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Supplemental Figure 1. Variance with in biological replicates represented as present of the Coefficient
of Variation (% CV) for total proteins, unique peptides, and spectra identified.
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Supplemental Figure 2. Pearson correlation of normalized spectral counts from biological replicates
control and acidotic. R* values for each correlation reported in each graph.




Pre- Normalization SpC

2800
2400 -" ‘|'
2000- T -|—
1600- T =
1 1 | 1 I | |
401 I I | 1 : 1
20-
0 ¥ —+= ¥ — T
N ) N D
S & &
& P P

L QSR X «
O 0 L0 &N &N N
S R R

Biological Replicates

C Pre- Normalization MS? TIC
41006
3)4006.
251006 - T
e 7T
21005+
| A | =
151005
ol— | Y T T 7T
S S S o o o
& & & & S O
L &£ )
W

Biological Replicates

Post- Normalization SpC
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Supplemental Figure 3. Box plots showing dynamic range of pre and post-normalized spectral counts

(SpC) or average total ion current (MS® TIC).
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Supplemental Figure 4. Q-Q plot as generated in Scaffold. Dashed lines represent two standard
deviations from the mean as determined by the PLGEM approach. Circled points represent a subset of
proteins that had significant p-values by SpC analysis and that were also validated by western blotting.



