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Spectral data for characterization of compounds
1H-NMR spectrum of dsAMC

13C-NMR spectrum of dsAMC

1H-NMR spectrum of Q-dsAMC

LC-MS chromatogram of Q-dsAMC
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1H-NMR spectrum of dsAMC
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13C-NMR spectrum of dsAMC
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1H NMR spectrum of Q-dsAMC
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LC-MS chromatogram of Q-dsAMC

Absorbance chromatograms were monitored at 210, 254, and 330 nm, and extract ion
chromatogram (EIC) was monitored at m/z = 566 (ESI).

Eluent: A : B=95:5, 3.5 min, 5:95. A= 0.1% TFA aq., B =0.1% TFA-80% AcCN-20% H20



