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3D7 CATTTTGTAGTTGAATTGGATAATACAGGTGATGATTTTAATGATAAGGCTATATCCATTGAAAGATTTAGAAATGTTTTTGAGGTTTATGTTGAAGACA

7G8 --------AGTTGAATTGGATAATACAGGTGATGATTTTAATGATAAGGCTATATCCATTGAAAGATTTAGAAATGTTTTTGAGGTTTATGTTGAAGACA

D10 CATTTTGTAGTTGAATTGGATAATACAGGTGATGATTTTAATGATAAGGCTATATCCACTGAAAGATTTAGAAATGTTTTTGAGGTTTATGTTGAAGACA

Dd2 CATTTTGTAGTTGAATTGGATAATACAGGTGATGATTTTAATGATAAGGCTATATCCACTGAAAGATTTAGAAATGTTTTTGAGGTTTATGTTGAAGACA

HB3 CATTTTGTAGTTGCATTGGATAATACAGGTGATGATTTTAATGATAAGGCTATATCCACTGAAAGATTTAGAAATGTTTTTGAGGTTTATGTTGAAGACA
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3D7 AAATAGATGAATTAGATACAAAACCATCAGAAATACTTAATAAAGAATGTCGACATTTTAATTATTTTATTGATGATATGAAAGATGAGTTTCTCACGTC

7G8 AAATAGATGAATTAGATACAAAACCATCAGAAATACTTAATAAAGAATGTCGACATTTTAATTATTTTATTGATGATATGAAAGATGAGTTTCTCACGTC

D10 AAATAGATGAATTAGATACAAAACCATCAGAAATACTTAATAAAGAATGTCGACATTTTAATTATTTTATTGATGATATGAAAGATGAGTTTCTCACGTC

Dd2 AAATAGATGAATTAGATACAAAACCATCAGAAATACTTAATAAAGAATGTCGACATTTTAATTATTTTATTGATGATATGAAAGATGAGTTTCTCACGTC

HB3 AAATAGATGAATTAGATACAAAACCATCAGAAATACTTAATAAAGAATGTCGACATTTTAATTATTTTATTGATGATATGAAAGATGAGTTTCTCAAGTC
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3D7 TTCATTAATACGTCTCCCCAAAAAATTAAGAAAGCAATTATGGGAAAGTGAAGTTGATGAAAATTTACCAAATTTAATGGCTACAACTACACATAATAAG

7G8 TTCATTAATACGTCTCCCCAAAAAATTAAGAAAGCAATTATGGGAAAGTGAAGTTGATGAAAATTTACCAAATTTAATGGCTACAACTACACATAATAAG

D10 TTCATTAATACGTCTCCCTAAAGAATTAAGAAAGCAATTATGGGAAAATGAAGTTGATAAAAACTTACCAAATTTAATGGCTACAACTACACATAATAAA

Dd2 TTCATTAATACGTCTCCCTAAAAAATTAAGAAAGCAATTATGGGAAAGTGAAGTTGATGAAAACTTACCAAATTTAATGGCTACAACTACACATAATAAA

HB3 TTCATTAATACGTCTCTCTAAAGAATTAAGAAAGCAATTATGGGAAAGTGAAGTTGATGAAAAATTACCAAATTTAATGGCTACAACTACACATAATAAA

310 320 330 340 350 360 370 380 390 400
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3D7 TGTCTAAGAACAGAACATAATTATGATAAAAAGTATAGGGACGTCATTAAAATATTAGAAGATTATTGTGAAGATAGGGCTACTAAATTGAGGGATTTAA

7G8 TGTCTAAGAACAGAACATAATTATGATAAAAAGTATAGGGACGTCATTAAAATATTAGAAGATTATTGTGAAGATAGGGCTACTAAATTGAGGGATTTAA

D10 TGTCTAAGAACAGAACATAATTATGATAAAAAGTATAGGGACGTCATTAAAATATTAGAAGATTATTGTGAAGATAGGGCTACTAAATTGAGGGATTTAA

Dd2 TGTCTAAGAACAGAACATAATTATGATAAAAAGTATAGGGACGTCATTAAAATATTAGAAGATTATTGTGAAGATAGGGCTACTAAATTGAGGGATTTAA

HB3 TGTCTAAGAACAGAACATAATTATGATAAAAAGTATAGGGACGTCATTAAAATATTAGAAGATTATTGTGAAGATAGGGCTACTAAATTGAGGGATTTAA
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3D7 AAGCCATAAAATATGCAGAACAGGATTGTATTAATTTTAATACCTGGGTAAGTAGTTGGGACTATGAAATAAAAAGGCAAATGAATAAATTAGATATTTC

7G8 AAGCCATAAAATATGCAGAACAGGATTGTATTAATTTTAATACCTGGGTAAGTAGTTGGGACTATGAAATAAAAAGGCAAATGGATAAATTAGATATTTC

D10 AAGCCATAAAATATGCAGAACAGGATTGTATTAATTTTAATACCTGGGTAAGTAGTTGGGACTATGAAATAAAAAGGCAAATGAATAAATTAGATATTTC

Dd2 AAGCCATAAAATATGCAGAACAGGATTGTATTAATTTTAATACCTGGGTAAGTAGTTGGGACTATGAAATAAAAAGGCAAATGAATAAATTAGATATTTC

HB3 AAGCCATAAAATATGCAGAACAGGATTGTATTAATTTTAATACCTGGGTAAGTAGTTGGGACTATGAAATAAAAAGGCAAATGGATAAATTAGATATTTC
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3D7 AAAAATAAAACAATATTTGGAAAAGTCAAAGTTCAAATGTGATATAAATGATTTAGATAATTTAGATACATTTTTTTCCCATGTAAATCCAAAAGATATG

7G8 AAAAATAAAACAATATTTGGAAAAGTCAAAGTTCAAATGTGATATAAATGATTTAGATAATTTAGATACATTTTTTTCCCATGTAAATCCAAAAGATATG

D10 AAAAATAAAACAATATTTGGAAAAGTCAAAGTTCAAATGTGATATAAATGATTTAGATAATTTAGATACATTTTTTTCCCATGTAAATTCAAAAGATATG

Dd2 AAAAATAAAACAATATTTGGAAAAGTCAAAGTTCAAATGTGATATAAATGATTTAGATAATTTAGATACATTTTTTTCCCATGTAAATCCAAAAGATATG

HB3 AAAAATAAAACAATATTTGGAAAAGTCAAAGTTCAAATGTGATATAAATGTTTTAGATAATTTAGATACATTTTTTTCCCATGTAAATTCAAAAGATATG

610 620 630 640 650 660 670 680 690 700
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3D7 AAGGGAAGTGAAGAGGATCCAAGAAATCCTCAGGAAGAAGAGCACAAAAGAGATGAATATCAAGTTTTAAATAGTACAGTTGAAGAAGGTGATGAATATG

7G8 AAGGGAAGTGAAGAGGATCCAAGAAATCCTCAGGAAGAAGAGCACAAAAGAGATGAATATCAAGTTTTAAATAGTACAGTTGAAGAAGGTGATGAATATG

D10 AAGGGAAGTGAAGAGGATCCAAGAAATACTCAGGAAGAAGAGCACAAAAGAGATGAATATCAAGTTTTAAATAGTACAGTTGAAGAAGGTGATGAATATG

Dd2 AAGGGAAGTGAAGAGGATCCAAGAAATCCTCAGGAAGAAGAGCACAAAAGAGATGAATATCAAGTTTTAAATAGTACAGTTGAAGAAGGTGATGAATATG

HB3 AAGGGAAGTGAAGAGGATCCAAGAAATACTCAGGAAGAAGAGCACAAAAGAGATGAATATCAAGTTTTAAATAGTACAGTTGAAGAAGGTGATGAATATG

710 720 730 740 750 760 770 780 790 800
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3D7 TTGATAGAATAAATATCCTTTCTACAGAAACAGGCGAAGCGACACCAAATATTCAAGAAGAACCTTTAAGGGTTACTCCTCATGGAGGGGATAATCATGT

7G8 CTGATAGAAAAAATATGCCTTCTATAGAAACAGGCGAAGAGACACCAAATATTCAAGAAGAACCTTTAAGGGTTACTCCTCATGGAGGGGATGATCATGT

D10 TTGATAGAATAAATATCCTTTCTACAGAAACAGGCGAAGCGACACCAAATATTCAAGAAGAACCTTTAAGGGTTACTCCTCATGGAGGGGATAATCATGT

Dd2 CTGATAGAAAAAATATCCCTTCTATAGAAACAGGCGAAGAGACACCAAATGTTCAAGAAGAACCTTTAAGGGTTACTCCTCATGGAGGGGATGATCATGT

HB3 CTGATAGAATAAATATCCCTTCTATAGAAACAGGCGAAGAGACACCAAATGTTCAAGAAGAACCTTTAAGGGTTACTCCTCATGGAGGGGATGATCATGT

810 820 830 840 850 860 870 880 890 900
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3D7 TAAAACACCTCCTACAATTGTAAAGACTGAAGTAGGTAATGATAATCGAGAGAATGTAGTTTCTACTGCTGGTAAAAGATTAAATAGAGGTAAACCAAAT

7G8 TAAAACACCTCCTACAATTGTAAAGACTGAAGTAGGTAATGATAATCGAGAGAATGTAGTTTCTACTGCTGGTAAAAGATTAAATAAAGGTAAACTAAAT

D10 TAAAACACCTCCTACAATTGTAAAGACTGAAGTAGGTAATGATAATCGAGAGAATGTAGTTTCTACTGCTGGTAAAAGATTAAATAGAGGTAAAGCAAAT

Dd2 TAAAACACCTCCTACAATTGTAAAGACTGAAGTAGGTAATGATAATCGAGAGAATGTAGTTTCTACTGCTGGTAAAAGATTAAATAGAGGTAAAGCAAAT

HB3 TAAAACACCTCCTACAATTGTAAAGACTGAAGTAGGTAATGATAATCGAGAGAATGTAGTTTCTACTGCTGGTAAAAGATTAAATAAAGGTAAACTAAAT
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3D7 AAAGATGGGGTTCCACATACATCTAGATTTAAAACACCTAAAGTTAGTGCACCTGCTGGAGGGAAAAAATCTAAAAATGCAAGAGATAGTACTGAACCAA
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PFD0100c_7G8 --XVELDNTGDDFNDKAISIERFRNVFEVYVEDKIDELDTKPSEILNKECRHFNYFIDDMKDEFLTSSLIRLPKKLRKQLWESEVDENLPNLMATTTHNK

D10 HFVVELDNTGDDFNDKAISTERFRNVFEVYVEDKIDELDTKPSEILNKECRHFNYFIDDMKDEFLTSSLIRLPKELRKQLWENEVDKNLPNLMATTTHNK

Dd2 HFVVELDNTGDDFNDKAISTERFRNVFEVYVEDKIDELDTKPSEILNKECRHFNYFIDDMKDEFLTSSLIRLPKKLRKQLWESEVDENLPNLMATTTHNK

HB3 HFVVALDNTGDDFNDKAISTERFRNVFEVYVEDKIDELDTKPSEILNKECRHFNYFIDDMKDEFLKSSLIRLSKELRKQLWESEVDEKLPNLMATTTHNK

3D7 HFVVELDNTGDDFNDKAISIERFRNVFEVYVEDKIDELDTKPSEILNKECRHFNYFIDDMKDEFLTSSLIRLPKKLRKQLWESEVDENLPNLMATTTHNK
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PFD0100c_7G8 CLRTEHNYDKKYRDVIKILEDYCEDRATKLRDLKAIKYAEQDCINFNTWVSSWDYEIKRQMDKLDISKIKQYLEKSKFKCDINDLDNLDTFFSHVNPKDM

D10 CLRTEHNYDKKYRDVIKILEDYCEDRATKLRDLKAIKYAEQDCINFNTWVSSWDYEIKRQMNKLDISKIKQYLEKSKFKCDINDLDNLDTFFSHVNSKDM

Dd2 CLRTEHNYDKKYRDVIKILEDYCEDRATKLRDLKAIKYAEQDCINFNTWVSSWDYEIKRQMNKLDISKIKQYLEKSKFKCDINDLDNLDTFFSHVNPKDM

HB3 CLRTEHNYDKKYRDVIKILEDYCEDRATKLRDLKAIKYAEQDCINFNTWVSSWDYEIKRQMDKLDISKIKQYLEKSKFKCDINVLDNLDTFFSHVNSKDM

3D7 CLRTEHNYDKKYRDVIKILEDYCEDRATKLRDLKAIKYAEQDCINFNTWVSSWDYEIKRQMNKLDISKIKQYLEKSKFKCDINDLDNLDTFFSHVNPKDM
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PFD0100c_7G8 KGSEEDPRNPQEEEHKRDEYQVLNSTVEEGDEYADRKNMPSIETGEETPNIQEEPLRVTPHGGDDHVKTPPTIVKTEVGNDNRENVVSTAGKRLNKGKLN

D10 KGSEEDPRNTQEEEHKRDEYQVLNSTVEEGDEYVDRINILSTETGEATPNIQEEPLRVTPHGGDNHVKTPPTIVKTEVGNDNRENVVSTAGKRLNRGKAN

Dd2 KGSEEDPRNPQEEEHKRDEYQVLNSTVEEGDEYADRKNIPSIETGEETPNVQEEPLRVTPHGGDDHVKTPPTIVKTEVGNDNRENVVSTAGKRLNRGKAN

HB3 KGSEEDPRNTQEEEHKRDEYQVLNSTVEEGDEYADRINIPSIETGEETPNVQEEPLRVTPHGGDDHVKTPPTIVKTEVGNDNRENVVSTAGKRLNKGKLN

3D7 KGSEEDPRNPQEEEHKRDEYQVLNSTVEEGDEYVDRINILSTETGEATPNIQEEPLRVTPHGGDNHVKTPPTIVKTEVGNDNRENVVSTAGKRLNRGKPN
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PFD0100c_7G8 KEGGQHTTKFKTPKVSASVGGKKSKNLRGNTEPKHQKEKTSYDRTRKTSEQINKYAHPNNKYTIFQCTDLDCKWLKPKNIKYTYEGHDIVDNDKLVDTGK

D10 KDGVPHTTKFKTPKVRAPAEGKKSKNARDSTEPKHQKEKRPYDRIKKTREQINKYAHPDNKYTIFQCTDLDCKWLKPKHIKYPYEGYDIVDNDKLVDTGK

Dd2 KDGVPHTTKFKTPKVRAPAEGKKSKNARDSTEPKHHKEKGKYDRIKKTSEQINKYAHPNNKYTIFQCTDLDCKWLKPKHIKYPYEGYDIVDNDKLVDTGK

HB3 KEGGQHTTKFKTPKVSASVGGKKSKNLRGNTEPKHQKEKTSYDRTRKTSEQINKYAHPNNKYTIFQCTDLDCKWLKPKNIKYTYEGYDIVDNDKLVDTGK

3D7 KDGVPHTSRFKTPKVSAPAGGKKSKNARDSTEPKHHKEKGKYDRIKKTSEQINKYAHPNNKYTIFQCTDLDCKWLKPKHIKYPYEGYDIVDNDKLVDTGK
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PFD0100c_7G8 GVYEDYNKYCSGDECALGNAVEGQFDEIGSEGNLKRKKGKGKGRKKDHXXSVGKSLPNGEGTHSYMRHGDNKEETKSQSHSVSEISAEEEAASCPEGDQS

D10 GDYEDHHTYCSGDECAFGNAVGGQFDESRSQGKQRRKKGKGKGRKKGHNKLEGKSSPNVEGTHSYITNGGNIEETKSQSYSVTDNYVEEEAASCPEGDQD

Dd2 GDYEDHHTYCSGDECAFGNAVEGQFDESRSQGKQRRKKGKGKGRKKGHXXSVGKSLPNGEGTHSYITNGGNREETKSQSYSVTDNYVEEEAASCPEGDQD

HB3 GVYEDYNKYCSGDECALGNAVEGQFDEIGSEGNLKRKKGKGKGRKKDHXXSVGKSLPNGEGTHSYMRHGDNKEETKSQSHSVTDHDVEEEAVSCPEGEEN

3D7 GDYEDHHTYCSGDECAFGNAVGGQFDESRSQGKQRRKKGKGKGRKKGHNKLEGKSSPNVEGTHSYITNGGNIEETKSQSYSVTDNYVEEEAASCPEGDQN
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PFD0100c_7G8 CIDPTKQTFVIEGNTVRSMEIGDVPKMETVTSIDLPKAINEVPSSVGAHLEDKEQLLDFTIQPVIYPSDENDAFVHEVAVTYDPNLLPGQKLITPTGEDY

D10 CIDLIKDVFIIEGGRVIRTSINDVPQMEAITNKYMPGSIYENPSSGSSHIEDKGQLKDFTIETVKYTSDGLNGFDHEVAVT-DPKLLPGEQLIALTGEVY

Dd2 CIDLIKDEFIIEGGRFIRTSINDVPQMEAITNKYMPGSIYENPSSGSSHIEDKGQLKDFTIETVKYTSDGLNGFDHEVAVT-DPKLLPGEQLIALTGKVY

HB3 CIDPTKQIFVIEGDHVRSISINNIPKMEAVTSIDSPKGINEVPSSVGARVEDKGQLLDFTIEPVIYQSDENNGFVHEEPVT-DPKLLPGEQLIALTGKVY

3D7 CIDLIKDEFIIEGGRFIRTSINDVPQMEAITNKYMPGSIYENPSSGSSHIEDKGQLKDFTIETVKYTSDGLNGFDHEEPVT-DPKLLHGEQLIEFTGKVY
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PFD0100c_7G8 TALPDYNEIALHGNPIPHQGFSPRYSSNSITSIEGTSNNVSTIESLTSIIGNFVDAIRNSVISKRSTNSALEFSESTTRPESSYSLPQIILYFQAPGQET

D10 ESLPDHNEIVFYGSPIPHRRFARSYPLNTTTTLEGTSKKPSTIESLTSLFENFFDSIKSSSRTRRSVNQDLELSESAAMTSSTSPLRQITLDSEPPLQGT

Dd2 ESLPHHNDIALNGSPIPHRRFARSYPLNTTTTLEGTSQKPSAVETIMSLFSNFFDSIKSSSITRRSVKHDLELSESTTSPTNSYSLPQMTWEFEAPGQGT

HB3 ESLPHHNDIALHGNPIQYQGFSPRYSSNSITSIEGTSNNVSTIESLTSIIGNFVDAIKSSVISKRSINSALEFSESTTRPESSYSLPQIILDFEAPGQET

3D7 ESLPHHNDIALHGSPIPRRRFSRSYPLNTTTTLEGTSQKPSAVETIMSLFRNIFDSIKSSSITRRSVNSALEFSESTTRPGNSFSLPQMTWEFEAPGQGT
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PFD0100c_7G8 VMGMLGNGNSYTSLAQKSQEVSSSSPVSRSSSFNHNSQTINRILKAQVDGTYVVSG-HKVNVPKGIEHYIKSVPV

D10 VMGMLGQVNSYTSLGQTKQEVASSSPGSPSHSFTLRSKTMHPILKRQFEGTYVVSG-HKANVPKGIEHYIKYVPV

Dd2 VMRMLGQKNSFKTLAQTKQEVSSSSSESRSSSFSHNSQIMPTILKRPINGNYVVSGGHKTNVPKGIEHYIKYVPV

HB3 VMRMLGNGNSYTSLAQKSQEVSSSSPVSRSSSFNHNSQTINRILKAQVDGTYVVSG-HKVNVPKGIEHYIKSVPV

3D7 VMRMLGQKNSFKTLAQTKQEVSSSSSESRSSSFNNNSQIIPHILKTQVDGTYVVSG-HKANVPKGIEHYIKYVPV


