP01_1311100    893 KNPNEPVLPDDQLDAFTDKILIYSRAQPEDKITIVQSLKRKGYLVAMTGDGVNDAPALKAADIGVAMGINGTEVAKGASEMILIDDNFCTVVSAIDVGRTIFSNIQKFVC 

 

 

PBANKA_0610400  1154 FLLGTNIGEILYLSVSIITQMPFPLEALQILFLNLMTDGCPAVALSREPPNADNMKTPPRPKKQPIMTKRWWLYGIIPHTIFEAICVLLSLAFSLYICTGSYTLNDIHNS 

PmUG01_13021900 1042 FLLGTNIGEILYLSIAIALQMPFPLEALQILFLNLMTDGCPAVALSREPPNDDNMKTPPRPKKQPIMTKRWWFYGILPHTIFEALCVLLSLAFSLYICTGSYTLNDIHGS 

PocGH01_1302190 1095 FLLGTNIGEIIYLSIAIAAQMPFPLEALQILFLNLMTDGCPAVALSREPPNDDNMKTPPRPKKQPIMTKRWWFYGILPHTIFEALCVLLSLAFSLYICTGSYTLNDIHNS 

Pow_SBT45090.1  1140 FLLGTNIGEIIYLSIAIAAQMPFPLEALQILFLNLMTDGCPAVALSREPPNDDNMKTPPRPKKQPIMTKRWWFYGILPHTIFEALCVLLSLAFSLYICTGSYTLNDIHNS 

PF3D7_1211900    926 FLLGTNIGEIIYLSVAIVAQMPFPLEALQILFLNLMTDGCPAVALSREPPNDDNMKTPPRPKKQPIMTKRWWFYGILPHTIFEALCVLLSLAFSLYICTGFYNLNGIHNL 

PKA1H_130016600  954 FLLGTNIGEILYLSIAIAAQMPFPLEALQILFLNLMTDGCPAVALSREPPNHDNMKTPPRPKKQPIMTKKWWFYGIIPHTVFEALCVLVSLAFSLYICTGSYTLNDIHSS 

PVP01_1311100   1003 FLLGTNIGEILYLSIAIAAQMPFPLEALQILFLNLMTDGCPAVALSREPPNHDNMKTPPRPKKQPIMTKKWWFYGIIPHTIFEALCVLLSLAFSLYICTGSYTLNDIHSS 

 

 

PBANKA_0610400  1264 CKTVNIPNSSDPSKFFEYKYFCSTYEYRISPDYIGWITNLNFWDPRENKPVTFWGAAKGKIKNITPTHESIHQDIRIIMQDQCLGNLEEDEYGWCKPSSNVTAQSNNE-N 

PmUG01_13021900 1152 CKTVKIPEYSDNSTLHEFRYFCSTYEYRITSDYIGWITNINFWHPRKKVPVVFLGAAKGKVKNLRPTSAEIHPDIRRIMQNGCPDDIAVDEYGWCRPALDTKVKGKED-I 

PocGH01_1302190 1205 CKTVKVRDMSNPSVFYEHKYFCSTYEYRVSPEYVGWVTNVNFWHPTKNKPVTFWGAAKGKVKNISPRSMDIHPDLRTIMQNGCPEHLMEDKYGWCKPKDNIRAKGAND-K 

Pow_SBT45090.1  1250 CKTVKVRDMSNPSVFYEHKYFCSTYEYRVSPEYVGWVTNVNFWHPTKNKPVTFWGAAKGKVKNISPRSMDIHPDLRTIMQNGCPEHLMEDTYGWCKPKDNTRAKGAND-K 

PF3D7_1211900   1036 CKTVNLVDVNDANVYHEYKYFCSSYEYRISTDYVGWVTNVSFWDPQNNEAVNFWGAAKGKVENINPLSDIVHPELRLRMQDGCSGDLTLDENGWCRPKDNKTSDGYND-E 

PKA1H_130016600 1064 CRTVSFPNVSDESIKHEYKYFCSTYEYRVSPDYVGWITNVNFWHPKKNKTVTFWGAAKGKVKNITPTSIEVHPEIRTIMEDGCPGDLETDEYGWCRPKSNIYVSGKDHEL 

PVP01_1311100   1113 CRTVTLTDASNPLTKHEYKYFCSTYEYRVSPDYVGWVTNVNFWHPEKKRTVTFWGAAKGKVPNISPKMREIHPDIRTIMEDGCPDDLEEDDFGWCKPKEDTLVKEKEE-N 

 

 

PBANKA_0610400  1373 INGTFNKHFEDISSKGSKRGRTIAFISAVWCEMLRAYTVRSWEPFYKVFNRNMWMHFACSISATMTFLATCIPGITTILNTTCLLWWQYLFGIFWAMINLILDEIIPKVI 

PmUG01_13021900 1261 IQGAFRKNYEDVASKGSKRGRTIAFISGVWCEMLRAYTVRSWKPFYKVFNRNMWMHLACSISATLTFIATCLPGITAVLNTTCLLWWQYLFGISWAFLNLILDEIIPKVL 

PocGH01_1302190 1314 IEGAFHKHFEDIASKGSKRGRTIAFISGVWCEMLRAYTVRSWKPFYKVFNRNMWMHLACSISATLTFFSTCIPGITSVLNTTCLLWWQYLFGISWAILNLILDEVIPKVI 

Pow_SBT45090.1  1359 IEGAFHKHFEDIASKGSKRGRTIAFISGVWCEMLRAYTVRSWKPFYKVFNRNMWMHLACSISATLTFFSTCIPGITSVLNTTCLLWWQYLFGISWAILNLILDEVIPKVI 

PF3D7_1211900   1145 LEGILKKGFEDVTAKGSKRGRTMAFISAVWCEMLRAYTVRSWEPFYKVFNRNMWMHLACSISATLTFLSTCIPGITSILNTTCLLWWQYLLAIFWALLNLFLDEIVPKVI 

PKA1H_130016600 1174 PHGVFRKNFEDVASKGSKRGRTMAFISAVWCEMLRAYTVRSWEPFYKVFNRNMWMHLACSISATLTFLSTCIPGITSVLNTTCLLWWQYLLGISWALLNMLLDEIVPKVI 

PVP01_1311100   1222 IAGVFRKNFEDVASKGSKRGRTMAFISAVWCEMLRAYTVRSWEPFYKVFNRNMWMHLACSISATLTFLATCIPGITSVLNTTCLLWWQYLFGISWAVLNMLLDEVVPKVL 

 

 

PBANKA_0610400  1483 YRRKYMSIKN 

PmUG01_13021900 1371 YRRKYKTIGG 

PocGH01_1302190 1424 YRRRHMAVKN 

Pow_SBT45090.1  1469 YRRRHMAVKN 

PF3D7_1211900   1255 YRRKYMTIKN 

PKA1H_130016600 1284 YRRRYMSVKK 

PVP01_1311100   1332 YRRRYMSVKK  
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Supplementary Figure 1.  Clustal alignment of full-length ATP4 amino acid sequences from 7 Plasmodium species. Red 

arrows indicate a selection of those residues reported in the literature to acquire non-

synonymous mutations in P. falciparum selection experiments with inhibitors cipargamin or SJ733 

in vitro. The blue bracket indicates the “rodent loop” identified by Jiménez-Díaz et al. (2014).  

 




