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Fig. (S1). Prediction of transmembrane helices in the SAG1 protein using the TMHMM Server v2.0. The plot shows the probability of
amino acid residues being located in transmembrane regions, inside, or outside the membrane. Proteins with an expected number of
amino acids in transmembrane helices (Exp number of AAs in TMHs) greater than 18 are considered likely transmembrane proteins.
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Fig. (S2). Prediction of transmembrane helices in the GRA1 protein using the TMHMM Server v2.0.

Fig. (S3). Prediction of transmembrane helices in the MIC4 protein using the TMHMM Server v2.0.
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Fig. (S4). Signal peptide prediction of the SAG1 protein using SignalP 4.1. The analysis shows the predicted N-terminal signal peptide
and cleavage site probability.

Fig. (S5). Signal peptide prediction of the GRA1 protein using SignalP 4.1. The analysis shows the predicted N-terminal signal peptide
and cleavage site probability.
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Fig. (S6). Signal peptide prediction of the MIC4 protein using SignalP 4.1. The analysis shows the predicted N-terminal signal peptide
and cleavage site probability.


