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immunity via the CRYAB-RBM26 axis in viral infection. iMeta 5: €70111. https://doi.org/10.1002/imt2.70111
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Curcumin modulation of IFN-beta and IL-12 signalling and cytokine induction in
human T cells.

Fahey AJ, Adrian Robins R, Constantinescu CS.

J Cell Mol Med. 2007 Sep-Oct;11(5):1129-37. doi: 10.1111/}.1582-4934.2007.00089.x.

PMID: 179795888 Free PMC article.

IFN-beta-induced STAT4 phosphorylation, IL-10 production and IFN receptor (IFNAR) subunits 1 and 2
expression were enhanced by curcumin. Curcumin increased IFN-alpha-induced IL-10 and IFMAR1

exnrascinn Prinr avnnsura tn enrenmin dacreaca

Curcumin activates the JAK-STAT signaling_ pathway to enhance the innate
immune response against porcine epidemic diarrhea virus infection in vivo and in
vitro.

Jiang Q, Liu X, Yuan J, Zhang 5, Zhang Y, Kan Z, Niu Z Zhang L Hu X, Zhou Y, Wang J, Li F, Cao L, Zhang
X, Lei C, Song Z.

Vet Microbiol. 2025 Jun:305:110535. doi: 10.1016/j.vetmic.2025.110535. Epub 2025 Apr 25.

PMID: 40286548

For PEDV, a highly pathogenic virus, cellular autoimmune response is not sufficient to fight against its

infection. Our results demonstrated that eurcumin could exert antiviral effects by enhancing the JAK-
Desmethoxycurcumin aids IFNa's anti-HBV activity
by antagonising CRYAB reduction and stabilising
IFNAR1 protein

Jinlai Wei 1, Xichuan Deng 2, Wenying Dai 2, Lingxin Xie 2, Guangyuan Zhang 2 2, Xinyue Fan 2,
Xinyue Li 2, Zhixing Jin 2, Qin Xiao #, Tingting Chen 2 %
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