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Supplemental Figure 1
 

Alignment of Native and Codon‐Harmonized PfMSP8 (FVO) Gene Sequences 
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Native gene
Codon-harmonized 

Native gene
Codon-harmonized 

Native gene
Codon-harmonized 

Native gene
Codon-harmonized 

Native gene
Codon-harmonized 

Native gene
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Native gene
Codon-harmonized 

Native gene
Codon-harmonized 

Native gene
Codon-harmonized 

Native gene
Codon-harmonized 

3 6 9 1 2 1 5 1 8 2 1 2 4 2 7 3 0 3 3 3 6 3 9 4 2 4 5 4 8 5 1 5 4

A T G  G T G  T T C  A A A  A G T  T C G  G A C  A T A  T T T  T T C  T T T  C T C  T T C  C T T  G T G  A T A  C T T  T A T

A T G  G T C  T T T  A A A  A G C  T C G  G A T  A T T  T T C  T T T  T T C  T T A  T T T  C T G  G T C  A T T  C T C  T A C

5 7 6 0 6 3 6 6 6 9 7 2 7 5 7 8 8 1 8 4 8 7 9 0 9 3 9 6 9 9 1 0 2 1 0 5 1 0 8

T T T  A A T  A A C  G T T  G T A  G A A  G G G  G A G  A A T  G G A  A C T  A C A  A A T  A T C  G A A  A A T  A A T  C C T

T T C  A A C  A A T  G T T  G T A  G A A  G G G  G A G  A A C  G G T  A C T  A C C  A A C  A T A  G A A  A A C  A A C  C C A

1 1 1 1 1 4 1 1 7 1 2 0 1 2 3 1 2 6 1 2 9 1 3 2 1 3 5 1 3 8 1 4 1 1 4 4 1 4 7 1 5 0 1 5 3 1 5 6 1 5 9 1 6 2

G G A  A A T  A A T  G G T  A A T  A T G  G G A  C C A  T C A  G G A  C C A  A A A  G A T  A A A  G A C  A A G  A A T  A T T

G G T  A A C  A A C  G G C  A A C  A T G  G G T  C C G  T C T  G G T  C C G  A A A  G A C  A A A  G A T  A A G  A A C  A T T

1 6 5 1 6 8 1 7 1 1 7 4 1 7 7 1 8 0 1 8 3 1 8 6 1 8 9 1 9 2 1 9 5 1 9 8 2 0 1 2 0 4 2 0 7 2 1 0 2 1 3 2 1 6

G A A  A A G  G A T  G T A  A A T  C A C  A A C  A T G  A G T  A T G  A A T  A A T  A A T  A A T  A A T  A A T  A A T  A A T

G A A  A A G  G A C  G T A  A A C  C A T  A A T  A T G  A G C  A T G  A A C  A A C  A A C  A A C  A A C  A A C  A A C  A A C

2 1 9 2 2 2 2 2 5 2 2 8 2 3 1 2 3 4 2 3 7 2 4 0 2 4 3 2 4 6 2 4 9 2 5 2 2 5 5 2 5 8 2 6 1 2 6 4 2 6 7 2 7 0

A A T  G A C  A A T  A A T  A A T  A A T  A T A  A A T  A A C  A A T  A A T  A A T  A A T  A A T  A T A  A A T  A A C  A A C

A A C  G A T  A A C  A A C  A A C  A A C  A T T  A A C  A A T  A A C  A A C  A A C  A A C  A A C  A T T  A A C  A A C  A A C

2 7 3 2 7 6 2 7 9 2 8 2 2 8 5 2 8 8 2 9 1 2 9 4 2 9 7 3 0 0 3 0 3 3 0 6 3 0 9 3 1 2 3 1 5 3 1 8 3 2 1 3 2 4

A A C  A A T  A A T  A A T  A A T  A A T  A A T  G G T  A A T  G G A  T T T  T C A  A A T  T T T  T T T  A A T  A A A  C T T

A A T  A A C  A A C  A A C  A A C  A A C  A A C  G G C  A A C  G G T  T T C  T C T  A A C  T T C  T T C  A A C  A A A  C T C

3 2 7 3 3 0 3 3 3 3 3 6 3 3 9 3 4 2 3 4 5 3 4 8 3 5 1 3 5 4 3 5 7 3 6 0 3 6 3 3 6 6 3 6 9 3 7 2 3 7 5 3 7 8

T T T  G G A  A A A  A A A  A A A  G A T  A A C  A A A  A A A  G A G  G G A  G A A  G A A  A A A  A A T  G A A  G A A  G A T

T T C  G G T  A A A  A A A  A A A  G A C  A A T  A A A  A A A  G A G  G G T  G A A  G A A  A A A  A A C  G A A  G A A  G A C

3 8 1 3 8 4 3 8 7 3 9 0 3 9 3 3 9 6 3 9 9 4 0 2 4 0 5 4 0 8 4 1 1 4 1 4 4 1 7 4 2 0 4 2 3 4 2 6 4 2 9 4 3 2

T T A  A A T  A G T  A A T  A A G  A A C  A T T  G A A  A G T  A A T  A A G  G G G  A G T  G C T  G T A  A C T  T C T  A A T

C T G  A A C  A G C  A A C  A A G  A A T  A T T  G A A  A G C  A A C  A A G  G G G  A G C  G C T  G T A  A C T  A G C  A A C

4 3 5 4 3 8 4 4 1 4 4 4 4 4 7 4 5 0 4 5 3 4 5 6 4 5 9 4 6 2 4 6 5 4 6 8 4 7 1 4 7 4 4 7 7 4 8 0 4 8 3 4 8 6

G T A  G G G  G A T  A C A  A A T  A A T  G A C  G C A  A A A  G C A  A G G  G A C  A A C  A A T  A A T  A A T  G A T  G A T

G T A  G G G  G A C  A C C  A A C  A A C  G A T  G C T  A A A  G C T  C G A  G A T  A A T  A A C  A A C  A A C  G A C  G A C

4 8 9 4 9 2 4 9 5 4 9 8 5 0 1 5 0 4 5 0 7 5 1 0 5 1 3 5 1 6 5 1 9 5 2 2 5 2 5 5 2 8 5 3 1 5 3 4 5 3 7 5 4 0

A A T  G A T  G A T  A A T  G A C  G A G  A A T  G A T  G A T  A A T  G A T  G A T  A A T  G A T  G A T  A T T  G A T  G A G

A A C  G A C  G A C  A A C  G A T  G A G  A A C  G A C  G A C  A A C  G A C  G A C  A A C  G A C  G A C  A T T  G A C  G A G

5 4 3 5 4 6 5 4 9 5 5 2 5 5 5 5 5 8 5 6 1 5 6 4 5 6 7 5 7 0 5 7 3 5 7 6 5 7 9 5 8 2 5 8 5 5 8 8 5 9 1 5 9 4

A T T  G A T  G A A  C G T  G A T  G A T  A A T  G A T  G A T  A A T  G G T  G A T  G A T  A A T  G A T  G A T  A A T  G G T

A T T  G A C  G A A  C G A  G A C  G A C  A A C  G A C  G A C  A A C  G G C  G A C  G A C  A A C  G A C  G A C  A A C  G G C

5 9 7 6 0 0 6 0 3 6 0 6 6 0 9 6 1 2 6 1 5 6 1 8 6 2 1 6 2 4 6 2 7 6 3 0 6 3 3 6 3 6 6 3 9 6 4 2 6 4 5 6 4 8

G A T  G A T  G A T  G A T  G A T  A A T  G A T  G A T  G A C  G A T  G A T  A A T  A A T  G A T  A A T  A A T  A A T  A A A

G A C  G A C  G A C  G A C  G A C  A A C  G A C  G A C  G A T  G A C  G A C  A A C  A A C  G A C  A A C  A A C  A A C  A A A
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Native gene
Codon-harmonized 

Native gene
Codon-harmonized 

6 5 1 6 5 4 6 5 7 6 6 0 6 6 3 6 6 6 6 6 9 6 7 2 6 7 5 6 7 8 6 8 1 6 8 4 6 8 7 6 9 0 6 9 3 6 9 6 6 9 9 7 0 2

A A T  A A T  A G T  A A T  A A T  T T A  A C G  G A T  A C A  A A A  A A G  G A A  G G G  G A G  A A A  A T T  G A T  T T A

A A C  A A C  A G C  A A C  A A C  C T G  A C G  G A C  A C C  A A A  A A G  G A A  G G G  G A G  A A A  A T T  G A C  C T G

7 0 5 7 0 8 7 1 1 7 1 4 7 1 7 7 2 0 7 2 3 7 2 6 7 2 9 7 3 2 7 3 5 7 3 8 7 4 1 7 4 4 7 4 7 7 5 0 7 5 3 7 5 6

G G A  G T T  C A A  A A T  A A A  A A A  C A A  A A T  A T T  T T T  T C A  A C C  A A C  A A T  A A A  G G A  T T A  A A T

G G T  G T T  C A G  A A C  A A A  A A A  C A G  A A C  A T T  T T C  T C T  A C T  A A T  A A C  A A A  G G T  C T G  A A C

7 5 9 7 6 2 7 6 5 7 6 8 7 7 1 7 7 4 7 7 7 7 8 0 7 8 3 7 8 6 7 8 9 7 9 2 7 9 5 7 9 8 8 0 1 8 0 4 8 0 7 8 1 0

A A A  T A T  A A T  A T A  G A T  A A T  G A A  T T A  A A A  G A A  G T A  G A T  G C A  C T T  T T G  A A A  A A T  G A T

A A A  T A C  A A C  A T T  G A C  A A C  G A A  C T G  A A A  G A A  G T A  G A C  G C T  C T G  C T C  A A A  A A C  G A C

8 1 3 8 1 6 8 1 9 8 2 2 8 2 5 8 2 8 8 3 1 8 3 4 8 3 7 8 4 0 8 4 3 8 4 6 8 4 9 8 5 2 8 5 5 8 5 8 8 6 1 8 6 4

A A T  T A T  A T T  T T A  A A C  A A A  T A C  C A T  G T T  T C A  T T T  T T T  A A T  A A T  T T T  G A A  G A A  G A T

A A C  T A C  A T T  C T G  A A T  A A A  T A T  C A C  G T T  T C T  T T C  T T C  A A C  A A C  T T C  G A A  G A A  G A C

8 6 7 8 7 0 8 7 3 8 7 6 8 7 9 8 8 2 8 8 5 8 8 8 8 9 1 8 9 4 8 9 7 9 0 0 9 0 3 9 0 6 9 0 9 9 1 2 9 1 5 9 1 8

A C A  T A T  A A T  A A G  A A G  A A A  T T T  A T A  A G A  C C G  T A T  G A T  C T T  A G C  T T G  T T A  A A A  A G T

A C C  T A C  A A C  A A G  A A G  A A A  T T C  A T T  C G T  C C C  T A C  G A C  C T G  A G C  C T C  C T G  A A A  A G C

9 2 1 9 2 4 9 2 7 9 3 0 9 3 3 9 3 6 9 3 9 9 4 2 9 4 5 9 4 8 9 5 1 9 5 4 9 5 7 9 6 0 9 6 3 9 6 6 9 6 9 9 7 2

A T A  T T A  A T A  T A T  A G A  C A A  A G A  G T A  A C A  A G A  A A T  T G T  G T T  A A T  G T T  T T T  C A A  G A T

A T T  C T G  A T T  T A C  C G T  C A G  C G T  G T A  A C C  C G T  A A C  T G C  G T T  A A C  G T T  T T C  C A G  G A C

9 7 5 9 7 8 9 8 1 9 8 4 9 8 7 9 9 0 9 9 3 9 9 6 9 9 9 1 ,0 0 2 1 ,0 0 5 1 ,0 0 8 1 ,0 1 1 1 ,0 1 4 1 ,0 1 7 1 ,0 2 0 1 ,0 2 3 1 ,0 2 6

C T C  A A T  G C T  G T T  T T T  G G T  A A A  T G T  T A T  A A T  A A A  G A T  G A C  A C T  A A A  T T A  A G T  A T T

T T A  A A C  G C T  G T T  T T C  G G C  A A A  T G C  T A C  A A C  A A A  G A C  G A T  A C T  A A A  C T G  A G C  A T T

1 ,0 2 9 1 ,0 3 2 1 ,0 3 5 1 ,0 3 8 1 ,0 4 1 1 ,0 4 4 1 ,0 4 7 1 ,0 5 0 1 ,0 5 3 1 ,0 5 6 1 ,0 5 9 1 ,0 6 2 1 ,0 6 5 1 ,0 6 8 1 ,0 7 1 1 ,0 7 4 1 ,0 7 7 1 ,0 8 0

A C T  C G T  G A T  A A A  G T T  A A A  A A A  G A G  T T A  A G T  A G G  A A A  A A T  A G A  A A T  T T T  G T A  G A A

A C T  C G A  G A C  A A A  G T T  A A A  A A A  G A G  C T G  A G C  C G A  A A A  A A C  C G T  A A C  T T C  G T A  G A A

1 ,0 8 3 1 ,0 8 6 1 ,0 8 9 1 ,0 9 2 1 ,0 9 5 1 ,0 9 8 1 ,1 0 1 1 ,1 0 4 1 ,1 0 7 1 ,1 1 0 1 ,1 1 3 1 ,1 1 6 1 ,1 1 9 1 ,1 2 2 1 ,1 2 5 1 ,1 2 8 1 ,1 3 1 1 ,1 3 4

T A C  T T A  A T T  G A A  A T G  T T A  G A A  A A T  A C C  C T T  A A T  A G T  A T G  A A T  G A T  G A T  T T T  A T T

T A T  C T G  A T T  G A A  A T G  C T G  G A A  A A C  A C G  C T C  A A C  A G C  A T G  A A C  G A C  G A C  T T C  A T T

1 ,1 3 7 1 ,1 4 0 1 ,1 4 3 1 ,1 4 6 1 ,1 4 9 1 ,1 5 2 1 ,1 5 5 1 ,1 5 8 1 ,1 6 1 1 ,1 6 4 1 ,1 6 7 1 ,1 7 0 1 ,1 7 3 1 ,1 7 6 1 ,1 7 9 1 ,1 8 2 1 ,1 8 5 1 ,1 8 8

A A T  A A A  G A T  A A T  T T T  G A T  T T A  A A T  A A T  T A T  G T T  A A A  G A A  T T T  G A A  T T A  A T A  A A T

A A C  A A A  G A C  A A C  T T C  G A C  C T G  A A C  A A C  T A C  G T T  A A A  G A A  T T C  G A A  C T G  A T T  A A C

1 ,1 9 1 1 ,1 9 4 1 ,1 9 7 1 ,2 0 0 1 ,2 0 3 1 ,2 0 6 1 ,2 0 9 1 ,2 1 2 1 ,2 1 5 1 ,2 1 8 1 ,2 2 1 1 ,2 2 4 1 ,2 2 7 1 ,2 3 0 1 ,2 3 3 1 ,2 3 6 1 ,2 3 9 1 ,2 4 2

T A T  T T A  T T A  A T A  C A T  G A A  G A T  T C A  G A T  A T A  T T T  T T A  G A A  A C A  T A T  A A T  T T A  A T A

T A C  C T G  C T G  A T T  C A C  G A A  G A C  T C T  G A C  A T T  T T C  C T G  G A A  A C C  T A C  A A C  C T G  A T T

1 ,2 4 5 1 ,2 4 8 1 ,2 5 1 1 ,2 5 4 1 ,2 5 7 1 ,2 6 0 1 ,2 6 3 1 ,2 6 6 1 ,2 6 9 1 ,2 7 2 1 ,2 7 5 1 ,2 7 8 1 ,2 8 1 1 ,2 8 4 1 ,2 8 7 1 ,2 9 0 1 ,2 9 3 1 ,2 9 6

A G T  G G A  T T A  A A T  T C A  A A C  A T A  G A A  G A A  A C A  T C T  A T T  G A A  A A G  C T T  A A A  T A T  G C A

A G C  G G T  C T G  A A C  T C T  A A T  A T T  G A A  G A A  A C C  A G C  A T T  G A A  A A G  C T C  A A A  T A C  G C T



47 
 

 

Supplemental Figure 1.  Codon‐harmonized PfMSP8 gene sequence.  Shown are the coding sequences of the 

native P. falciparum MSP8 (FVO) gene and the codon‐harmonized synthetic gene used for the recombinant 

expression of PfMSP8 in E. coli.  Identical bases are shaded in gray.   

 

   

Native gene
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Native gene
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Native gene
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Native gene
Codon-harmonized 

Native gene
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Native gene
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Native gene
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1 ,2 9 9 1 ,3 0 2 1 ,3 0 5 1 ,3 0 8 1 ,3 1 1 1 ,3 1 4 1 ,3 1 7 1 ,3 2 0 1 ,3 2 3 1 ,3 2 6 1 ,3 2 9 1 ,3 3 2 1 ,3 3 5 1 ,3 3 8 1 ,3 4 1 1 ,3 4 4 1 ,3 4 7 1 ,3 5 0

A T A  T T A  C A A  G G A  A A A  C A A  A T C  A A T  T A C  A A A  A T T  A A G  G A T  G A T  A T T  T A T  T A T  A T C

A T T  C T G  C A G  G G T  A A A  C A G  A T A  A A C  T A T  A A A  A T T  A A G  G A C  G A C  A T T  T A C  T A C  A T A

1 ,3 5 3 1 ,3 5 6 1 ,3 5 9 1 ,3 6 2 1 ,3 6 5 1 ,3 6 8 1 ,3 7 1 1 ,3 7 4 1 ,3 7 7 1 ,3 8 0 1 ,3 8 3 1 ,3 8 6 1 ,3 8 9 1 ,3 9 2 1 ,3 9 5 1 ,3 9 8 1 ,4 0 1 1 ,4 0 4

C T T  A A A  A A T  G C A  T A T  G C G  A A A  T A T  T T T  A A A  A T T  G A T  G T A  T A T  A A A  A A A  G G A  A A A

C T C  A A A  A A C  G C T  T A C  G C C  A A A  T A C  T T C  A A A  A T T  G A C  G T A  T A C  A A A  A A A  G G T  A A A

1 ,4 0 7 1 ,4 1 0 1 ,4 1 3 1 ,4 1 6 1 ,4 1 9 1 ,4 2 2 1 ,4 2 5 1 ,4 2 8 1 ,4 3 1 1 ,4 3 4 1 ,4 3 7 1 ,4 4 0 1 ,4 4 3 1 ,4 4 6 1 ,4 4 9 1 ,4 5 2 1 ,4 5 5 1 ,4 5 8

T T A  T T A  T A T  C C A  A C T  T T A  T A T  T A T  C A T  A G A  A A T  G C A  T T T  A T A  A A A  T C T  T T T  G T A

C T G  C T G  T A C  C C G  A C T  C T G  T A C  T A C  C A C  C G T  A A C  G C T  T T C  A T T  A A A  A G C  T T C  G T A

1 ,4 6 1 1 ,4 6 4 1 ,4 6 7 1 ,4 7 0 1 ,4 7 3 1 ,4 7 6 1 ,4 7 9 1 ,4 8 2 1 ,4 8 5 1 ,4 8 8 1 ,4 9 1 1 ,4 9 4 1 ,4 9 7 1 ,5 0 0 1 ,5 0 3 1 ,5 0 6 1 ,5 0 9 1 ,5 1 2

G T C  G A A  T T T  T T T  A A T  A A T  A A T  A A A  G T A  T G T  G A G  A A T  A C A  A A G  T G T  C C T  C T T  A A T

G T C  G A A  T T C  T T C  A A C  A A C  A A C  A A A  G T A  T G C  G A G  A A C  A C C  A A G  T G C  C C A  C T C  A A C

1 ,5 1 5 1 ,5 1 8 1 ,5 2 1 1 ,5 2 4 1 ,5 2 7 1 ,5 3 0 1 ,5 3 3 1 ,5 3 6 1 ,5 3 9 1 ,5 4 2 1 ,5 4 5 1 ,5 4 8 1 ,5 5 1 1 ,5 5 4 1 ,5 5 7 1 ,5 6 0 1 ,5 6 3 1 ,5 6 6

T C C  A A T  T G T  T A T  G T T  A T A  G A T  G A T  G A A  G A A  A C C  T G T  A G A  T G T  C T A  C C T  G G A  T T T

T C G  A A C  T G C  T A C  G T T  A T T  G A C  G A C  G A A  G A A  A C G  T G C  C G T  T G C  C T C  C C A  G G T  T T C

1 ,5 6 9 1 ,5 7 2 1 ,5 7 5 1 ,5 7 8 1 ,5 8 1 1 ,5 8 4 1 ,5 8 7 1 ,5 9 0 1 ,5 9 3 1 ,5 9 6 1 ,5 9 9 1 ,6 0 2 1 ,6 0 5 1 ,6 0 8 1 ,6 1 1 1 ,6 1 4 1 ,6 1 7 1 ,6 2 0

A A T  A A T  A T A  A A A  A T T  G A T  G A T  G A A  A T G  A A T  T G T  G T A  A G G  G A T  G A T  A C A  T T A  G A T

A A C  A A C  A T T  A A A  A T T  G A C  G A C  G A A  A T G  A A C  T G C  G T A  C G A  G A C  G A C  A C C  C T G  G A C

1 ,6 2 3 1 ,6 2 6 1 ,6 2 9 1 ,6 3 2 1 ,6 3 5 1 ,6 3 8 1 ,6 4 1 1 ,6 4 4 1 ,6 4 7 1 ,6 5 0 1 ,6 5 3 1 ,6 5 6 1 ,6 5 9 1 ,6 6 2 1 ,6 6 5 1 ,6 6 8 1 ,6 7 1 1 ,6 7 4

T G T  T C T  A G A  A A T  A A T  G G A  G G A  T G T  G A T  A T A  C A T  G C T  A A A  T G T  T C C  T T T  A T A  A A T

T G C  A G C  C G T  A A C  A A C  G G T  G G T  T G C  G A C  A T T  C A C  G C T  A A A  T G C  T C G  T T C  A T T  A A C

1 ,6 7 7 1 ,6 8 0 1 ,6 8 3 1 ,6 8 6 1 ,6 8 9 1 ,6 9 2 1 ,6 9 5 1 ,6 9 8 1 ,7 0 1 1 ,7 0 4 1 ,7 0 7 1 ,7 1 0 1 ,7 1 3 1 ,7 1 6 1 ,7 1 9 1 ,7 2 2 1 ,7 2 5 1 ,7 2 8

A A A  C A A  A T T  G T G  T G T  G A A  T G T  A A G  G A T  A A A  T T T  G A A  G G T  G A T  G G A  A T A  T A T  T G T

A A A  C A G  A T T  G T C  T G C  G A A  T G C  A A G  G A C  A A A  T T C  G A A  G G C  G A C  G G T  A T T  T A C  T G C

1 ,7 3 1 1 ,7 3 4 1 ,7 3 7 1 ,7 4 0 1 ,7 4 3 1 ,7 4 6 1 ,7 4 9 1 ,7 5 2 1 ,7 5 5 1 ,7 5 8 1 ,7 6 1 1 ,7 6 4 1 ,7 6 7 1 ,7 7 0 1 ,7 7 3 1 ,7 7 6 1 ,7 7 9 1 ,7 8 2

T C C  T A T  T C T  T T T  T T T  A G T  T C A  A T A  C A T  A A T  T T T  A T A  T T C  T T T  T T T  A T A  T T G  T G T

T C G  T A C  A G C  T T C  T T C  A G C  T C T  A T T  C A C  A A C  T T C  A T T  T T T  T T C  T T C  A T T  C T C  T G C

1 ,7 8 5 1 ,7 8 8 1 ,7 9 1 1 ,7 9 4 1 ,7 9 7 1 ,8 0 0 1 ,8 0 3 1 ,8 0 6 1 ,8 0 9 1 ,8 1 2 1 ,8 1 5 1 ,8 1 8 1 ,8 2 1 1 ,8 2 4 1 ,8 2 7 1 ,8 3 0 1 ,8 3 3 1 ,8 3 6

C T A  T T T  A T T  T T T  A T T  T T A  . . .  . . .  . . .  . . .  . . .  . . .  . . .  . . .  . . .  . . .  . . .  . . .

C T C  T T C  A T T  T T C  A T T  C T G  . . .  . . .  . . .  . . .  . . .  . . .  . . .  . . .  . . .  . . .  . . .  . . .
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Supplemental Table 1 

18‐mer overlapping peptides of PfMSP8 
 

Peptide Number  Peptide Sequence 
Peptide Location in Full‐
Length PfMSP8 (FVO) 

1  NGTTNIENNPGNNGNMGP 27‐44 
2  PGNNGNMGPSGPKDKDKN 36‐53 
3  SGPKDKDKNIEKDVNHNM 45‐62 
4  IEKDVNHNMSMNNNNNNN 54‐71 
5  SMNNNNNNNNNDNNNNIN 63‐80 
6  NNDNNNNINNNNNNNINN 72‐89 
7  NNNNNNINNNNNNNNNNG 81‐98 
8  NNNNNNNNGNGFSNFFNK 90‐107 
9  NGFSNFFNKLFGKKKDNK 99‐116 
10  LFGKKKDNKKEGEEKNEE 108‐125 
11  KEGEEKNEEDLNSNKNIE 117‐134 
12  DLNSNKNIESNKGSAVTS 126‐143 
13  SNKGSAVTSNVGDTNNDA 135‐152 
14  NVGDTNNDAKARDNNNND 144‐161 
15  KARDNNNNDDNDDNDEND 153‐170 
16  DNDDNDENDDNDDNDDID 162‐179 
17  DNDDNDDIDEIDERDDND 171‐188 
18  EIDERDDNDDNGDDNDDN 180‐197 
19  DNGDDNDDNGDDDDDNDD 189‐206 
20  GDDDDDNDDDDDNNDNNN 198‐215 
21  DDDNNDNNNKNNSNNLTD 207‐224 
22  KNNSNNLTDTKKEGEKID 216‐233 
23  TKKEGEKIDLGVQNKKQN 225‐242 
24  LGVQNKKQNIFSTNNKGL 234‐251 
25  IFSTNNKGLNKYNIDNEL 243‐260 
26  NKYNIDNELKEVDALLKN 252‐269 
27  KEVDALLKNDNYILNKYH 261‐278 
28  DNYILNKYHVSFFNNFEE 270‐287 
29  VSFFNNFEEDTYNKKKFI 279‐296 
30  DTYNKKKFIRPYDLSLLK 288‐305 
31  RPYDLSLLKSILIYRQRV 297‐314 
32  SILIYRQRVTRNCVNVFQ 306‐323 
33  TRNCVNVFQDLNAVFGKC 315‐332 
34  DLNAVFGKCYNKDDTKLS 324‐341 
35  YNKDDTKLSITRDKVKKE 333‐350 
36  ITRDKVKKELSRKNRNFV 342‐359 
37  LSRKNRNFVEYLIEMLEN 351‐368 
38  EYLIEMLENTLNSMNDDF 360‐377 
39  TLNSMNDDFINKDNFDLN 369‐386 
40  INKDNFDLNNYVKEFELI 378‐395 
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Number, sequence and amino acid position of overlapping synthetic peptides of PfMSP8 (FVO) used to map T 

cell epitopes recognized by mice immunized with rPfMSP8 or rPfMSP8 (ΔAsn/Asp).   

41  NYVKEFELINYLLIHEDS 378‐404 
42  NYLLIHEDSDIFLETYNL 396‐413 
43  DIFLETYNLISGLNSNIE 405‐422 
44  ISGLNSNIEETSIEKLKY 414‐431 
45  ETSIEKLKYAILQGKQIN 423‐440 
46  AILQGKQINYKIKDDIYY 432‐449 
46  YKIKDDIYYILKNAYAKY 441‐458 
48  ILKNAYAKYFKIDVYKKG 450‐467 
49  FKIDVYKKGKLLYPTLYY 459‐476 
50  KLLYPTLYYHRNAFIKSF 468‐485 
51  HRNAFIKSFVVEFFNNNK 477‐494 
52  VVEFFNNNKVCENTKCPL 486‐503 
53  VCENTKCPLNSNCYVIDD 495‐512 
54  NSNCYVIDDEETCRCLPG 504‐521 
55  EETCRCLPGFNNIKIDDE 513‐530 
56  FNNIKIDDEMNCVRDDTL 522‐539 
57  MNCVRDDTLDCSRNNGGC 531‐548 
58  DCSRNNGGCDIHAKCSFI 540‐557 
59  DIHAKCSFINKQIVCECK 549‐566 
60  QIVCECKDKFEGDGIYCS 560‐577 


