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Supplementary data 

Figure S1. Representative chromatogram of the HPAE patient’s plasma in ESI 

positive mode based on UHPLC-Q-TOFMS. (A) Representative total ion 

current (TIC) chromatogram. (B) The extracted ion chromatogram (EIC) of 

potential biomarkers.  

 

Figure S2. Quality control (QC) plots of eleven randomly repeated runs of 

UHPLC–MS analysis by principle component analysis using component 1 and 

2. Peak area deviation could be evaluated by distribution of the runs. X-axis: 

run order; Y-axis: standard deviation. (A) QC plot for the first component from 

UHPLC–MS data; (B) QC plot for the second component from UHPLC–MS 

data.  

 

Figure S3. Identification of a selected marker (m/z 400.3420). (A) The 

extracted ion chromatogram (EIC) of m/z 400.3420. (B) The MS spectra of m/z 

400.3420. (C) The MS/MS spectra of m/z 400.3420; the MS/MS fragmentation 

pattern of m/z 400.3420 was acquired with collision energy at 15 eV. 

 

Figure S4. Structures and MS/MS spectra of representative metabolites. (A) 

Glutamine, (B)Methionine, (C)Valine, (D)Hypoxanthine, (E)Inosine, (F) 

Isoleucine, (G) Sphingosine, (H) Palmitoylcarnitine, (I) LysoPC(18:2), (J) 

C8-ceramide, (K) Linoleamide, (L) LysoPC(22:5), (M) LysoPC(20:3) and (N) 

Palmitic amide.
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