N

miRNA abundance

miR-1812-50 1 B miR-253p | c miR-93:5p 1 D miR-30b-5p |
0. 0.24+ 0.8 1.
*%
g 0.224 g o * g _I_
—~ 0. T ~ T ~ T~ 1.0
[ < £ 0.201 €= =
O (&) 20 20
3 — i B2 . 38 ° i ©32
< 02 g0 |—__'_—| = | == << o, |
Z o161 x 02 4
€ € €
0.0 0.14 0.0 0.0
CT MSA CT MSA CT MSA CT MSA
E SLC12A5 1 F GBA 1 G GRIA2 1
0. 01 0.
8 8 8 o4 I
C [ = C o
g_ % I S 010 - S~ 1 -
c *k (= S 03
30 30 30
o35 02 o3 o3
©= © = T= 02
< << o0 <
P4 p4 P4
£ € £
0.0 0.00 0.0
CT MSA CT MSA CT MSA
H KIAA1161 1 / SCL11A1 I J

(1/dCT)
(1/dCT)
(1/dCT)

o
mRNA abundance

mRNA abundance
mRNA abundance

0.3: 0.3: - 0.3:
Fkk
. 0.2 0.2
. 0.1 0.1
0.0 0.0
CT MSA

0.0
CT MSA

Supplementary Figure 2. Validation of array findings by qPCR. Quantitative real-time PCR was used to verify Nanostring arrays findings
for selected miRNAs (A-D) and mRNAs (E-J) that showed differential expression in MSA brains according to array analysis. Aliquots from
the same RNA samples used in array hybridization were reverse transcribed and used as cDNA template for gPCR reactions using specific
Taqgman probes. Red arrows indicate increased and green arrows indicate decreased expression as per array results. * p<0.05; ** p<0.01 as

per unpaired t-test.



