Table S5. Vaccine versus Native peptides.

# Sequence Pool # Sequence Pool
31 VFGKGIIENSKTTF Vv 112 VFGKGIIENSNTTF N
32 INENSKTTFLTPVA Vv 113 INENSNTTFLTPVA N
33 SKTTFLTPVATGNQY Vv 114 SNTTFLTPVATGNQY N
56 FRPAKDISFQNLVYL Vv 115 FRPAKDISFONYTYL N
57 DISFONLVYLSKNVV Vv 116 DISFONYTYLSKNVV N
58 NLVYLSKNVVDNWEK Vv 117 NYTYLSKNVVDNWEK N
73 EKIKEGFKNKNREMI Vv 118 EKIKEGFKNKNASMI N
74 | GFKNKNREMIKSAFL v 119 | GFKNKNASMIKSAFL N
75 | NREMIKSAFLPTGAF v 120 | NASMIKSAFLPTGAF N
83 | IFNVKPTCLINDKNY v 121 | IFNVKPTCLINNSSY N
84 | PTCLINDKNYIATTA v 122 | PTCLINNSSYIATTA N
85 | NDKNYIATTALSHPI v 123 | NNSSYIATTALSHPI N
98 | DSLKCPCDPEMVSQS v 124 | DSLKCPCDPEMVSNS N
99 PCDPEMVSQSTCRFF Vv 125 PCDPEMVSNSTCRFF N
100 | MVSQSTCRFFVCKCV v 126 | MVSNSTCRFFVCKCV N
32 | IIENSKTTFLTPVA v 194 | IIENSNTTFLKPVA N
147 | SKTTFLTPVATGNQD Vv 195 | SNTTFLKPVATGNQD N
148 | LTPVATGNQDLKDGG Vv 196 LKPVATGNQDLKDGG N
167 | FRPAKDKLFENLVYL Vv 197 FRPAKDKLFENYTYL N
168 | DKLFENLVYLSKNVV Vv 198 DKLFENYTYLSKNVV N
169 | NLVYLSKNVVDNWEE \Y, 199 NYTYLSKNVVDNWEE N

15mer peptide sequences are shown, and pools indicated: V = sequence found in vaccine insert (n =
21); N = sequence found in native parasite (n = 21). Amino acids that were substituted to prevent

potential N-linked glycosylation are highlighted in bold.






