Jeremy Koelmel [1]; David A Weil [2]; Emma E. Rennie* [2]; Paul Stelben [1]; Nicholas
Oranzi [3]; Michael Kummer [4]; David Godri [5]; Jiarong Qi [1]; Elizabeth Z. Lin [1]; ASMS 2024

Non-targeted analysis, interactive visualization, and online sharing of interactive Krystal J. Godri Politt [1
LC-HRMS/MS data of polymers using a comprehensive software POlYMatCh SUITE et of frie taneie f (4 mmosstue oo sameote fr

[3] University of Florida, Gainesville, FL; [4] Innovative Omics, Sarasota, FL;
[5] 3rd Floor Solutions, Caledon, Ontario

MP 216

Introduction

Polymers and chemicals that form oligomeric series are essential in every day products including plastics, excipients, emulsifiers, lubricants, and
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Class based libraries with fragmentation rules were generated for over 775,000+ species
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Above: Automatically correctly assigned structure for PEG-11 FA 18:1 using PolyMatch fragmentation rules
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