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Figure S1. Schematic representation of the structural features of RAP-1 and RRA proteins. The relative location of the
typical conserved Cys residues of the RAP-1 proteins is marked in red. The solid red box represents the repetitive
region in the RAP-1 proteins of B. bovis and the RAP-1 putative B. microti BmIPA48 and Bm960 proteins. (The proteins
are not represented in scale).
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Figure S2. Amino acid sequence alignment between the BmIPA48 and Bm960 RAP-1 like proteins. Note the alignments
of the 4 conserved Cys and Tyr residues at the NT-end of the proteins.
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Figure S3. Amino acid sequence of the Bm947 protein. The region with repeats is marked in red font.
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Figure S4. Schematic representation of the 300 bp region of homology among the B. microti RAP-1 like genes
BMR1_03g00947 (947) and BMR1_03g00960 (960).
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Pf 3812 NGDEYNGDEYNGDEYNGDEYNG 3833
NG+ +G+ +G+ N E+NG
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Figure S5. Amino acid alignment between BmIPA48 (Bm) and PF3D7_1324300 (Pf). The only region of homology
corresponds with a G-rich repeated region.
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Figure S6. Secondary structure prediction of BmIPA48using the software Phoebius. Two putative transmembrane
domains were confirmed by this predictive algorithm.



