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Supplementary Fig. 2
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Supplementary Fig. 3
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Supplementary Fig. 4
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Supplementary Fig. 5

Reactome pathway enrichment analysis

Cytokine Signaling in Immune system .
Signaling by Interleukins
Interferon Signaling
Interleukin-4 and Interleukin-13 signaling
Antimicrobial mechanism of IFN-stimulated genes
Interferon gamma signaling
Interferon alpha/beta signaling
ISG15 antiviral mechanism
Cooperation of Prefoldin and TriC/CCT in actin and tubulin folding
Prefoldin mediated transfer of substrate to CCT/TriC
Modulation of host responses by IFN-stimulated genes
Differentiation of naive CD+ T cells to T helper 1 cells (Th1 cells)
Differentiation of T cells

RUNX1 and FOXP3 control the development of regulatory T lymphocytes (Tregs)

-Log(Entities found)

O O 20

O 16

O
012
O
O 8
@
O -Log(Entities FDR)
o 16
© 10
(o)
4
0]
o

I I 1 1

1.5 2 2.5 3
-Log(Entities ratio)



Supplementary Fig. 6
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Supplementary Fig. 7
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Supplementary Fig. 8
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