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Supplementary Figures:

Supplementary Fig S1. The species classification of the NR annotation result of the
transcriptome

Supplementary Fig S2. E-value distribution of NR database annotation of the
transcriptome

Supplementary Fig S3. Similarity distribution of NR database annotation of the
transcriptome

Supplementary Fig S4. Gene function classification of GO dantabase of the
transcriptome from three categories of Biological Process, Cellular Component and
Molecular Function. The X-axis showed the concrete terms of three categories and the
Y-axis showed the number of genes in different terms.

Supplementary Fig S5. KOG function classification of the transcriptome from 26
terms. The Y-axis showed the percentage genes accounted for.

Supplementary Fig S6. DEGs statistics between 0 h and 6h-treated lines (A) and
between 0 h and 24 h-treated lines (B). The color red means genes up-regulated and
the green means genes down-regulated and the color blue means the expression level
of genes showed no obvious change.

Supplementary Fig S7. Enriced terms of gene ontology for the DEGs between the
0 h and 6 h-treated line (A) and between the 0 h and 24 h-treated line (B).
Distribution of differential expressed genes in 0 h vs 6h-treated line and 0 h vs
24h-treated line from the categories of biological process (BP) and molecular function
(MF); The color red means up-regulated and the blue means down-regulated terms.
The Y-axis showed the number of genes for different terms.

Supplementary Fig S8A. The identification of ERF transgenic TKS seedlings by
genomic pcr. M means DNA Mark III; 1 means the positive control and the 2 means
the WT, 3-13 means different transgenic seedlings.

Supplementary Fig S8B. The identification of DREB transgenic TKS seedlings by
genomic pcr. M means DNA Marker III and number 1-8 means different transgenic
seedlings, 9 means the positive control.



Supplementary Table:

Supplementary Table S1. Primers of 12 selected genes designed by Primer Premier
5.0 used for gPCR analysis
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Supplementary Fig S1. The species classification of the NR annotation result of the
transcriptome



E-value Distribution
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Supplementary Fig S2. E-value distribution of NR database annotation of the
transcriptome



Similarity Distribution
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Supplementary Fig S3. Similarity distribution of NR database annotation of the
transcriptome
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Supplementary Fig S4. Gene function classification of GO dantabase of the
transcriptome from three categories of Biological Process, Cellular Component and
Molecular Function. The X-axis showed the concrete terms of three categories and the
Y-axis showed the number of genes in different terms.
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Supplementary Fig S5. KOG function classification of the transcriptome from 26
terms. The Y-axis showed the percentage genes accounted for.
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Supplementary Fig S6. DEGs statistics between 0 h and 6h-treated lines (A) and
between 0 h and 24 h-treated lines (B). The color red means genes up-regulated and
the green means genes down-regulated and the color blue means the expression level
of genes showed no obvious change.



Enriched GO Terms
(MJ6_RvsMJO_R)

£ £
= a
o 58
58 "
[ N | |,
. eeef\
\&Wh L‘ \avéb @\ﬁs
T, 1 Vi,
o »o@ “ou
“, &0\9 B e, @s&s
.\Q«o@ m\eo\\c‘ - g, o
2, » -y, Yop, o
4 st 4 %y
%, Sy, e, .‘ U, gy,
00 90, s w,
S " L 4, 0, Uy
& () 0y, ", %,
9\& 7oy, o - gy, Mo .
2
s, g % | gy,
o, &y % s@m . s,
e op Yoy, ﬁ. Uy
Osg, 8, "o Y
&, ED il %, "y,
Y, D5, Sy, 0 0
» 70y, ey |y, i “y
P .
&, ol <, -,
.8@0 -, o
= m&mo L Yy,
Ty, o d U
Y ovo\ m 3 ‘g,
\\\\W\ =3 o %,
% s3i o .,
QQ@ 3% Yop faﬂ.
s, 5 _ M, o
4 ey % w ] et %
)
on.q S5, 2%, - u:sa
Yo “,, g, - S, Py
Y, 0 RN
K2 e, - g, ﬁﬁfa
Yop S, _ Ry, "y
Osp, D, | Mo, My,
5, \b\@\ mk\a.c _ A @a«wm oy
Wi, ©y %) 6 Ry kg, Moy
9, 7, = g,
@e@ © _ S5y, éoesmé
4 S &
Yg, _ . o, \e@o.a
U, o, )
“p P 5 o&q& g,
2
o, o ol =, ",
“a ) — o, Oy
o, Ses, %, Gor
6 #op, s, _ Sy, e
Yo ©s,. 0, L e “sey,
%, Yy, Yo £ o
U Py Xl Py, 0y,
bQQ% R L %y, e, s
2 ‘@,
&, Vo Oy,
Q@ ceQ@ B,
A » L “op, % Py,
oQ«,cw L‘ , &, b,
]
S,
r T T T T 1 @060 -‘Hﬁfqﬁe
Yo & Ml %
oi8 8v9 98y vee 291 0 416 Qnocq @\&n&
S9UBY) JO JAqUINN U Wy
—r—T
/ 09vh B9 90 v8S 22 O
$905) 0 Joquiny

MF

BP

Supplementary Fig S7. Enriced terms of gene ontology for the DEGs between the

0 h and 6 h-treated line (A) and between the 0 h and 24 h-treated line (B).
24h-treated line from the categories of biological process (BP) and molecular function
(MF); The color red means up-regulated and the blue means down-regulated terms.

Distribution of differential expressed genes in 0 h vs 6h-treated line and 0 h vs
The Y-axis showed the number of genes for different terms.
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(The original gel image)
Supplementary Fig S8A. The identification of ERF transgenic TKS seedlings by
genomic pcr. M means DNA Mark III; 1 means the positive control and the 2 means
the WT, 3-13 means different transgenic seedlings. The gel image acquisition was
achieved by Gel Doc XR System (Bio-rad: Intas Gel Hood) and processed with
Photoshop (label and clip).
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(The original gel image)
Supplementary Fig S8B. The identification of DREB transgenic TKS seedlings by
Genomic PCR. M means DNA Marker III and number 1-8 means different
transgenic seedlings, 9 means the positive control. The gel image acquisition was
achieved by Gel Doc XR System (Bio-rad: Intas Gel Hood) and processed with
Photoshop (label and clip).



Supplementary Table S1. Primers of 12 selected genes designed by Primer Premier
5.0 used for gPCR analysis

Primers used for quantitative PCR analysis

Gene
AOS
AOC
LOX
OPR

MYC2
DXS
ISPH

HMGR
FPS
IDI
GGPS
REF/SRPP

Unigene ID
€39329 g1
c44998 g3
€53508_g1
c49640_g1
c46426_g2
c49476_g1
c44729_g5
¢50260_g1
c48867_gl
¢43940_g2
c42408_g1
c41870_g1

Forward Primer
CTACGGCGAAGGTAAGGTGAC
ACGGGCAGATAGCAGTCCAG
ATTCTCCGCCAAGCGACCAC
CAGACAAAGTCGGCGTCAGAAT
GGCGTCGTCATCTGCTTCAA
TGCGGGCTACTTGGATTCG
TTACCTGCTTTCGGTGCTGC
TGTCTTCTTCACCGTATTCTTCTCG
CCTTCGAGTTCGATGACGATTC
CTCTTCCTTCGCTGGTCTTACTCTC
CGGTGACAACTCCAGCAAGATACT
TAATGCCTCCTGCGGTGAAAGAC

Reverse Promer
CTGGAACCCGAATAACATCTCAC
ACGGAGGAACAGGGGTGACT
CAACGCCGCCAACACCTA
TCAACTCTGCCACTTCCTCTTCA
CCATCTCCCCACCCTAACAC
GAACCACTAATCATTCCACGAGC
CGGTTGCCACTGTCTCCTCA
CCGAAGAACCCGAGAAGGTAGAT
TCCGCCTTTAAGCAACTGGTAG
CCCAACGACATTGTCATTTTCATCC
CCTTTCAATCTCCTCGTGGCT
AGAGTTTTCCAAGCCGAAGAAGCGT




