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Appropriate controlled of cell migration is important for normal animal development and pathogenic

conditions. Defects in cell migration leads to morphological abnormalities, metastasis and so on.
To study control mechanisms of cell migration, I am using the Drosophila border cells as a model
system, which are migratory cells derived from an epithelial monolayer in the ovary. Border cells
are differentiated by JAK/STAT signaling. | found that in down-stream of JAK/STAT signaling, cell
motility and invasiveness are regulated independently and that a CEB/P transcription factor, Slbo
regulates cell motility and unknown factor regulates invasiveness (manuscript in preparation). I
performed gene expression profiling between JAK/STAT inhibited, slbo mutant and wild-type border
cells by RNA-seq and identified several genes which may involve. Further analysis will clarify the

gene functions.




