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Table 1 5347 &4 D A

Pyrolyzer : EGA/PY-3030D (Frontier Laboratories) Mass Spectrometer : JMS-T2000GC (JEOL)

Mode Single shot lon Source

Furnace temperature 600°C lonization

Inlet temperature 300°C IS temperature

15t column BPX5 (TRAJAN) 30m, 0.25mm, 0.25um GC-ITF temperature
2"d column Rxi-17Sil MS(Restek) 3.4m, 0.15mm, 0.15um Mass range

Oven temperature 40°C(2min)-5°C/min -320°C(30min) Recording interval
Split ratio 100:1 Drift compensation
Carrier gas He, 2mL/min

Modulation period 8 sec

Modulation loop length 77cm in 2" column

EI/FI combination ion source

El : 70eV

FI : Fl emitter, Flashing 12mA 3msec

El : 250°C / FI : No heating

250°C

m/z 30-800

El : 0.02sec(50Hz) / FI : 0.04sec(25Hz)

El : PFTBA m/z 263.987, reservoir at end time

Fl : PDMS m/z 281.051, reservoir every 20min
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Chromatograms ( Upper : EI / Lower : FI) Mass spectra ( Upper : EI / Lower : Fl)
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