HERV-K, subtype HML-2, expression inversely correlates with and is regulated by miRNAs expression in amyotrophic lateral sclerosis
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Figure S1. Expression levels of HML-2-env and miRNAs in ALS patients and HCs.
Expression levels of miR-16-1-3p, miR-22-3/5p, miR-188-3/5p, miR-362-3p, miR-502-5p, and miR-582-3/5p in ALS patients compared to healthy control (Fig. A, B, C, D, E, F, G, H, I). Statistical significance was set at p < 0.05 (*).
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Figure S2. Composite miRNA score in ALS patients and healthy controls (HCs). 
Composite miRNA score in ALS patients and healthy controls (HCs). The score was calculated as the mean expression of five downregulated candidate miRNAs (miR-15a-3p, miR-15a-5p, miR-150-5p, miR-192-3p, and miR-221-3p) for each subject. Violin plots display the distribution of the composite score in ALS patients (red) and HCs (yellow); horizontal lines indicate the median and interquartile range (IQR). Comparison between groups was performed using the Mann-Whitney U test. A statistically significant difference was observed between ALS patients and HCs (median 0.70 vs. 0.95; Hodges-Lehmann estimate = -0.36, 95% CI: -1.05 to -0.06; p = 0.019), supporting a coordinated dysregulation of the selected miRNAs in ALS. Individual data points are shown. Statistical significance was set at p < 0.05 (*).
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Figure S3. Full uncropped Western blot images.
Full, uncropped images of the Western blot membranes corresponding to the three independent biological replicates are provided. In each blot, the upper band corresponds to the full-length HML-2 Env protein (85 KDa) and represents the signal considered for the analyses reported in the manuscript. The lower band (45 KDa) corresponds to the transmembrane (TM) subunit and was not included in the quantitative analyses. 
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