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Figure S1. KEGG analysis of consistently differentially expressed genes.



e LOC4335058 (ETR2) LOC4324749 (AUXT)

30
25
20
15
10

Relative Expression
o o
E
(=) =P N R R A NN
w w w w w
RNA-seq Log,FC
Relative Expression
© 03983
.
0O =2 N W e 0 o
RNA-seq Log,FC

1hai 3hai  6hai  Shai 12hai 24 hai 1hai  3hai  6hai 9hai 12hai 24 hai
s LOC4343719 (BZR1) 7 s0. LOC4344331 (EIL2) s
= 40 =
2 35 : 6o 270 ] 259
S 20 5 g g 60 g
5 S B0 - 2 g
x 25 4 = > =
w 20 2 w40 15 @
g 3o 8 ¢
£ 15 23 53 12
@ 10 @ E 204 v
£ 1 10 05
0 0 04
1hai  3hai  6hai  9hai 12hai 24 hai 1hai ~ 3hai 6hai  9hai 12hai 24 hai
160 LOC4330832 (RAmy1A) 12 400, LOC4340386 (RSUSZ2) 7
& 140 10 O é 3504 60
3 120 e @ 300 N
@ g8 2 o 5 2
g 100 S & 250 e
di 800 6 g W opgf 8
o @ [ 3 @
2 600 4 & 2 150 <
5 a0 Z 3 109 2 E
= 200 2 T g 1
0 0 0l 0
1 hai 3 hai 6 hai 9 hai 12 hai 24 hai 1 hai 3 hai 6 hai 9 hai 12 hai 24 hai
LOCY271949 (Amy3b
_ 80 LOC4330830 (AmyTc) . 160, (Amy3b) 14
5 70 L1082 & 144 120
8 60 g 2120 105
2 50 r8 3 2 100 g
Y 40 le & & 80 8 o
2 3 : ]
s 30 4 <zt 2 60 . 3
© 20 ¥ © 40 ) 4 Z
* 10 F2 € 20 - ¥
04 -~ Lo 0 S e - - — -
1hai  3hai 6hai 9hai 12hai 24 hai 20l 1hai  3hai  6hai 9hai 12hai 24hail g

mmmm Endosperm qRT-PCR mmmsm Embryo qRT-PCR Endosperm RNA-seq Embryo RNA-seq

Figure S2. Quantitative RT-PCR validation of 8 DEGs. Expression of DEGs was normalized to
the endogenous control UBQ10 gene. The histogram represents qRT-PCR data of genes
expression, with blue represents endosperm and orange represents embryo. The line chart
represents Log: fold change expression of the DEGs from RNA-seq data, with grey represents
endosperm and yellow represents embryo. Three biological replicates of each sample were
used for qRT-PCR analysis. Error bars represent the standard deviation of relative expression

level from three biological replicates.



