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Figure S1. DEGs in ZFX1 leaves in response to water (C), ABA (A) or Flu (F) treatment after 8,
72, and 168 h of treatment. (A) Correlation analysis among three replicates of the transcriptome
data across treatments. (B) 2D scatter plot of three treatment groups in which individual
expression differences were tested via principal component analysis (PCA). The three oval
areas show the different subgroups: red represents the control (water treatment), green is ABA
treatment, and blue corresponds to flu treatment. (C) Functional annotations of genes in the
indicated databases. (D) The number of upregulated and downregulated DEGs resulted from
the comparison between ABA or Flu with the water treatment at the indicated sampling time.
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Figure S2. qRT-PCR analysis of key genes and validation of DEGs by Pearson’s linear
correlation. (A) qRT-PCR analysis of tea carotenoid-ABA pathway genes (CsNCED, CsPP2C),
flavonoid biosynthetic genes (CsPAL, CsUFGT), vesicular trafficking genes (CsStx1-4,
CsABCBI), chlorophyll metabolism gene (CsRCCR), and transcription factor (CsMYB). Error
bars represent standard error (+ SE) of three biological replicates. (B) Pearson’s linear
correlation plot by comparison the expression of select key genes analyzed by qPCR with DEGs
from RNA-seq dataset. The expression is based on log2fold changes. FPKM (Fragments Per

CsPP2C CsPAL CsUFGT
12 24 alt 0 s 2 0
1 s o 312 b 4,
£ os £ 1 w0 £ 1.3 %3
% s E g w0 £ f “ E
06 = =
= B @ 06 30 2 I+
£ B Eoe »E  Zos o
=02 . LH 10 3 40
L] 7 o o 0 3%
$h-CK §h-ABA Sh-FLU Sh-CK Sh-ABA Sh-FLU Sh-CK  6h-ABA Sh-FLU
CsPP2C CsPAL CsUFGT
g™ 107 s 140 g% 100
;| 08 o :;: o F 2 0 o
H ] 2
B ! w0s E E ' 0 & E\.s o T
g W@
Eaos g 2 ©“g g0 “ g
g 103 i » i o8 20
° 102 o o o ]
72h-CK 72h-ABA 72h-FLU 72h-CK  72h-ABA T2h-FLU T2h-CK 72h-ABA T2h-FLU
CsPp2C CsPAL CsUFGT
15 LY 2 100 H 100
g £
E L] % s 0w s L
] 2
g, ! 84 i § 1 o F E- f 60 2
5 E g2 w 3 2 40 ;
§o E Zos & Fos £
3 s i ] 3 20
o : o o o o
168BCK 168h-ABA 168h-FLU 1686-CK 1688-ABA 1680-FLU 1688-CK 168h-ABA 168h-FLU
CsABCBI CsRCCR CsMYB
B 150 12 51 2 3
E £, s g 25
is 2 2 L5 s
% 100 ‘E 08 -9 '§ 2 ';
1 = o 45 1 13
£, ©Z Eo wE oz, 2
3" gox a5 = i - os =
a o L] 48 0 o
S-CK  Sh-ABA SFLU Sh-CK  Sh-ABA Sh-FLU 8-CK  8h-ABA  ENFLU
CsABCBI CsRCCR CsMYB
28 @ _ 14 68 25 6
e 0, 2 w. £ 5y
E\.s ﬁ £ é"-’ :-2 £ g.l.i :'E
g wE 2% T 22
i 05 0 &= é o3 ;:: . i 05 1=
o ° o £z o o
TIRCK  T2heABA TIWFLU TICK THRABA THWFLU TICK THRABA TWFLU
CsABCBI CsRCCR CsMYB
2 w0 12 65 2 s
% 15 g % ' 65 2 § LS e
z N - E %- e
1 0z Bos Ly 1
:m mﬁ £os nnﬁ 205 :é
g L = g 02 F % k. ] =
a o o 6 = o
1680-CK 168h-ABA 1680-FLU 168h-CK. 168h-ABA 168h-FLU 168h-CK. 168h-ABA 168h-FLU
wesm QPCR. ——FPKM
L
. "
LI e
N ] l?-
[] l' - %
- e [ I ]
.'k.- g
| =7
-
a
T T T 1

Log, (FPKM (Fold change)) by RNA-seq

Kilobase of exon model per Million mapped fragments).



C8vsAS8 C72vsAT2 C168vsA168

i Mg b mp b 2
: . g . i .
T ‘ ;’fﬁ Wy, - M :
z}g il 77%” / / if;‘iilj z,g ‘*’/" i ;#%%7 ;};a il %v/;} / / ﬁi’:’?
s / ;;1% I / s
C8vsF8 m—— L C72vsET2 w0t o ., C168vsF168 —fef
i e mpo b e

Humber of genes

3
20 2

a0

Humber of genes

§ ' ' e

i { fi f ! gg*g {;jfiéﬂ‘ﬁg‘ | g / f{;;f §f§;g;§g L ; 7 fff; éﬁgﬁ,ﬁ;& )
f’f%f / / ﬁgi /fﬂf// /,/f !fgi ik ﬁz ,/f
5' i / /g f

Gellular companent biologieal procoss ‘Gallular Gompenent molecalar funciion Gellular companent

Figure S3. GO enrichment analysis of DEGs between six comparison subsets. The genes were categorized based on gene ontology annotation, and the
proportion of each category was displayed in the categories of biological process (BP), cellular component (CC), and molecular function (MF) where ZFX1 leaf
samples were collected after 8, 72, and 168 h of water (C), ABA (A), and Flu (F) treatments, respectively.
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Figure S4. GO-enrichment analysis of module salmon.
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Figure S5. Scatterplot of gene significance score versus module membership in the blue module (A), black module (B), magenta module (C), yellow module
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Figure S6. Expression heatmaps and the consensus profiles of co-expressed genes in different modules.
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Figure S7. Identification of known MYB transcription factors regulating anthocyanin synthesis
in tea plants.



