Supplementary Figure 1

BOCL-Hur-esy
G F-H-esy
AHuu-esy
GAC-HW-eSY
SEEHW-eSY
dg-epg-ynu-esy
gZ-Hiuresy
qog-Hi-esy
ZEd-HW-esYy
£O0Z-"Hw-esy
00 Hw-esy
qoog-dnu-esy
Fhl-H-esy
£61 -“HIW-esY
-7 L-HIu-esy
gl -Hiwr-esy
S -Hi-esy
GGl -H-esy
BO¥ | Hiur-esy
Gl -H-esy
L -Hur-esy
¥l -"Hw-esy
LEL-HW-eSY
BGLL-HW-EesY
BEEL-HIW-ESY
£C1-H-esy
9Z1-H-esy
QG2 -Hur-esy
00l -Hw-esy
0z-ja1-esy
24-)aresy
qi-)aresy
B/-)alesy

FAS-HIW-eSY
L6F-Hw-esy
Far-du-esy
FEr-H-esy
9 £-Hu-esy
LOE-Hw-esy
0k £-Hiu-esy

BOGLHILU-esy
Bi¥ |l Huu-esy

GE1L-HIW-eSY
490l -Hu-esy

I
= T3] = ¥y =
-

uoissaldxa Yl aneay

Supplementary Figure 1. Real-time PCR analysis of differentially expressed microRNAs between PPNAD and

normal adrenal tissues. In order to validate microRNA microarray data, we performed microRNA SYBR Green Real-time
PCR analysis. The results were consistent with the microarray data, showing that 33 microRNAs were down-regulated while

11 microRNAs were up-regulated in PPNAD tissues relative to normal tissues.



Supplementary Figure 2
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Supplementary Figure 2: Let-7b expression correlates with midnight cortisol levels. PPNAD patients were classified
into 3 groups according to their diurnal midnight cortisol levels (low, intermediate, high); lower expression of the microRNA
let-7b was associated with higher midnight cortisol levels (r = -0.949).
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Supplementary Figure 3. Sequence complementarity between microRNAs and their target genes. TargetScan
prediction algorithm identified potential microRNA-gene target pairs according to sequence similarity between the 3'UTR

of a target gene and the mature sequence of a microRNA.




Supplementary Figure 4

microRNA Gene Target Correlation coefficient
miR-449 WISP2 -0.9743
miR-203 FOSB -0.6221
miR-15b CCND2 -0.5743
miR-16 CCND2 -0.5386
miR-7 INHA -0.4254
miR-15b STK19 -0.4189
miR-16 STK19 -0.4129
miR-15b CHGA -0.3875
miR-28 GPR107 -0.3343

Supplementary Figure 4. Correlation coefficient between microRNA and gene target expression. The
previous analysis indentified nine potential microRNA-gene target pairs. For each microRNA and gene target
we performed real-time PCR analysis in order to identify their expression levels in PPNAD tissues. Due to the
fact that microRNAs are negative regulators of gene expression, we were interested in the microRNA-gene
target pairs with very high inversely correlated expression levels. In the table above we present the correlation
coefficient between microRNA and gene target expression levels, starting from the most significant.



