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Genetic mechanism of parallel evolution in a shell brooding dwarf cichlid
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The endemic cichlid species to Lake Tangan%ika, Telmatochromis temporalis,
consists normal morph, which inhabits rocky bottom, and dwarf morph, which inhabits shell-bed. The
dwarf morph evolved from the normal morph in parallel at two localities. This study aimed to reveal
molecular mechanism of the parallel evolution. During study period, we produced F2 individuals from
a cross family between the normal and dwarf morphs, and conducted a QTL analysis. As a result, we
found at least four loci that associate with difference in body size between the morphs. Further, we
conducted morphological and molecular analyses for the third morph "slender morph™, and revealed
that this morph is different from the other morphs of T. temporalis or the other species.
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