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SEQUENCING RESULTS
AMAL:

T7 Forward Primer:
CCAAGGAGATTAATATATGGTGAGACTTCCCTCTAGAAATAATTTTGTTTAAC
TTTAAGAAGGAGATATACATATGGGGCCTACCGTTGAGAGAAGCACACGAAT
GAGTAACCCCTGGAAAGCGTTCATGGAAAAATACGACATCGAAAGAACACA
CAGTTCTGGGGTTCGAGTGGATTTAGGGGAAGATGCAGAAGTGGAAAATGCA
AAGTACAGAATTCCAGCTGGAAGATGTCCTGTTTTTGGAAAGGGTATCGTTAT
AGAGAATTCTGACGTTAGCTTCTTAAAACCTGTGGCTACAGGAGATCAGAGG
CTGAAGGATGGAGGTTTCGCCTTCCCCAATGCGAATGACCATATCTCCCCCAT
GACAATAGCGAACCTTAAGGCAAGGTATAAAGACAATGTAGAGATGATGAA
GTTAAACGATATAGCTTTGTGCAGAACCCACGCAGCTAGCTTTGTCATGGTAG
GGGATCAAAATTCGTCCTACAGACACCCAGCTGCATACGACGAAAAGGAAAA
AACATGTCACATGTTGTATTTATCAACGCAAGATAATATG
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T7 Reverse primer:

CCAAGCACTATTTGCGGGTTCTCTTACCTGCTCTTTCGGGCTTTGTTAGCAGCC
GGATCTCAGTGGTGGTGGTGGTGGTGCTCGAGTAGTAGCATCTGCTTGTTCGA
TTTTTCCTCCCCATTTTCGTAATAATCCCTAAATTCTTCCTTTATAACAACTTG

GTTATTTTCCTTAATTTCCGCCCTTTTCTCTACACAGTTACAAACGTAAAAGTT

148



GCAGGTACTGTTGGAAATGTGCTCAGGTTCGCAGGGACATTTGATACTCTCCT
TATCGTTGGAGATAAATATCCTCGGCAGGACAATGCGTTCCCCATCAACACTG
TACAGATTCATGTTCCTCGATTGTTTCTTAATTTCTCTTTCAATTTCGTCTTTAT
ATATGCTGCAGGGGAACTCCGGGTCTACTTCTTGTGGGTGAGATAACGCCGTT
GTTGCAATAAAATTTTTGTCATTAATGAGGCAAGTCGGTTTGGTATTAAAAAT
GTAACACTTCTTTTTTACAGAATCGAAATTTGCCCAGTTAAATCCTCTTCCTTT
ACTTTTGAAATTATCCGAGTTGAATGCACCCACTGGAAGAAAGGCACTTTTAA
TCATCTCTCGGTTGTTTTGTCTAAACCCTTGTTGTATTTTTTGATAATCCGTCAT
TTCTTCTTCATACTGAGTTGGTTGATCTGAGGCACTCGCTCCGAAAACGATTC
GGTTGCATTCGCGCAGATCCTCTGCCTCCACTTCTTTAACGTATGGAATTTCTT
CGCAGTTCCCATCCACCCATAATCCGAACTTGGCGTTTTCTAAATTTTTACGG
GGGCATTTTTTATCCCAATCATTACGCACATTTTTGCTCAAATACACCAGGTTT
TCAAAGCTTTCATTTTTATCTGGCTTGAAGCAGAACACGGCATCTCTATTTTGT
GCATCTGAGCTGCAGTACCTCGGACCCATATTTTCCTGCGCTGATAAATACAC
ATGTGGCATGTTTTTTCCTTTTCGTCGTATACAGC
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vivax Sal-1 apical merozoite anfigen 1 partial mRNA 1661 1661 91% 00 99% XM 0016153971

MSP7
T7 Forward primer:

TGTAACCGGTTCATTCCCCTCTAGAATAATTTTGTTTAACTTTAAGAAGGAGA
TATACATATGCACCATCATCATCATCATTCTTCTGGTCTGGTGCCACGCGGTT

CTGGTATGAAAGAAACCGCTGCTGCTAAATTCGAACGCCAGCACATGGACAG
CCCAGATCTGGGTACCGACGACGACGACAAGGCCATGGCTGATATCGGATCC



ATGAAAACAAAAGTACTATTCTTCTTGCCGTCCATTTTGCTGCTACCACATTC
GGTATGGTCAGAAACGAAAGGTCCATCTGGGCCCCCCCCAAATAAGAAGCTA
AATGCTAACGCACTACATTTCTTAAGGGGCAAATTAGAGTTACTAAATAAAA
TCAGCGAGGAGCAGGTAGTTTCTCCAGATTTTAAAAAAAACGTAGAACTGCT
GAAAAAGAAAATTGAGGAACTACAGGGTAAGGCAGAAAAGGATAAAAGTAA
AACGGATGGGGAGGATACCACACCCAAGGAACAGCAAGAAGATCAAAATGT
GAGTCAAAACGGATTGGAAGAGCAGGCCCCAAGTGACAGTAACGAGGGAGA
AGCGCAGGAAGAAAACACTCAAGTCAAAAATGTCATTTTTACGGAGAAGGA
AGAAGCGGTAGATGAAGAAGCTGAAAAAGAAGACACCGCTGTCATAAGTGA
AAAGGCGAATTTGCCAAATGAGGAATCGCAAGGAAATGATGAAACGCAAAC
GCAGGAGAGCATCGAGGGAGAAGCTTCTCCCGGAGTTGTAGTCGACGAGACA
GATGACTCACCAGAAGGCGAACCCCTATCTGGATTGGAAACGGAAGGCAATT
CTTCAGCTGAGAGTGCCCCAAATGAGCCGGACGTTAACACCACACATACGGC
AGTAGATACGCACATGCCAGCAGATGCGAACCATAGGAGTAGACACAAATAT
GCCATTTGACACACCTCCCCACCCAAGCGGCGAAAACCCCGGCGCACCCCAA
GAGACGCACTTTCCC
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al-1 merozoite surface protein 7 (MSPT) partial mRNA 1435 1435 79% 0.0 99% XM 0016140911

T7 Reverse primer:

CAACTTCGCTTCTTTCGGGCTTTGTTAGCAGCCGGATCTCAGTGGTGGTGGTG
GTGGTGCTCGAGTCAGTAGTAAAACATCGGGTTGACCAACTGAAAGGCATTG
TCAAAGAAAAATCTCATCAACTCGTTTTTCTTTTCATCATCACTTAAGACGTC
ATTCTTTTTCAAAAATTCGTAAAGGTCATACATAAAAGTTTTAAGTTCGTTTC



GAAACCGTTCGTCGTCTAGCACTTTTTTGAATATGTCAATTATGCAGGGCACA
TTTGGATCGGCTCCTTCCCCTTTGTTAAAGCAGGCATCAAGCAACTTTTTAAT
CACTTCGTAATCCCTTGCTTGGCTCACAAATGGGTTGTACGCTGGGGCATAAT
TATAATAGGGGTCATAGTTATAGTACCCGCCGTGGTTAAAATAGGGGCCATA
ATATGGGTGGAAAAATATTTCCTTTTTGTTATTGCTTTGATTGGTTAAGAGGC
CATTTAGGAAGCTGCTCATATGTTTCATTCGTGATGCTCTTCTATTTGCATTTT
CGTCAATGGAGGGAAGGTGCGTCTCTTGGGGTGCGCCGGGGTTTTCGCCGCTT
GGGTGGGGAGGTGTGTCAAATGGCATATTTGTGTCTACTCCTATGTTCGCATC
TGCTGGCATGTGCGTATCTACTGCCGTATGTGTGGTGTTAACGTCCGGCTCAT
TTGGGGCACTCTCAGCTGAAGAATTGCCTTCCGTTTCCAATCCAGATAGGGGT
TCGCCTTCTGGTGAGTCATCTGTCTCGTCGACTACAACTCCGGGAGAAGCTTC
TCCCTCGATGCTCTCCTGCGTTTGCGTTTCATCATTTCCTTGCGATTCCTCATTT
GGCAAATTCGCCTTTTCACTATGAACAGCGGTGTCTTCTTTTTCAGCTTCTTCA
TCTACCGCTTCTTCCTCTCCGTAAAATGACATTTTTGACTTGAGTGTTTCTCCT
GCGCTTCTCCCTCGTACTGTCACTGGGCTGCTCTCCAATCCGT
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ivax Sal-1 merozoite surface protein 7 (MSP7) partial mRNA 1657 1657 93% 0.0 99% XM 001614091

WARP

T7 Reverse forward:

TGTAACCGGTTCATTCCCCTCTAGAATAATTTTGTTTAACTTTAAGAAGGAGA
TATACATATGCACCATCATCATCATCATTCTTCTGGTCTGGTGCCACGCGGTT

CTGGTATGAAAGAAACCGCTGCTGCTAAATTCGAACGCCAGCACATGGACAG
CCCAGATCTGGGTACCGACGACGACGACAAGGCCATGGCTGATATCGGATCC



ATGAAAACAAAAGTACTATTCTTCTTGCCGTCCATTTTGCTGCTACCACATTC
GGTATGGTCAGAAACGAAAGGTCCATCTGGGCCCCCCCCAAATAAGAAGCTA
AATGCTAACGCACTACATTTCTTAAGGGGCAAATTAGAGTTACTAAATAAAA
TCAGCGAGGAGCAGGTAGTTTCTCCAGATTTTAAAAAAAACGTAGAACTGCT
GAAAAAGAAAATTGAGGAACTACAGGGTAAGGCAGAAAAGGATAAAAGTAA
AACGGATGGGGAGGATACCACACCCAAGGAACAGCAAGAAGATCAAAATGT
GAGTCAAAACGGATTGGAAGAGCAGGCCCCAAGTGACAGTAACGAGGGAGA
AGCGCAGGAAGAAAACACTCAAGTCAAAAATGTCATTTTTACGGAGAAGGA
AGAAGCGGTAGATGAAGAAGCTGAAAAAGAAGACACCGCTGTCATAAGTGA
AAAGGCGAATTTGCCAAATGAGGAATCGCAAGGAAATGATGAAACGCAAAC
GCAGGAGAGCATCGAGGGAGAAGCTTCTCCCGGAGTTGTAGTCGACGAGACA
GATGACTCACCAGAAGGCGAACCCCTATCTGGATTGGAAACGGAAGGCAATT
CTTCAGCTGAGAGTGCCCCAAATGAGCCGGACGTTAACACCACACATACGGC
AGTAGATACGCACATGCCAGCAGATGCGAACCATAGGAGTAGACACAAATAT
GCCATTTGACACACCTCCCCACCCAAGCGGCGAAAACCCCGGCGCACCCCAA
GAGACGCACTTTCCC
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vivax Sal-1 von Willebrand factor A-domain-related protein parfial mRNA 1485 1485 81% 0.0 99% XM 0016085551

T7 Forward reverse:

CCCTTCGGCTTCTTTCGGGCTTTGTTAGCAGCCGGATCTCAGTGGTGGTGGTG

GTGGTGCTCGAGTGCGGCCGCAAGCTTTCAGTCCGTACAGTCGCTGTCCCCCT
TGCTGCATATTTTCTCCTTCACCTCCGCGGCCGCAGGGATCACAAAGTCCCAG
GGCTTAAATATCACGTTCGCGCAGTTCTGGTCGCCGATGGCACATCCTCCAAG



CAAGTATGCGTTGTCCCTGTTCCCTAGGGCAATTCCCACTATCACCAGTTTGA
CATTCCTCTCTCTGTAATCTTCCACCACGTCAGGGATGAGGCTCTTATTCGCTC
CATAGTCAAATCCGTAGTAAAACAGGACTACAACTTTCGGGGCATCCTTCCTG
GTACCCTCTCCAAAAATGACATGCTCCAAGGTGTGTTCCAATGCGTATACGTA
GAGCGTATCGGGACTGGTCCCTACGTCATCTATGGCTCGAACTCTCTCAATCA
ACTTATCCTTATCTTGACTAGCCTCATCAGTGAATGGGACGATAACACGTGGG
TCTCGAGCGAATAGCACTACGGACATGTGGGCCTTGTCCTTACTCACTCGGGC
ATTCCTAACCATAGATTCTAAAAAGGGGATCGTTCCTTTCTGCCAGTAATCCT
TCTGAACAAAGCTAGACTCCTCAACAACTAAAGATATATCATAATAGTTATC
ACAATAATTTCCTGGGCTCGCTCCCCCATCAGCGCATGACCCTGGGGGGGGA
CTGCGGTTGAGAACCTATGTTGCTGTTACAAAACCCTCCATCATCAATTTCTA
AGTCTCCTTTAATGACATATTTAGTGACGCACGTTATGACCTTTTCGTCGGAG
CCCTCTTCGCCGCCAATTCTGGGAACAGAATTGTGCGACACAAGTTTATTTTG
GATCCGATATCAGCATGGCTTGTCGTCGTCGTCGTACCAGATCTGGCTGTCAT
GTGCTGCGTCGATTAGCAGCAGCGTTTCTTTCATACCAGACCGCTGC
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vivax Sal-1 von Willebrand factor A-domain-related protein partial mRNA 1485 1485 81% 0.0 99% XM 0016085551




