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Supplementary Fig. 1
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Supplementary Fig. 1. Overlapping MS/MS analyte levels in GA-Il patients, VLCADD patients, and
VLCADD carriers. For five MS/MS analytes (C12, C14:1, C12:1, C14, C14:2) and two analyte ratios (C14:1/C2,
C14:1/C16) that are elevated in GA-Il patients (orange), the corresponding analyte and analyte ratio levels are
plotted as a multiple of median reference ranges are shown for GA-Il patients (orange), VLCADD patients (blue)
and VLCADD carriers (purple). The reference ranges are defined by values observed in unaffected individuals
(green). The underlying data are from the R4S (Region 4 Stork) consortium website (https://www.clir-r4s.org).
The boxplot central line represents the median value, the bottom and top box edges represent the 25th and 75th
percentiles, and the lower and upper whiskers extend to 1.5 times the interquartile range. Each boxplot is
derived from the total number of cases counts provided below the corresponding boxplot. The upper and lower
box edges for the reference (green) represents the 99t and the 1st perentile values for unaffected individuals.
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