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In this study, we have attempted to develop a series of methods by which
single cell multi-omics analysis is enabled. We have successfully developed a suite of single cell
analytical methods for transcriptional start sites analysis and open chromatin analysis, even though

single cell DNA methylation analysis was not enabled mainly due to the difficulties in strict
control of the bisulfite reaction. We have applied the developed method to monitor the diverse
expression regulations between individual cells. We described fluctuating transcriptional responses
invoked by the anti-cancer drugs either in susceptible or resistant lung cancer cell lines. We
further examined transcriptome data from clinical specimen using a public cancer genome database and
found that similar response seems to also occur in vivo. In addition to applying the developed
method for our own purposes, we provided it to a number of researchers via collaborations.
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