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Blastocyst hatching stage is very important for implantation in early embryo development. Several gene expressions are highly regulated and cross-talked
between embryo and maternal endometrium during implantation process. However the molecular mechanisms were still unclear. In this study, the global gene
expression profiles in blastocysts before and after hatching were analyzed and compared by integrating the technologies of T7-based RNA amplification and
cDNA microarray. Two-cell ICR-mouse embryos were cultured for 4 days to collect the pre-hatched blastocysts and then the hatched blastocysts were
harvested after another 6~12 h. These embryos were collected for RNA extraction and amplification for microarray analysis (twenty-five blastocysts were used

in each group in the triplicate experiments). The mouse cDNA microarray system (6,144 genes, including known regulatory genes and expressed sequence



tags, ESTs) with colorimetric detection system was used to identify differentially expressed genes between pre-hatched and hatched blastocyst. According to
cDNA microarray analysis, we have identified 1193 genes were detectable during blastocyst stage, 13 genes whose expression was higher in pre-hatched
blastocyst, and 85 genes were higher at hatching stage. The differentially expressed genes were further grouped into categories by their putative functions,
including: cell adhesion molecules, hormones/cytokines, immuno-response related factors, cytoskeleton/extracellular matrix proteins and related enzymes, and
some expressed sequence tags (ESTs). This work adds to our understanding in the mechanisms of blastocyst hatching and provides the information for

studying the cross-talk of blastocyst and endometrium by reporting the global gene expression profiles of blastocyst hatching process.



