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One of the most interesting phenomena describing the evolution of east African cichlids is that the
morphological diversification has occurred very rapidly and in the same time, the morphological parallelisms
have been observed between lakes. Understanding the molecular mechanism underlying the parallelism may be
of primary importance in recent evolutionary biology. To elucidate this mechanism, we first try to find out
genomic regions, which may contribute to change particular morphological characters for which parallelisms are
observed. Recently, we have succeeded in making experimental cross between two Lake Victoria cichlids, both
of which possess adaptive and unique morphological characters (Haplochromis chilotes and H. sp. ‘rock
kribensis’ ). In particular, the Haplochromis chilotes is unique species in Lake Victoria in that they possess
hypertrophied lip, which is also observed in Lakes Malawi and Tanganyika.

At present, more than 600 F2 generations are bred in our aquaria. First of all, I measured the degree of lip
hypertrophy of the mature wild, F1 and F2 individuals. As a result, the degree of lip hypertrophy in F1 individuals
was uniformly intermediate between wild species. On the other hand the degree of lip hypertrophy of F2 was
highly variable. This indicate that the combination of several independent QTLs may be responsible for the
formation of hypertrophied lip in cichlid.

These F2 cichlids will be used for construction of the microsatellite based genetic linkage map and for QTL
mapping to pinpoint the genomic regions responsible for lip hypertrophy.




