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essential to completely identify 105 Figure 7. Mass spectra of impurity m/z = 733.4439. The mass Figure 8. Mass spectra of impurity m/z = 763.4581. The mass
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the drug of interest. 153 m/z = 396.24 circled in red denote Area C. The 14.0164 mass in red at m/z = 396.2403 is Area C. The mass difference of
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1.0 5713587 ) 6.03 5713610 e 5.0] ST Vass Diference 1 MS 5713574 MS2 Figure 9. Mass spectra of impurity m/z = 761.4375. Precursor ions are indicated by a [1. No fragment ion exists at m/z = 396.2392, negating
] MS 503 4.0 i 3.0 Area C. Also, losses of Areas A (176.1049) or B (175.1208) are not seen indicating a molecule dissimilar to erythromycin A oxime.
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100 200 300 400 500 600 700 iz R 200 300 400 500 600 700 miz -0 300 400 500 600 700 800 %o miz S 20 300 400 500 600 700 miz e Impurities m/z = 733.4439, 763.4581, and 783.4421 are assumed to have similar structures to erythromycin A oxime as their mass patterns
Figure 3.Mass spectra of erythromycin A oxime. The mass difference of 176.1032 is indicative of a loss of Area A from the Figure 6.Mass spectra of impurity m/z = 783.4421. Fragmentation data indicates a similar structure to erythromycin A oxime, as ions are alike and are therefore believed to be derived from erythromycin A oxime.
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erythromycin molecule; the mass difference of 175.1229 indicates further loss of Area B resulting in Area C as shown circled in correspond to Area C (m/z = 396.2409 circled in red) and a loss of Area B (175.1165). The mass difference between the impurity and e Since the MS? spectrum patterns of the impurity at m/z = 761.4375 are different from erythromycin A oxime, it is assumed that it was
red. Precursor ions are indicated by a [J. erythromycin A oxime indicates a 35.9841 Da change in Area A. The precursor ion is indicated by a [l. externally mixed into the sample.
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