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Challenge for the single-cell amino acid metabolomics by developing the highly
sensitive mass spectrometric method

Furusho, Aogu

2,200,000

A sensitive analytical method for the determination of amino acids in a
single cancer cell was developed by the combination of derivatization and nano electrospray
ionization-mass spectrometry. 1 found the reagents suitable for the highly efficient derivatization
of amino acids in a cell-captured small grass capillary and the sensitive detection in a mass
spectrometry, and amino acids in a single cell was successfully detected. The amino acid profile in
the cell obtained by the single-cell analysis resembled that obtained by the measurement of an
extract from large number of cells. The large differences in amounts of several amino acids were
observed between the cells cultured in the same conditions. These results suggested that the
developed method enables the amino acid analysis reflected the individual cell condition.
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