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Supplementary Figure S1: Comparison of several cofactors values in the 2 patient
cohorts. A) Disease duration. B) Age. C) Age of onset. D) Gender. No significant difference was

observed between the 2 patient cohorts.
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Supplementary Figure S2: Principal component analysis (PCA) of microRNA expression

data. In red mTLE -HS patients and in green mTLE +HS patients.

15017 1501 401
A B C = ®o7
. (=]
o o “ 304
I 1004 X 1004 o
w [ -
o o s
3 < < 20+
© © v 21
3 o e °
@ 504 T x 504 >
£ € FEEE
° @®o03
& 06
0- 0- 0'—|_.rL
nonHSO07 HS013 nonHSO03 HS06 nonHS HS

Supplementary Figure S3: Quantification of in situ hybridization analysis for miR-184 in
mTLE patients. Double-labelled miR-184/GFAP cells were quantified blinded from three
pictures per patient by two independent operators. Data represent the mean +/- standard error
of the three pictures with the nonHS patient set at 100%. A high miR-184 expressing nonHS
patient (A) versus are low miR-184 expressing nonHS patient are represented (B), miR-184

relative expression measured by RT-qPCR is shown for all 4 patients in C.
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Supplementary Figure S4: Expression of miR-184 target genes in hippocampal tissue.
The expression of selected target genes of miR-184 was investigated by qPCR in samples of
MmTLE -HS and mTLE +HS patients. Results show means of all samples and technical

triplicates. Error bars represent s.d. **p<0.05, *p<0.1.
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Supplementary Figure S5: Evaluation of miR-184 3’UTR targeting of the predicted targets
in a luciferase reporter gene assay. HELA cells were co-transfected with reporter vector and
40pmol of miR-184 mimic or miRNA mimic control (miR-scr). Forty-eight hours after transfection
luciferase activities were measured. Data represent the relative fluorescence units (RFU) of
firefly luciferase activity normalize to renilla luciferase expression. Mean activities +/- s.d. of two

independent experiments in triplicate are shown. **p<0.05, *<0.1.
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Supplementary Figure S6: Overexpression levels of mir-184. Expression levels were
determined by RT-qPCR in triplicates. Data represent mean +/- s.d. (A) mir-184 expression
levels in primary murine microglial cells 72 hours after transfection. (B) mir-184 expression

levels in primary murine neurons 72 hours after transfection. (C) mir-184 expression levels in
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A: MTS assay B: caspase 3/7 assay
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Supplementary Figure S7: Influence of miR-184 overexpression in a murine.
neuroblastoma cell line. (A) Viability of the cells was measured using a MTS assay 48h after
miRNA mimic transfection. Data represent the mean of triplicates +/- s.d. from one
representative experiments, data was normalized to the untreated cells. (B) Caspase 3/7
activation assay 48h after miRNA mimic transduction. Bar graph represent the mean of 2

independent experiments +/- s.d. (p<0.05).



