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The human genome is a complex, dynamic information system. The high
throughput new technologies are rapidly evolving, and providing the genome-wide comprehensive
chromosome structure information. In this study, we analyzed individuals without obvious abnormality

in pregnancy and their new born, and revealed in detail the chromosomal structural variants,
especially the copy number change (CNV). Therefore, those chromosomal changes could be maintained
and preserved beyond generations. Collecting such benign CNV data becomes the basis for identifying
important areas causing disease and disorders in the perinatal period. Furthermore, the CNV analysis
helps to understand the mechanism of development diseases with chromosomal abnomalities. Analysis
data of chromosomal structural abnormality obtained in this study contributed to both clinical
application and basic research of genomic medicine.
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