
0

2 

4

6

8

10 RNAseq vs RT-qPCR

Lo
g2

 F
ol

d 
ch

an
ge

(M
IR

76
95

-A
c 

vs
 W

T-
Az

)

RNA-seq
RT-qPCR

a

0.00

0.02

0.05
0.10
0.20
0.30
0.40 WT-Az

MIR7695-Ac

R
el

at
iv

e 
ex

pr
es

si
on

 le
ve

l

OsDREB1G

OsWRKY71

OsDREB1E
OsRERJ1

OsWRKY45
OsNAC4

*

*

*
* *

*
0.00

0.10

OsNAS1
OsLAC19

Upregulated Downregulated

*
0.006

0.02

*

0.04

0.06

0.08

b

OsDREB1G

OsWRKY71

OsDREB1E
OsRERJ1

OsWRKY45
OsNAC4

OsNAS1
OsLAC19

-4

-2

0

Figure S4. Validation of RNAseq data by qRT-PCR.
Leaves of 3-week-old WT-Az and MIR7695-Ac plants were used for RT-qPCR analysis (n=3). 
(a) Expression of selected genes upregulated (left panel) or downregulated (right panel) in MIR7695-Ac vs WT-Az 
by RNA-seq. Data are mean ± SE (n=3) and were normalized to the rice Ubiquitin (Os06g0681400). Gene-specific 
primers are in Additional file 2: Table S1 *P<0.05
(b) Comparison of RNA-seq and RT-qPCR fold change values obtained for DEGs in (a).


