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Identification of causal genes controlling the flowering period and numbsers in
Nelumbo nucifera.

Ishizuna, Fumiko
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i i _A F2 population consisting of approximately 150 individuals was generated.
Traits of flowering period, flower colors, petal numbers, leaf blade size, petiole heights were

evaluated for multiple years and it was confirmed differed within population, therefore, this F2
population was useful for this research. To identified a putative candidate gene of traits,

preliminary QTL analysis was performed using the results of RAD-seq genotyping and linkage mapping
by RAD-seq. Positive results were obtained, for example, for petal color (red = 1, white = 0), a
very effective QTL was detected on the long arm of chromosome 4.
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