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Abstract: Singlecell Raman spectroscopy (SCRS) is an intrinsic biochemical feature and a single cell “chemical
fingerprint” that can be used to characterize phenotypic changes, physiological states, and functions of cells. On the
basis of SCRS, combined with single—cell sorting technology, this paper proposed an unlabeled cell sorting method,
realizing unlabeled and lossless accurate separation of single cells, and through this mechanism, realizing the Raman

recognition and accurate separation of E. coli, and establishing a complete experimental system.
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