The Ultra—High Performance Mass Spectrometer

Brings A New World of Modality Analysis

Toray Research Center has introduced an Ultra—High Performance Mass Spectrometer, for the first
time as a contract research organization laboratory in Japan. The nano—LC installed on the front
enabled us to perform high—resolution and high—sensitive analyses and to respond to increasingly
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The average number of labels is calculated
from the detection intensity of each drug.
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