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DNA pooling, a fast and economic study strategy, is widely used in areas of scientific research. In spite L U s o 0
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of various limits, researchers are making their efforts to improve DNA pooling toward a more perfect
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direction, including allele frequency detection and estimation of haplotypes. In haplotype estimation, ASCAEH AR

more and more analyzing methods originated from the expectation-maximization algorithm have PubMed
appeared, with improved accuracy and practicality, such as HaploPool algorithm and PooolL algorithm.
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