SUPPLEMENTARY FIGURES

GSM45442
GSM45441
GSM45440
GSM45439
GSM45444
GSM45443
GSM45432
GSM45431
GSM45430
GSM45429
GSM45428
GSM45427
GSM457870
GSM457869
GSM457868
GSM457867
GSM457855
GSM457854
GSM457853
GSM457852
GSM457862
GSM457861
GSM457860
[ | | GSM457859
GSM457848
GSM457847
GSM457846
GSM457845
GSM412483
GSM412484
GSM412485
GSM412487
GSM412486
[_| GSM412482
[ | GSM412481
GSM412480
GSM412479
GSM412478
GSM412477
GSM412476
GSM2792648
GSM2792651
GSM2792650
GSM2792649
GSM2792652
GSM2792642

GSM2792641
GSM2792640
GSM2792639
GSM2792638
GSM2792637
GSM2792664
GSM2792663
GSM2792662
GSM2792661
GSM2792660
GSM2792659
GSM2721968
GSM2721967
GSM2721966
GSM2721965
GSM2721964
GSM2721963
GSM2721962

T High

Low T

Supplementary Figure 1. Heat map of the 17 overlapping downregulated genes identified by both meta-analysis of

published microarrays and our RNA sequencing experiments (control group vs. LPS group).
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Supplementray Figure 2-1. Heat map of the 989 significantly upregulated genes in the LPS group compared to the control
group identified by RNA sequencing.

Www.aging-us.com 2 AGING



i
R

1349
22206
137887
b
57933
50671
138418
U 6828
EN?MU?WSZW
_'ENSMUSGODDOOOZSHB

38007
57060

EN:
ENSMUE 1106383
ENSMUS%SGMZ

mommmmommnono:
Z2z22zrzzzzz2:

ENSMUSG00000028862
ENSMUSG00000057716
ENSMUSG00000050445
| ENSMUSG00000091712
_ ENSMUSG00000032315

Supplementary Figure 2-2. Heat map of the 198 significantly downregulated genes in the LPS group compared to the control
group identified by RNA sequencing.
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Supplementary Figure 3-1. Heat map of the 9 significantly upregulated genes in the AST group compared to the LPS group
identified by RNA sequencing.
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Supplementary Figure 3-2. Heat map of the 12 significantly downregulated genes in the AST group compared to the LPS
group identified RNA sequencing.
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Supplementary Figure 4. Expression of the 8 core genes (Ccl7, Saa3, Ly6i, Saal, Irf7, Timp1, Isg15 and Cxcl13) determined by
immunohistochemistry. Statistical analysis of the differences between groups was achieved with one-way ANOVA using Prism 7 software.
**%*¥p <0.0001, ***p < 0.001, **p < 0.01, and *p < 0.05 were considered statistically significant.
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