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A technology to measure personal interactomes

Yachie, Nozomu
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BFG
barcode fusion genetics

Human disorders and cancers are rarely interpreted by a single gene defect
but rather by a malfunction of the cellular network. The recent deep sequencing-based screening
methods have enabled high-throughput identification of human protein interaction maps. Furthermore,
computational studies have shown that phenotypic prediction of mutations can be improved using
cellular network information. This study aimed to develop a personal interactome technology using a
high-throughput interactome screening method BFG-Y2H (barcode fusion genetics-yeast two-hybrid) that

we have established previously.
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