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GCxGC Simplified Separation
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GCxGC — Separation of 94 POPs
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Paak True - sample ' ", peak 342, at 2517.9, 2.901 sec, sec
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Peak True - sample ' " peak 343, at 2517.9, 2.930 sec, sec
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lon Chromatogram, 3-D contour plot and mass spectra of a hexa-dioxin (peak #343) and
nona-chloro biphenyl (peak # 342) with the same the same primary but different secondary
retention time. The actual mass spectrum of each analyte is represented by Peak True




