
Supplementary Data

SUPPLEMENTARY FIG. 1. (A) A typical pressure curve produced by the blast gun. (B) Distribution of animal age for blast
samples. (C) Distribution of ribonucleic acid (RNA) integrity number (RIN) scores for blast samples. The vertical line in (B) and (C)
represents the median.



SUPPLEMENTARY FIG. 2. Validation of microarray expression data and samples/primers used. qPCR-derived fold changes values
were log2 transformed and plotted against microarray expression data. There is good agreement of qPCR and microarray data (Pearson’s
r = 0.90). PCR, polymerase chain reaction.



SUPPLEMENTARY FIG. 3. Top: Correlation matrices of weighted gene co-expression network analysis (WGCNA) modules
identified for the blast and normal datasets. The colors on the x- and y-axis represent the module. Bottom left: Module eigengene
preservation between both conditions. Lower values indicate higher intermodular changes. Bottom right: Module eigengene correlation
between both condition. Lower values indicate stronger intramodular changes between conditions.


