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Data processes and screenshots for this publication are from an alpha version of GC Image v2.9 GCxGC-HRMS (Visit www.gcimage.com for current v2.9 releases). 
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Example 1: GC-MS 




•

 The extracted segmentation of the composite chromatogram 

•

 Left: PCA result of all features with F value > 5. 

 Right: A bubble plot shows all compound features with F values as bubble sizes and color assigned by 

the class that has larger Fisher ratios against other classes of samples.
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Example 2: GCxGC-MS 
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 Visual confirmation of the split peaks. Black peaks are all labeled ‘Octadecatrienoic acid, 6,9,12-

(Z,Z,Z)-, n- (1TMS)’ 
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Determine reliable 
peaks by pair-wise peak 

pattern matching 

Create a composite 
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Compute Match Ranking for All Peaks 
Cross-Sample with: 

• ID information, i.e. library search, 
characteristic ions, etc; 

• Spectral match factors; 

• Retention time differences. 
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