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Genome-wide epigenetic analysis of cloned cattle from the same donor cells
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Genome-wide epigenetic analysis focusing on DNA methylation levels were
conducted using tissues from cloned cattle derived from the same donor cells. Five cloned cattle
from the same donor cells and five non-cloned cattle were used for the analysis. Genomic DNA was
extracted from liver and MeDIP (Methylated DNA Immunoprecipitation)-chip method was used for DNA
methylation analysis. The correlation clustering showed that the difference among individual cattle
was larger in non-cloned group compared to cloned group.
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