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Evolution of sex chromosomes in haploid genome
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WFZERL I DOBEZE (J530) : Among the genes identified in the Y chromosomal region under
investigation, eight appears to have essential functions and thus are expected to have their
homologs on the X chromosome. In fact, the Y-chromosomal M547D3.1 gene has its
X-chromosomal partner M547D3.1F. Additional 39 X-chromosomal counterparts were
obtained from female genomic data provided from JGI.
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