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DATA ANALYSIS & FEATURE DETECTION
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Analytical parameters Samples were processed via two strategies: = Automated sample preparation results in much better reproducibility
Instrument: Agilent 7890A GC & 5975 MSD = Detailed profiles are obtained under RTL-GC-MS conditions
Inlet: SSL at 250 °C, 1 ulL, split ratio 10:1 = XCMS combined with PCA = Upon analyzing different plant samples, several discriminating features could be revealed
Carrier gas: Helium, constant flow, 0.92 mL/min, retention time locked = Peak deconvolution by means of AMDIS and data preprocessing (alignment,
Column: DB-5MS, 30 m x 0.25 mm x 0.25 um + 10 m Duraguard capillary column normalization, fitting) + statistical analysis in Mass Profiler Professional (MPP) ACKNOWLEDGEMENT
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