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Basic Understanding of Operations Performed in Chromatogram Window

➢ Performs deconvolution of accurate mass MS/MS spectra in an accurate mass LC-MS/MS data file
➢ Then, library searches the resulting spectra to yield best library match
➢ Based on NIST MSPepSearch, see References below

“The NIST26 Chromatogram Window functions as a personal assistant for LC-MS/MS data 
interpretation, automatically organizing, grouping, and prioritizing MS/MS spectra so routine spectral 
library searching becomes practical for everyday analyses.”
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Configuring and Navigating Chromatogram Window NIST26 and Help Files

➢ Very useful detailed information windows manipulation and help files
➢ Additional information in NIST26 Comprehensive Users’ Manual
➢ Found on my website
➢ See video tutorial link
➢ See associated handout

https://www.youtube.com/watch?v=KBCyDpU-lWY
https://www.youtube.com/watch?v=KBCyDpU-lWY
https://mzinterpretation.com/wp-content/uploads/2026/04/Configuring-and-Navigating-Chromatogram-Window.pdf
https://mzinterpretation.com/wp-content/uploads/2026/04/Configuring-and-Navigating-Chromatogram-Window.pdf
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