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Supplementary Figure 1. Hierarchical clustering analysis of all 11 differentially expressed genes in 030D compared to OSham
mice. There were no significant DEGs in 07D compared to OSham mice and hence is not represented in the heatmap. Upregulated gene
expression is represented in red and downregulated gene expression in blue. The colour scale represents the log10 (average FPKM+1) value.

GO terms_Y7D vs YSham
Down

cation channel complex (n=12)

ion channel complex (n=15)

substrate-specific channel activity (n=19)

cation channel activity (n=16)

ion channel activity (n=19)

transporter complex (n=15)

transmembrane transporter complex (n=15)
passive transmembrane transporter activity (n=19)
channel activity (n=19)

calcium ion transmembrane ... (n=10)

metal ion transmembrane transparter activity (n=18)
calcium channel activity (n=9)

voltage-gated cation channel activity (n=10)
transmembrane receptor protein ... (n=7)
multicellular organismal signaling (n=11}
voltage-gated channel activity (n=11)
voltage-gated ion channel activity (n=11)

gated channel activity (n=14)

plasma membrane protein complex (n=18)
divalent inorganic cation ... (n=10)

o
-
n
w

-log10(padij)

GO terms_Y7D vs YSham

cell-substrate junction (n=18)

cell-substrate adherens junction (n=17)

focal adhesion (n=17)

myelin sheath (n=12)

response to inorganic substance (n=17)
extracellular matrix (n=17)

response 1o toxic substance (n=8)

ossification (n=16)

one-carbon compound transport (n=4)

skeletal muscle cell differentiation (n=7)
regulation of actin filament bundle assembly (n=7)
regulation of cell-matrix adhesion (n=7)

positive regulation of cell-matrix adhesion (n=5)
respiratory tube development (n=10)

response to metal ion (n=10)

of (n=11)

regulation of stress fiber assembly (n=6)

lung development (n=10)

cellular response to growth factor stimulus (n=17)
adenylate cyclase-inhibiting G-protein ... (n=6)

|||||||||n|“||||F

0_
-
_—
@
o

~log10(padj)

Supplementary Figure 2. Significant GO terms in Y7D vs YSham mice (q < 0.05). The horizontal axis represents the -log10 scale for

g-value of each GO term.
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Supplementary Figure 3. KEGG pathway enrichment analysis between Y7D and YSham mice. The size of the dots represents the
gene ratio involvement and the colour represents the significance. Red represents most significant and purple represents the least significant
with the gradient showing the g-value range.
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Supplementary Figure 4. Significant GO terms in Y30D vs YSham mice (q < 0.05). The horizontal axis represents the -log10 scale for

g-value of each GO term.
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