

















































	1. INTRODUCTION
	2. METHOD
	2.1. General assumptions
	2.2. A strategy of multi-step analysis
	2.3. QTL parameters for a single QTL
	2.4. QTL parameters for a side interval
	2.5. QTL parameters for a middle interval
	2.6. Parameter space
	2.7. Multiple alleles
	2.8. Total QTL variance
	2.9. Application to segregating population

	3. SIMULATION RESULTS AND DISCUSSION
	3.1. Data simulation
	3.2. QTL detection
	3.3. Estimation of recombination frequencies
	3.4. Discussion

	ACKNOWLEDGEMENTS
	REFERENCES

