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Edit the chromatograms and the peak table using the PeakMatch® tool bar: 
ÎÎ Full unzoom all (typically 4-6) chromatograms

ÎÎ Add or remove footers from all chromatograms

ÎÎ Delete certain peaks from peak table, to be able to concentrate on details

ÎÎ Delete selected peaks and actualize the peak table

ÎÎ Insert new cell in peak table

ÎÎ Split double peak into two single peaks

ÎÎ Revert elution order of two selected peaks

ÎÎ Start DryLab®, transfer all input data and create a virtual model for answering your questions

Get a DryLab® model of your separation

Find the best separation conditions 
out of 4.000 virtual runs in seconds.

Compare original and simulated chromatogram.

Precision
Comparison between predicted and real chromatogram 
is usually excellent. Differences between predicted and 
experimantal retention times are typically ± 3 sec.

Evaluate DryLab® Model
ÎÎ What are the conditions for highest resolution?

ÎÎ How will the chromatogram look like under optimum 
conditions?

ÎÎ Complete documentation for the development of a 
robust and transferable method.

Real experiment

DryLab® prediction


