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Figure 4

a. Partial least square-discriminant analysis

50 1
® Old

25
2
)
&
(]
® 00 -
s

-25 1

-30 -20 -10 0 10 -20
Variate 1: 17%
c. Significantly altered proteins
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Gene ID old/young Q-value
TF 3.3 1.50E-31
APOE 1.8 6.51E-16
VWF 1.7 2.07E-14
HPX 4.6 4.36E-14
SPTA1 2.1 5.27E-12
SERPINC1 2.5 4.75E-06
SERPING1 2.1 7.79E-05
SERPINA1 1.8 1.10E-04
F2 2.1 1.32E-04
APOH 2.3 1.84E-04
AHSG 2.3 1.18E-03
UBE20 2.8 2.47E-02
SERPINF1 2.9 2.59E-02
PZP -3.5 1.48E-23
AGT 24 4 52E-07
PXDN -2.0 5.03E-03




Figure 5

a. DDA library proteins
and SASP proteins

b. Significantly altered
and SASP proteins

c. GO: cell compartment
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d. Significantly altered pathways
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Figure 6

a. Distribution of miRNA b. Venn diagram of common
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C. Volcano plots showing significant altered miRNA
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