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Figure S1
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[bookmark: _Hlk209541588]Figure S1. Analysis of M1 macrophage polarization in peritoneal macrophages from the septic mouse model. (A) Proportion of macrophages (F4/80+CD11b+). (B) Expression levels of M1 surface markers CD80 and CD86 on peritoneal macrophages (n = 4-6). Data were presented as mean ± SD. Statistical analysis was performed by two-way ANOVA with Sidak’s post-hoc test.
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Figure S2. TRIM36 is a positive regulator of pro-inflammatory signaling pathways. (A) GSEA showing positive association between TRIM36 expression and enrichment of inflammatory gene sets in LPS-treated BMDMs from Trim36+/+ versus Trim36-/- mice. (n = 5; NES, normalized enrichment score; FDR, false discovery rate).
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Figure S3. TRIM36 selectively binds TAK1 among key TLR4 signaling components. (A) Co-IP assay in HEK 293T cells co-expressing FLAG-TRIM36 and HA-tagged TLR4 signaling components. Cell lysates were immunoprecipitated with an anti-HA antibody and immunoblotted with the indicated antibodies. 
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Figure S4. Predicted structural model of the TRIM36-TAK1 interaction interface. (A) In silico docking reveals a potential binding interface between TRIM36 (green) and TAK1 (blue), with key interacting residues shown in red (TAK1) and white (TRIM36). Yellow dashed lines denote predicted hydrogen bonds.


Table S1
	Gene
	Primer pairs

	mTrim36
	Forward Sequence: CTATGCGTTCCGAGTGAGAGCT 
Reverse Sequence: CAGCAAGAGGTGCTCAGTGTTG

	mActb
	Forward Sequence: GATTACTGCTCTGGCTCCTAGC
Reverse Sequence: GACTCATCGTACTCCTGCTTGC

	mTnfa
	Forward Sequence: CACAGAAAGCATGATCCGCGAC
Reverse Sequence: TGCCACAAGCAGGAATGAGAAGAG

	mIl1b
	Forward Sequence: TGTCCTCATCCTGGAAGGTCCACG
Reverse Sequence: CGCAGCAGCACATCAACAAGAGC

	mIl6
	Forward Sequence: GTCCGGAGAGGAGACTTCAC
Reverse Sequence: CTGCAAGTGCATCATCGTTGT

	mNos2
	Forward Sequence: GAGACAGGGAAGTCTGAAGCAC
Reverse Sequence: CCAGCAGTAGTTGCTCCTCTTC

	mTrim1
	Forward Sequence: CCAGTGTCTTGAGCGGTCAACA
Reverse Sequence: GCGAAGATGCAGTTGCCATAGC

	mTrim2
	Forward Sequence: CACGAACCTCATGGATGTGCTG
Reverse Sequence: GGTCTCACAGGACTGGCAGTAA

	mTrim3
	Forward Sequence: AAGTGCTGCCTTTGAGGACCTG
Reverse Sequence: TGCAGCTACTGCCAATGTGCTC

	mTrim4
	Forward primer AACGCTACTGGGTTCAGGTG 
Reverse primer GGATAGCTGGATGTCCCAGG

	mTrim5
	Forward primer AACGCTACTGGGTTCAGGTG 
Reverse primer GGATAGCTGGATGTCCCAGG

	mTrim6
	Forward Sequence: AGAGCCAGTCACTGAAGGACCT
Reverse Sequence: TTCCTCAGGGTCCAGAACTCAC

	mTrim7
	Forward Sequence: GATCCAGGAGACAGCTCAGAAG
Reverse Sequence: ACTCTTGAGGGAAACATTCCACAC

	mTrim8
	Forward Sequence: GGAGAAGCAGTTGCGGAAGATG
Reverse Sequence: CTGACGAAGTCTCCAGGAAGCT

	mTrim9
	Forward Sequence: CACCAACTGGACTTCGTGCAAG
Reverse Sequence: CTGTTTCCAGGACAGCGTAGCA

	mTrim10
	Forward Sequence: CTCGTGTGTCTAAGGAAAGAGAG
Reverse Sequence: GCGCAAACTGTGAGATCACCTG

	mTrim11
	Forward Sequence: TCACTGGAGCACCTACGGAAAC
Reverse Sequence: TCTCAAACTCGCCCAGCACATTC

	mTrim12
	Forward Sequence: CTCCAGCTCTTCTGTAGGAAGG
Reverse Sequence: CAGCCTTTGCAGAACTACCTGC

	mTrim26
	Forward Sequence: CCACTTGAACACCCTAAGGAGAG
Reverse Sequence: TTCCGCCACAATGTACTGCCTC

	mTrim27
	Forward Sequence: AGCCTCTGAAGCTGTACTGCGA
Reverse Sequence: CTTAGGTGGTCCAGTCGGTTCT

	mTrim28
	Forward Sequence: TGGACCAAGAGTGCTGAAGCCT
Reverse Sequence: CTACTGCCAGAACCTTGCTTGC

	mTrim29
	Forward Sequence: TCAGTGACTCGGTGCTGTTCCT
Reverse Sequence: AGTTGCCAAGAGACTGTCCCAG

	mTrim30
	Forward Sequence: GGTCATCTGCTGGCTTTGTGAG
Reverse Sequence: GCCTTTTTCATCAGCTTCCACAG

	mTrim31
	Forward Sequence: GCTGAACTCTCTAAGGAAGCTCA
Reverse Sequence: TTCTCCAGGTCCTCAGGAACTG

	mTrim32
	Forward Sequence: GAAACAGCGGAGTTCTGAGGCA
Reverse Sequence: AACCAGCACCTCACTCTGACTG

	mTrim33
	Forward Sequence: TGAGACTGGCTCAGAATGCTGC
Reverse Sequence: ACAGGAAACGGTCCAGCATGTC

	mTrim34
	Forward Sequence: CATCGTGGTCACCACACATTCC
Reverse Sequence: GTCAGCTTCCAATGTCTCCACC

	mTrim35
	Forward Sequence: AACACAAGAGCCGAAAACGCCG
Reverse Sequence: CCAAGCATCTTCTTCCAGACTCG

	mTrim36
	Forward Sequence: CTATGCGTTCCGAGTGAGAGCT
Reverse Sequence: CAGCAAGAGGTGCTCAGTGTTG

	mTrim37
	Forward Sequence: CTTCTGGAAGGCGGTCCTACTT
Reverse Sequence: AGGTCCAGATCTCCATCCGAGA

	mTrim38
	Forward Sequence: CAGCAGACGTTTGAGAGAGCTC
Reverse Sequence: CAGCCTTCAGTGGGTTTCGCTT

	mTrim39
	Forward Sequence: TGCTGCAAAGCCTCCGAAGAGA
Reverse Sequence: GTCGTGAAAGCAGTGTCTGCTG

	mTrim40
	Forward Sequence: AGCGGACATCTCTTGTGTGAGG
Reverse Sequence: CCAAGGTCCTTTCTGAGCTTCC

	mTrim42
	Forward Sequence: TGACACGGTCAGCCTCATAGAC
Reverse Sequence: TCCTCTTTGCTTCCTTGTCAGCT

	mTrim44
	Forward Sequence: GGCTGGATTTGAGCACCTATTGT
Reverse Sequence: TGCCTTCAGTCCACCGGAATCT

	mTrim45
	Forward Sequence: AGAGGTGTCAGACCTGCAAAGC
Reverse Sequence: TAGGATGGGCTTTCCAACCTGG

	mTrim46
	Forward Sequence: AACGACTGGTGTGCCAACTCTG
Reverse Sequence: GTCTGCACAGTGTCCTGGTTTC

	mTrim47
	Forward Sequence: AGGTTCCAGAGGCGGATTCAGT
Reverse Sequence: GTGTCTCTCACCGCTTTGACCA
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Blue: TAK1
Green: TRIM36

Red: TAK1 residues
White: TRIM36 residues
Yellow dashed lines: Hydrogen bonds





