[image: ]
Figure S1 a. Principal components analysis (PCA) of RNA-seq data. b Multiple comparisons between the genotypes 2052 and 6053 at various stages of ovule development. The numbers around the arrows indicate the number of differentially expressed genes for the specified comparisons. Red, up-regulation; blue, down-regulation. c The distribution and KEGG functional enrichment analysis of up-regulated (c) and down-regulated (d) genes.
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Figure S2 a The distribution of catechin in natural populations. b Correlation analysis of catechin and linoleic acid. c Correlation analysis of catechin and oil content. d Correlation analysis of catechin and percentage content of fatty acids.
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Figure S3 a The expression profile of oil-related transcription factors in development cottonseed of genotype 6053 and 2052. b The expression profile of NF-YB6 and WRI1. peaked at 25DPA.
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Figure S4 KEGG function enrichment analysis of four WGCNA modules (MEbrown, MEdreen, MEmagenta, and MEpink).
image1.png
o

2654
2200

3351

5440

1681785

227

327/1692

60’ =L 60!
277

42
zo' 108 2“’

[ ]
Group 2823 2530
b ® o 20 1433 209297725 20’
100 s ® s
9 ® w0
oS @ : - 212[202 279[228 668453
< 04 o
N ® [ ]
8 e
~1004 ® s 2152 2066 ¢
%o ow @ 2o oo 1326
e
7 T T
-100 100 200
PC1 (40.6 %)
c d
517 1022
900
‘% 40 &
2 [
g 5
upP § 226 DOWN g soo
£ 20 4
2 138 2
£ S5g7 £ 300
299,621,418 15 12
21
ol Ill___ 167142655431 1111 .
[ 25DPA . W 10DPA .
[N 10DPA . l W 15DPA . I
[ 15DPA o [ M 20DPA . I
I 30DPA - - [ I 0DPA -
N 20DPA I 25DPA ]
0 0 & —T—TT
600 400 200 0 15001000 500 0
gene number gene number
Tryptophan metabolism - . Valine, leucine and isoleucine degradation-
Starch and sucrose metabolism - @ Ubiquinone and other terpenoid-quinone biosynthesis-
Sesquiterpenoid and triterpenoid biosynthesis - . .
Starch and sucrose metabolism-
Phenylpropanoid biosynthesis - @ 6.
78 Phenylpropanoid biosynthesis-
Linoleic acid metabolism - » 6 ’3?
58 .

g Phenylal tabolism-
£ Limonene and pinene degradation - ° 48 'enylalanine metabolism.
@

Glycerolipid metabolism- @ number Phagosome-
Fatty acid elongation- @

Cutin, suberine and wax biosynthesis -
Carotenoid biosynthesis - ®
Ascorbate and aldarate metabolism - L]

alpha-Linolenic acid metabolism - @

5 6 7
—log(Pvalue)

Fatty acid degradation-

Cyanoamino acid metabolism-

Nitrogen metabolism-

Fatty acid elongation-

[}
°
.
.
] 12
~log(Pvalue)

15

o © =

]

(enjeag)Bdi-




image2.png
a d
% 0.16 0.07 017 041 -0.19 0.36 040 -0.14 -0.09
0.0015 -] B
o 029 -0.13 -0.14. -0.15.. 027 035 -0.13 -0.26
o
0.0010 - I -0.27 018 0.17 -0.11 0.12 034 0.1 .
o1 008 o.os. 0.30. 0.19 0.19 -0.20 0.15
0.0005 o
o .. 041 033 0.33. 0.04.
o
N 037 0.16 0.07
0.0000 ] ©
© ™
800 1200 ol 014 027 0.19 0.18 .
Catechin °
b ° - R <
15000+ 250007 S
. 3]
N } o) 030031 021 0.01
b
100004 200001 :. .. 0.20
o~ LS MR Y = R
Y et ‘ ° o 0.05
o q,\
5000 15000 ]
g o
Y = -2.099*X + 11971 Y = -5.039°X + 22624 B
R2=0.192 R2=0.319 .
0 T T T 1 10000, T T T 1 5
0 500 1000 1500 2000 0 500 1000 1500 2000 £
Catechin o

Catechin

1.0

0.5




image3.png
FUS3

LEC2

LEC1

WRI1

HLS1

HSI2

bZIP67

GCN5

TPM

<400

4300

4100

A0, A9, 90, 90, a0 AO_ AD, 90
B CS SIS

120

P

500 1 NF-YB6 LA
400 4 — LD
H-A
=300 - A
F 200
100 4
0 \ T T .
0 10 20 30 40
(DPA)
2007 WRI1
E150.
F100 4
50 |
0 -
0 10 20 30 40
(DPA)




image4.png
Zeatin biosynthesis -

Tyrosine metabolism- e

Stilbenoid, diarylheptanoid and gingerol biosynthesis -
Sesquiterpenoid and triterpenoid biosynthesis -
Phenylpropanoid biosynthesis -
Phenylalanine metabolism -

Pentose and glucuronate interconversions - @

Other types of O-glycan biosynthesis -

Glycosphingolipid biosynthesis - globo series-
Glycerolipid metabolism -
Fatty acid degradation -

Fatty acid biosynthesis- o
Cutin, suberine and wax biosynthesis-

Ascorbate and aldarate metabolism- e

MEbrown

Starch and sucrose metabolism =

Riboflavin metabolism -«

Phenylpropanoid biosynthesis - @

Pentose phosphate pathway - @

Nitrogen metabolism - @

Nicotinate and nicotinamide metabolism «
Monoterpenoid biosynthesis -
Glyoxylate and dicarboxylate metabolism -
Galactose metabolism «

Fructose and mannose metabolism - @

Cysteine and methionine metabolism -

Carbon metabolism = °

Alanine, aspartate and glutamate metabolism -

MEmagenta

L]
.
.
[ ]
.
L]
.
.
5 10 15 20
~log(Pvalue)
[ ]
.
o
[ ]
.

5 b 7
~log(Pvalue)

Ribofiavin metabolism - «
Plant hormone signal transduction « ®

Phenylpropanoid biosynthesis

One carbon pool by folate

N

Nitrogen metabolism - ®

Sa 8
~log(Pvalus)

Glycolysis / Gluconeogenesis + @

g

Cysteine and methionine metabolism -
number

Cyanoamino acid metabolism « .

® 20 Carbon metabolism - °
Biosynthesis of amino acids - °
Arginine and proline metabolism - @

Alanine, aspartate and glutamate metabolism « .

MEgreen s Zlog(Bualud)

Valine, leucine and isoleucine degradation- ]

Valine, leucine and isoleucine biosynthesis-

Tyrosine metabolism- @
number Phenylpropanoid biosynthesis.
Phenylalanine metabolism-

Nitrogen metabolism- .

Lysine degradation- .

Limonene and pinene degradation- ~ »
Histidine metabolism:  »

Glutathione metabolism- @

>0~
~log(Pvalue)

Fatty acid degradation- @
Cutin, suberine and wax biosynthesis- .
beta-Alanine metabolism- @

ABC transporters-

MEpink

3] 8
~log(Pvalue)

Py ey
Zlog(Pvalue)

Fl
2
3
5
@

[ I T X}
b s =
Bao

>
~log(Pvalue)




