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Video/Handout: MS Interpreter for Correlating Structure to MS/MS fragment ions

Learn the Principles. Understand the Data.
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Key Take-Home Messages

« MS Interpreter explains why peaks occur.

« It links chemical structure with fragmentation.

« It transforms mass spectra into understandable chemistry.
« |t complements library searching—it does not replace it.

« Itis one of the best educational tools availkible for learning MS/MS Interpretation

Note: More advanced information on MS Interpreter at:
https://mzinterpretation.com/2021/01/nist-ms-interpreter/
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» Ifion is black, yellow, or red

» MS Interpreter will show a substructure which is consistent the fragment ion

» Error in ppm noted and structure highlighted in red for the proposed substructure and its origin

» Make sure Import in Options is protonated in positive ion and deprotonated in negative ion MS/MS
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