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Genes are known as the blueprints of proteins. They exist in all the cell of an
individual. The amount of genes the cell used in is different among different tissues.
This is the tissue-specificity in the view point of gene expression. The number of
expressions or mRNAs can be measured by the CAGE technology. I studied the way
how to compare the tissue-specificity among tissues and found information-content is a
good measure.
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