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Supplementary Material 1: UPRmt-related genes.
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Supplementary Material 2: The primers and nucleotide sequences used in this detection.
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Upstream

ctacctcatgaagatcctgacc

gagagcataccggataaactga

tcagaggctaaggcaggagaagg

ttgccaacctcaacctegttcag

ctctctgtggaaatctacgace

tggagaccttcgaaatcaatga

ctacctcctaaagcacgagttc

gagagcgatgttcaagggcagag
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Supplementary Material 3: The determination of soft thresholding power.

Downstream

cacagcttctctttgatgtcac

ttctecttecactttgecaaatg

tcgtaggtagaagtccgetggte

gcagtagcgagcagegaagg

tcgcacttttgtagagaggatt

ctctaggtaccaggtgtgtttt

cccagagatgatcgtaatggaa

aggtggtggcgatcagtagagac
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ITGBY, AUC=0.367
APOC1, AUC=0.900
PLCB2, AUC=0.867
MARCO, AUC=0.733
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Supplementary Material 4: (A)The ROC curves of hub genes
of hub genes in GSE41571.
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in GSE28829. (B)The ROC curves
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Supplementary Material 5: MR-SNP
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Supplementary Material 6: MR-result.
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Supplementary Material 7: heterogeneity
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Supplementary Material 8: pleiotropy
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Supplementary Material 9: Presents the RMSF (Root Mean Square Fluctuation) analysis of.
APOCI1 protein residues throughout a molecular dynamics simulation
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UPRmt (ATF5 / HSP60 / LONP1 /
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Supplementary Material 10: Schematic of UPRmt - immune cell crosstalk.






