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Supplemental Flgure S1. SDS-PAGE of milk samples. Eight hundred ug of proteln was loaded in
each well. For better understanding, the gel lanes were cropped, and comparison pairs are shown

next to each other.
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Supplemental Figure S2. Dysregulated proteins in BC vs. control, also found to be dysregulated in
our previous studies on human milk, which did not show any dysregulations in control samples
from participant 10. Each bar graph shows total spectra counting in BC (in red) vs. control (in blue)
for different proteins within the same family. The bars are labeled by the corresponding comparison
pair and the fold change (FC) for each comparison. The red label means that the corresponding pair
showed inconsistency compared to the other pairs in terms of up or down regulation. a: Downreg-
ulation of the proteins from casein family in BC vs. control. b: Downregulation of the proteins from
albumin family in BC vs. control. ¢: Downregulation of the proteins from lactoferrin family in BC
vs. control. d: Downregulation of the proteins from bile salt stimulated lipase family in BC vs. con-
trol.



