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Supplementary figure 1B. LC-MS/MS spectra for peptides elevated in plasma of children with SAM. 
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Supplementary figure 1C. LC-MS/MS spectra examples for features containing two or more species.
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Supplementary figure 2. Principal components 1 and 2 of the plasma metabolome from children with SAM and controls as determined by LC-MS using positive (left) and negative (right) electrospray ionization (ESI). Each point represents a single sample from a single child. Positions of points display dissimilarities in the metabolome, with points furthest from one another being most dissimilar.
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Supplementary figure 3. Principal component analysis (PCA) scoreplots of stool metabolome from children with SAM and controls as determined by LC-MS using positive (top) and negative (bottom) electrospray ionization (ESI). Components 1 and 2 are shown on the left with components 3 and 4 on the right. Each point represents a single sample from a single child. Positions of points display dissimilarities in the metabolome, with points furthest from one another being most dissimilar.
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Supplementary figure 4. Partial Least Squares Discriminant Analysis (PLD-DA) of the stool metabolome analyzed by positive ESI LC-MS. (A) Summary of fit. (B) Scoreplot. (C) Cross-validated analysis of variance (CV-ANOVA) results. 
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Supplementary figure 5. Concentration of inflammatory proteins in stool of children with SAM compared to controls as measured by ELISA. Each point represents a single sample from a single child. The boxes represent the 25th and 75th quartiles, and the line displays the median value within each group. Points extending beyond the lines are outliers defined as values greater or less than 1.5 times the interquartile range. P > 0.05 Wilcoxon test.
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Supplementary figure 6. Partial Least Squares Discriminant Analysis (PLS-DA) of the plasma metabolome analyzed by positive ESI LC-MS. (A) Summary of fit (B) Scoreplot. (C) Cross-validated analysis of variance (CV-ANOVA) results. 
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Supplementary figure 7. Comparison of intact fibrinopeptide a (FPA) and b (FPB) in plasma of children with SAM compared to controls measured using positive ESI LC-MS. Each point represents a single sample from a single child. The boxes represent the 25th and 75th quartiles, and the line displays the median value within each group. Points extending beyond the lines are outliers defined as values greater or less than 1.5 times the interquartile range. P > 0.1 wilcoxon test, FDR corrected.
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SUPPLEMENTAL FIGURE S4. Components 1 and 2 of plasma metabolome principal component analysis as 
determined by LC-MS using positive (top) and negative (bottom) electrospray ionization (ESI). Each point 
represents a single sample from a single child. Positions of points display dissimilarities in the metabolome, with 
points furthest from one another being most dissimilar. 
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SUPPLEMENTAL FIGURE S2. Principal component analysis (PCA) plots of stool metabolome from children 
with SAM and controls as determined by LC-MS using positive (top) and negative (bottom) electrospray 
ionization (ESI). Components 1 and 2 are shown on the left with components 3 and 4 on the right. Each point 
represents a single sample from a single child. Positions of points display dissimilarities in the metabolome, with 
points furthest from one another being most dissimilar. 
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SUPPLEMENTAL FIGURE S3. Concentration of inflammatory proteins in stool of children with SAM 
compared to controls as measured by ELISA. Each point represents a single sample from a single 
child. The boxes represent the 25th and 75th quartiles, and the line displays the median value within 
each group. Points extending beyond the lines are outliers defined as values greater or less than 1.5 
times the interquartile range
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SUPPLEMENTAL FIGURE S5. Comparison of intact fibrinopeptide A (FPA) and B (FPB) in plasma of 
children with SAM compared to controls as measured by positive ESI LC-MS. Each point represents a 
single sample from a single child. The boxes represent the 25th and 75th quartiles, and the line displays the 
median value within each group. Points extending beyond the lines are outliers defined as values greater or 
less than 1.5 times the interquartile range. p > 0.1 Wilcox test, FDR corrected. 
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