A.LdSNXi cDNA Sequence (L.donovani strain LG13)

ATGGCCGCCGGCAACTCCATCTCTGTAAAGGTGGATGTGCCGTCCCAGG
TGAAGGGCCAGGGCACTCTGGAGATGTCGTACTACATCTACCCCATCAC
GATGCGCTTGCCTGGCTTTATGAGCGATGCTCGGTTCAACCGGCGGTAC
ACCGACTTTGAGACTCTGCGCGGCCAGCTGTGTGCGACCTACTGGTACT
GCATTGTGCCACCCATTCCAGAGAAGGAGTCGGTGCAGGATAAGCTGGG
AANGCTGCCACGCATGGTGGCGTCGGCGAAGGAGACGACCGCCTCCGAG
GGCGACCTGCTCGAGTACCGTCGTATCAGCCTGCGGCGCTTCCTGCAGC
GGCTTGCCTACCACCCCATCCTGGGCAAGTCTGACCTTCTACAGAAGTT
CACGAACGATAACGAGTGGCGCCAGTGCACTCGCGACCCGGTGAAGCCG
CCTCGCTTTATCGTGTCGTCGTCGCTGGAGGAGATCGCCAGATCATGGG
CTCCGTCAAGCAGTGCCTCTGGCGCCGGTACTCAAGGTAGCGGTGGCGC
TGCCGGGGGTGGTGGCGTTAGCCAAACCGGAGCGGCGTATCAGTTGGCA
CTGACTCAAGAGCCAGTGGATGAGGCGACGTGGAGGGCGACAAGCGAGT
ACATTGGTGAGCTGGAGTCTAACCTCAAGAGCATGCGCAACCTGCTGGA
GGCACTCGTGGATCGTCACCGGCGCGCCGCCTCCGCCGTGAGCAACTTC
GCCGCCTCTTTTGGGCTGCTTGCGGAAGGCGAAGAGGATGCCGAGCTGC
GCGGCGCCATCGAAGGGGTGCGCGACTGCGGTCGCAAAGTGGCAGATGT
CTACAGCAAACACGCTGACAACGAGTCGACGCGGCTTGTCAGCACGTTA
AGCTTTTACGTGGGTATGTGTGCCGCCGTGCGGGAGACTCTGAGCCACA
TGTTCAGCGCCCGCCAGTATCTGCGCAACTTGCAGAAGAAGGGCCAGGA
ACTGCAGGCGTCGGCGATGCGGGCACAGTCGGCCAACCAGGTGCAGCTG
CAGAGCGAGCTGCACTTCGTGAATGAGCAGCGGGCCCACCTCGAGGAAG
ACCTCATGGGCGCCGAGAAGACCTTCAGCGAGGAATTTATTCTCTTCCA
CGAAAACAAGCAATATGACGCCAAGGATATGCTGAAGAAGTTTGGCATG
CTGGAGCTCAGCTTCTCTGAGTCGATGAAGCAGGAGTGGGACGCCCTGC
GGCCAATGTTGGAGTCCCTTGGCACATAG

B. LdSNX1i Amino acid Sequence (L.donovani strain
LG13)

MAAGNSISVKVDVPSQVKGQGTLEMSYYIYPITMRLPGFMSDARFNRRY
TDFETLRGQLCATYWYCIVPPIPEKESVQDKLGKLPRMVASAKETTASE
GDLLEYRRISLRRFLQORLAYHPILGKSDLLQKFTNDNEWRQCTRDPVKP
PRFIVSSSLEEIARSWAPSSSASGAGTQGSGGAAGGGGVSQTGAAYQLA
LTQEPVDEATWRATSEYIGELESNLKSMRNLLEALVDRHRRAASAVSNF
AASFGLLAEGEEDAELRGAIEGVRDCGRKVADVYSKHADNESTRLVSTL
SFYVGMCAAVRETLSHMFSARQYLRNLQKKGQELQASAMRAQSANQVQL
QSELHFVNEQRAHLEEDLMGAEKTFSEEF ILFHENKQYDAKDMLKKFGM
LELSFSESMKQEWDALRPMLESLGT
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ATGGCCGCCGGCAACTCCATCTCTGTAAAGGTGGATGTGCCGTCCCAGGTGAAGGGCCAG

ATGGCCGCCGGCAACTCCATCTCTGTAAAGGTGGATGTGCCGTCCCAGGTGAAGGGCCAG
hokkkkkkkkkhkhkkhhkkhkkhkhkhhhhhhhhkhhkkhhkkhkhhkhkhhhkkhkhkkkkkk k&

GGCACTCTGGAGATGTCGTACTACATCTACCCCATCACGATGCGCTTGCCTGGCTTTATG

GGCACTCTGGAGATGTCGTACTACATCTACCCCATCACGATGCGCTTGCCTGGCTTTATG
okkkkkkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkhkkhkkkkkkhkkdkkhkhkkkk

AGCGATGCTCGGTTCAACCGGCGGTACACCGACTTTGAGACTCTGCGCGGCCAGCTGTGT
AGCGATGCTCGGTTCAACCGGCGGTACACCGACTTTGAGACTCTGCGCGGCCAGCTGTGT

Kk khkkhkkhkkhkkhkhkhkkhkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkkkkkkkkk*

GCGACCTACTGGTACTGCATTGTGCCACCCATTCCAGAGAAGGAGTCGGTGCAGGATAAG
GCGACCTACTGGTACTGCATTGTGCCACCCATTCCAGAGAAGGAGTCGGTGCAGGATAAG
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CTGGGAAAGCTGCCACGCATGGTGGCGTCGGCGAAGGAGACGACCGCCTCCGAGGGCGAC

CTGGGAAAGCTGCCACGCATGGTGGCGTCGGCGAAGGAGACGACCGCCTCCGAGGGCGAC
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CTGCTCGAGTACCGTCGTATCAGCCTGCGGCGCTTCCTGCAGCGGCTTGCCTACCACCCC

CTGCTCGAGTACCGTCGTATCAGCCTGCGGCGCTTCCTGCAGCGGCTTGCCTACCACCCC
hokkkkkkkkkhkkkkkkkkhhkhhhhhkhhhkkhkkkkkkhkhhkhkhkkkkhkkkkkkk k&

ATCCTGGGCAAGTCTGACCTTCTACAGAAGTTCACGAACGATAACGAGTGGCGCCAGTGC

ATCCTGGGCAAGTCTGACCTTCTACAGAAGTTCACGAACGATAACGAGTGGCGCCAGTGC
hokkkkkkkkkhhhkkhhkkhkkhkhkhhhhhhhkkhhkkhhkkhkhhkhkhkkkkkkkkkkkk k&

ACTCGCGACCCGGTGAAGCCGCCTCGCTTTATCGTGTCGTCGTCGCTGGAGGAGATCGCC

ACTCGCGACCCGGTGAAGCCGCCTCGCTTTATCGTGTCGTCGTCGCTGGAGGAGATCGCC
okkkkkkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkhkkkkkkkkkhkkkkhkkkkkk

AGATCATGGGCTCCGTCAAGCAGTGCCTCTGGCGCCGGTACTCAAGGTAGCGGTGGCGCT
AGATCATGGGCTCCGTCAAGCAGTGCCTCTGGCGCCGGTACTCAAGGTAGCGGTGGCGCT

Kk khkkhkkhkkhkkhkkhkhkhkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkkkkkk k%

GCCGGGGGTGGTGGCGTTAGCCAAACCGGAGCGGCGTATCAGTTGGCACTGACTCAAGAG
GCCGGGGGTGGTGGCGTTAGCCAAACCGGAGCGGCGTATCAGTTGGCACTGACTCAAGAG

Kk khkkhkkhkkhkkhkkhkhkkhkhkhkhkhkhkhkhkhkhkhkhkhkkkhkkkkkkkhkkkkk*

CCAGTGGATGAGGCGACGTGGAGGGCGACAAGCGAGTACATTGGTGAGCTGGAGTCTAAC

CCAGTGGATGAGGCGACGTGGAGGGCGACAAGCGAGTACATTGGTGAGCTGGAGTCTAAC
R R R

CTCAAGAGCATGCGCAACCTGCTGGAGGCACTCGTGGATCGTCACCGGCGCGCCGLCTCC

CTCAAGAGCATGCGCAACCTGCTGGAGGCACTCGTGGATCGTCACCGGCGCGCCGLCTCC
R R R

GCCGTGAGCAACTTCGCCGCCTCTTTTGGGCTGCTTGCGGAAGGCGAAGAGGATGCCGAG

GCCGTGAGCAACTTCGCCGCCTCTTTTGGGCTGCTTGCGGAAGGCGAAGAGGATGCCGAG
hokkkkkkkkkhhkkhhkkkkkkhhkhhkhkhhhkkhhkkhhhkkhhkkhkkkkkkkkkkkk k&

CTGCGCGGCGCCATCGAAGGGGTGCGCGACTGCGGTCGCAAAGTGGCAGATGTCTACAGC

CTGCGCGGCGCCATCGAAGGGGTGCGCGACTGCGGTCGCAAAGTGGCAGATGTCTACAGC
okkkkkkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkhkkhkkkkkkkkkdkkkkkkkkk

AAACACGCTGACAACGAGTCGACGCGGCTTGTCAGCACGTTAAGCTTTTACGTGGGTATG

AAACACGCTGACAACGAGTCGACGCGGCTTGTCAGCACGTTAAGCTTTTACGTGGGTATG
dkkkkkkkkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkhkkkkkkkkkkkkkkkkkkkx

TGTGCCGCCGTGCGGGAGACTCTGAGCCACATGTTCAGCGCCCGCCAGTATCTGCGCAAC
TGTGCCGCCGTGCGGGAGACTCTGAGCCACATGTTCAGCGCCCGCCAGTATCTGCGCAAC

Kk khkkhkkhkkhkkhkkhkkhkkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkhkkkkkkk*

TTGCAGAAGAAGGGCCAGGAACTGCAGGCGTCGGCGATGCGGGCACAGTCGGCCAACCAG

TTGCAGAAGAAGGGCCAGGAACTGCAGGCGTCGGCGATGCGGGCACAGTCGGCCAACCAG
R R R

GTGCAGCTGCAGAGCGAGCTGCACTTCGTGAATGAGCAGCGGGCCCACCTCGAGGAAGAC

GTGCAGCTGCAGAGCGAGCTGCACTTCGTGAATGAGCAGCGGGCCCACCTCGAGGAAGAC
R R e R L

CTCATGGGCGCCGAGAAGACCTTCAGCGAGGAATTTATTCTCTTCCACGAAAACAAGCAA

CTCATGGGCGCCGAGAAGACCTTCAGCGAGGAATTTATTCTCTTCCACGAAAACAAGCAA
hokkkkkkkkkhkkkhkkkkkkhhkhhhkhhhkkhkkkkkkkkhkkkhkkkkkkkkkkkk k&

TATGACGCCAAGGATATGCTGAAGAAGTTTGGCATGCTGGAGCTCAGCTTCTCTGAGTCG

TATGACGCCAAGGATATGCTGAAGAAGTTTGGCATGCTGGAGCTCAGCTTCTCTGAGTCG
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CLUSTAL 0(1.2.4) multiple sequence alignment
Amino acid Sequence
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ATYWYCIVPPIPEKESVQDKLGKLPRMVASAKETTASEGDLLEYRRISLRRFLQRLAYHP
ATYWYCIVPPIPEKESVQDKLGKLPRMVASAKETTASEGDLLEYRRISLRRFLQRLAYHP
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ILGKSDLLQKFTNDNEWRQCTRDPVKPPRFIVSSSLEETIARSWAPSSSASGAGTQGSGGA

ILGKSDLLQKFTNDNEWRQCTRDPVKPPRFIVSSSLEEIARSWAPSSSASGAGTQGSGGA
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AGGGGVSQTGAAYQLALTQEPVDEATWRATSEY IGELESNLKSMRNLLEALVDRHRRAAS

AGGGGVSQTGAAYQLALTQEPVDEATWRATSEY IGELESNLKSMRNLLEALVDRHRRAAS
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