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1.PfENT1 MSTGKESSKAYADIESRGDYKDDGKKGSTLSSKQHFMLSLTFILIGLSSLNVWNTALGLNINFK
2. PbENT1 MSKIKESSSGILGASN------ NTNKESSQKSARSIALPMTYALIGVSCLNVWNSALGLNIKIT
70 80 9 100 110 120

Consensus YNXFQ}'(XG LXXSS XXALE‘VXXPXXXII.PXXLGXLXJLCAGFQ IXHXXFXDXXFDTYCLXAFIXIG
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‘E

1.PENT1 YNTFQITGLVCSSIVALEVEIPKIMLPFLLGGLS ILCAGFQISHSFETDTQFDTYCLVAFIVIG
2.PbENT1 YNIFOMAGLLTSSVLALFVNYPRVLLPTSLGVLTLLCAGFQIAHQTFSDSAFDTYCLAAFITIG
130 140 150 160 170 180 190

Consensus XXAGJAQTIAFXIGXTXEXNMXGYXSAG IGXSI GVXIFXINLILDXXVSXEKXYXXNKXKLLXLX
Identity

‘E

M
1.PENT1 VVAGLAQTIAFNIGSTMEDNMGGYMSAGIGISGVFIFVINLLLDQFVSPEKHYGVNKAKLLYLY
2. PbENT1 LMAGIAQTIAFAIGTTKESNMSGYISAGIGMSGVLIFCINLILDYIVSDEKIYEINKSKLLCLF
Z(I]O 21.0 22.0 23.0 21?0 2?0
Consensus X IXEJXLIJXIVXCVXXJDLXXKNXNXKDXXXXEXXXEXXXXLXXXEJKXKDXYKAILXXFLVNW
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1. PIENT1 IICELCLILAIVFCVCNLDLTNKN-NKKD----EENKENNATLSYMELFKDSYKAILTMFLVNW
2.PbENT1 SISEIFLIITIVCCVLYIDLFPKNDNNKDSTDIEKAEEKEGRLPLIEIIKDGYKAILSIFLVNW

260 270 280 290 300 310 320
Consensus LXLOLFPGXGHKKWQEXHXXXDXNVTIIVGMFQVFDFJSRYPPNXTHIKIFKXFTFSLNXLLXX
Identity

1.PIENT1 LTLQLFPGVGHEKKWQESHNISDYNVTIIVGMFQVFDFLSRYPPNLTHIKIFKNFTFSLNKLLVA
2.PbENT1 LSLOLFPGIGHKKWQEKHGMTDNNVTIIVGMFQVFDFISRYPPNFTHIKIFKYFTFSLNTLLIG
330 340 350 360 370 380
Consensus NXLRLLFIPWEXLNAXXXXXFEXNIVOQQCVCXAXLAFTNGWENTVPEFIJVEFVKELKKXKXXKXIE
Identity

1.PfENT1 NSLRLLFIPWFILNACVDHPFFKNIVQQCVCMAMLAFTNGWENTVPEFLVFVKELKKAKKKKEIE
2.PbENT1 NFLRLLEFIPWEVLNAVISSSFEFTINIVQQCVCIAALAFTNGWENTVPFIVFVKELKKVKHQKDIE
390 400 410 420 427

Consensus XISXXXVXXXFXGLEXGXXTTXIYBXFXIXIXXXBLEPIDVTO

dencty BN N NN N BN N N S
Tt

1. PFENT1 IISTFLVIAMFVGLFCGIWTTYIYNLFNIVLPKPDLPPIDVTQ

2.PbENT1 TISRIMVVSLFFGLFFGMLTTCLYDYFPIGILN-N

Supplemental Fig. 1. Alignment of P. falciparum and P. berghei ENT1 protein sequences. P.
berghei ENT1 (PBANKA_1360100) shares 60% sequence homology with P. falciparum ENT1
(PF3D7_1347200). Green bars indicate regions of amino acid identity. Transmembrane domains
of PfENT1 are indicated, as determined by Carter et al. (2000). Amino acid sequences obtained

from PlasmoDB http://www.plasmodb.org/plasmo/
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ATGAGTAAGATTAAGGAATCATCTTCTGGAATTCTAGGCGCAAGTAATAACACAAACAAA
70 100 110 120
GAGTCCAGCCAGAAATCTGCCAGATCAATTGCTTTACCAATGACCTACGCTTTAATCGGT
130 140 150 160 170 180
GTTAGCTGCCTGAATGTATGGAACTCAGCACTTGGTTTGAATATCAAGATCACTTACAAC
190 200 210 220 230 240
ATCTTTCAAATGGCTGGTCTGTTAACATCTTCTGTTC TAGCACTATTTGTTAATTACCCT
250 260 270 280 290 300
CGTGTGTTGTTGCCTACATCCCTTGGTGTCCTTACCTTGTTATGTGCTGGATTTCAAATT
310 320 330 340 350 360
GCGCATCAGACATTCTCCGATTCTGCATTCGATACTTATTGTTTGGCTGCCTTTATAACA
370 380 390 400 410 420
ATCGGTCTGATGGCTGGAATTGCCCAAACAATTGCCTTTGCCATTGGTACTACTAAAGAG
430 440 450 460 470 480

TCTAATATGTCTGGGTATATTTCCGCTGGTATCGGCATGTC TGGAGTTC TAATC TTC TGC
490 500 51 0 520 530 540
ATAAACCTCATACTAGACTACATTGTTTC TGATGAGAAGATC TACGAAATCAATAAGTCT
5.50 5@0 5?0 5&}0 5?0 E(I)O
AAACTATTGTGCTTGTTCTCAATCAGCGAAATCTTTC TAATCATTACAATCGTCTGTTGC
61 0 520 630 640 650 660
GTCTTATACATTGATCTCTTTCCAAAGAATGACAACAACAAAGACTCAACAGATATAGAG
BITC‘ 6?0 6?0 790 T:l 0 TIZO
AAAGC TGAAGAGAAGGAAGGAAGATTGCCATTGATTGAAATTATCAAAGATGG TTACAAA
7?0 7‘}0 7|50 7(?0 77.’0 7{30
GCAATACTTTCTATCTTTC TCGTAAACTGGTTGTCATTACAACTCTTTCC TGGAATAGGC
790 800 B1 0 820 BSO 840

CATAAGAAATGGCAAGAGAAACACGGTATGACAGACAATAATGTTACTATTATAGTAGGC

850 860 870 380 890 QOU

ATGTTTCAAGTATTCGACTTTATC TCAAGATACCCACCAAATTTCACCCACATCAAGATC
910 920 930 940 950 960
TTTAAGTACTTTACTTTCAGTTTGAATACCTTACTGATCGGTAACTTTCTAAGGCTGTTA
970 980 990 1,000 1,010 1,020
TTCATCCCATGGTTTGTACTGAATGCAGTGATTAGTTCCTCATTCTTCACGAATATAGTG
1,030 1,040 1,050 1,060 1,070 1,080
CAACAATGTGTCTGTATTGCTGCACTCGCTTTCACTAATGGGTGGTTTAATACTGTACCA
1,090 1,100 1,110 1,120 1,130 1,140
TTCATTGTCTTTGTTAAGGAACTCAAGAAAGTGAAACATCAGAAAGATATTGAAACTATA
1,150 1,160 1,170 1,180 1,190 1,200
TCTAGAATTATGGTCGTTTCATTGTTCTTTGGCTTATTCTTTGGCATGTTGACAACATGT
1,210 1,220 1,230 1,240 1,250 1,260

TTATATGATTACTTTCCAATTGGGATCTTGAATAACTACCCTTATGATGTTCCTGATTAT
1,269

GCGTAATGA

Supplemental Fig. 2. Nucleotide sequence for pbentl-HA-CO, codon-optimized for S.
cerevisiae. Nucleotide sequence designed by DNA2.0 (Newark, CA) software
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