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Fig. S1. Met-DCG identification. (A) Batch effect and PCA were conducted
respectively on the datasets of GSE51588 and GSE169077 before their combination.
(B) Batch effect and PCA were conducted respectively on the datasets of GSE51588
and GSE169077 after their combination. (C) Cluster tree plot analyses of the
relationship between 13 module eigengenes and OA, with the red line corresponding
to a set height of 0.25. (D, E) Scale independence, mean connectivity, and scale-free
topology graphs generated with a soft threshold of 15. (F) A cluster dendrogram for

co-expression network modules (1-TOM).
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Fig. S2. Construction and

for each of 97 diagnostic

validation of 97 diagnostic models. (A) The F-scores

models was assessed across the selected validation

datasets. (B) The accuracy for each of 97 diagnostic models was assessed across the

selected validation datasets.

(C) The recall values for each of 97 diagnostic models

was assessed across the selected validation datasets.
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Fig. S3. LMO?7 is upregulated in OA. (A, B) LMO7, MMP9, MMP13, and COL2A1

mRNA and protein levels were analyzed in SW1353 and ATDCS cells treated with
various IL-1B concentrations for the indicated periods of time. (C) The viability of
SW1353 and ATDCS cells treated as in (A) was analyzed using One-way ANOVA. (D,
E) The mRNA and protein expression of LMO7 was compared in 13 OA and healthy
control human clinical samples. The presented results were representative of three
independent experiments. Data were quantified as mean + SD from biological
triplicates, with statistical comparisons between healthy control and OA groups

performed using unpaired two-tailed Student's t-tests. Significance levels were

denoted as *p < 0.05; **p < 0.01; ***p < 0.001; ****p < 0.0001.




