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R B O (F30) : Transcriptional profiles and sequence diversities were analyzed using SERA
genes of malaria parasites from a variety of different vertebrate hosts. As a result, we found that the
repertories of SERA genes showing abundant expression and essential for parasite survival were
different between primate and rodent parasites. In addition, primate parasites when compared to rodent
parasites have larger number of SERA genes and positive selections were detected in the several SERA
genes in primate parasites. These findings suggest that SERA genes have acquired multiple functions
relevant to the parasite extension of host range.
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