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Figure 2-Figure Supplement 4: SsASAT1 reactions with different acyl CoA substrates. 
Shown are extracted ion chromatograms of SsASAT1 reactions using sucrose as the substrate 
and various acyl CoAs as donors. No product was found with acetyl CoA as donor. LC/MS 
analyses were conducted using a C18 column in the negative ionization mode as described in 
the Methods. Descriptions of different parts of the chromatogram that aid in understanding the 
chromatogram are highlighted in red.
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Figure 2-Figure Supplement 4

Retention time on the column

First line describes the MS 
method and the ionization 
method used.
ES- : Negative ionization mode
ES+: Positive ionization mode

Second line describes the m/z 
ratio (569.28) requested for the 
Extracted Ion Chromatogram with 
the m/z mass window (0.1 Da)

Third line describes the 
total peak area of the 
requested ion in the 
Extracted Ion 
Chromatogram.

The Y-axis is scaled 
by the highest peak 
intensity in the 
selected retention 
time window.


