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Estimation of haplotypes based on DNA pooling

HE Liu, TANG Xun, HU Yonghua

( Department of Epidemiology & Biostatistics, Key Laboratory of Epidemiolog of Ministry of Education,

Health Science Center, Peking University, Beijing 100191, China)

Abstract; DNA pooling, a fast and economic study strategy, is widely used in areas of scien-
tific research. In spite of various limits, researchers are making their efforts to improve DNA pooling
toward a more perfect direction, including allele frequency detection and estimation of haplotypes.
In haplotype estimation, more and more analyzing methods originated from the expectation-maximiza-

tion algorithm have appeared, with improved accuracy and practicality, such as HaploPool algorithm

and Poool. algorithm.

Key words: DNA pooling;  haplotypes;
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MR 22 B, Jy 2296 4 0.02 ~ 0. 04 SR
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AR ) K I M7 3 OV R AT AR R -BE DY)k [A]-3R
B HAR MG ; ok AT NS IZ A
e, R T AR DL B ), 2528 DNA TR & 0 MRt A
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FIEARRL A EAT 455, B H] DNA TR & 20 BT BOR B
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PR AT ORS00 S A B2 AR BT )4 T/, A 4 4
J—A/IMEAS DNA SR Gt . 5 T ix FUE AR, BF 5T &

TEZ WSS b i e AR T A 2 5t 2K 8040 1) B R
]t ( expectation-maximization , EM ) 23 5] A B /M
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Zhang %,IH 4k Kirkpatrick 2 J5 7F Bioniformatics 2% i
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vithm) , HORR AU AEAL G0 EM S0 1O LAt 125 &
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