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Abstract  Recently some researches indicate that modern X and Y chromosomes evolved from ancient auto-

somes. Y chromosome the smallest chromosome of human is male-specific chromosome. There are many male-spe-

cific genes including SRY gene. The male-specific region of the Y chromosome MSY is a mosaic of discrete se-

quence classes. Eight palindromes comprise one-quarter of the euchromatic DNA of MSY. There are abundant gene

conversion between arms of palindromes in Y chromosomes of human which caused powers of self-preservation. Wom-

en still express many genes from their inactive X chromosomes and 15% of the genes on the inactive X chromosome

are active. This phenomenon may eventually explain some of the behavioural and biological differences between indi-

vidual women and perhaps between women and men.
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