  
    
[bookmark: _Hlk70000220]Figure S1. Antioxidant and osmoprotectant capacity of tolerant and susceptible wheat lines. (A) proline content. (B) malondialdehyde content. (C) hydrogen peroxide concentration. (D) superoxide dismutase activity. 
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Figure S2. The exploited result of VST normalization method, correlation between biological replicates of samples through heatmap plot.
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Figure S3. The result of gene dispersion procedure in the DESeq2 package. (A) Plotting mean counts against coefficient of variation. (B) DESeq2 gene dispersion procedure. Black points represent the maximum likelihood dispersion estimate for each gene, blue points represents the new gene dispersion estimate after they are shrunk towards the fitted curve (shown in red). 
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[bookmark: _Hlk71617719]Figure S4. Heat map of differentially expressed genes in four comparisons. (A) PI627299 vs PI624837. (B) PI627038 vs PI624837. (C) Condition water deficit vs control. (D) Time-point 18 DA vs 9 DA. The red color represents up-regulated and blue represent down-regulated genes. Samples were clustered based on the expression level of these genes.
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Figure S5. Functional analysis of DEGs on g-Profiler. (A) Enriched genes in comparison PI627299 vs PI624837. (B) Enriched genes in comparison PI627038 vs PI624837.
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Figure S6. Functional analysis of DEGs on g-Profiler. (A) Enriched genes in comparison water deficit vs control. (B) Enriched genes in comparison 18DA vs 9DA. 
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Figure S7. Glutathione metabolism pathway enriched in comparison water deficit vs control conditions.
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Figure S8. Starch and sucrose metabolism pathway enriched in comparison water deficit vs control conditions. 
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Figure S9. Plant hormone signal transduction enriched in comparison water deficit vs control conditions.
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Figure S10. Carotenoid biosynthesis pathway enriched in comparison water deficit vs control conditions.


[image: C:\Users\Yousef\Desktop\myRNA\functional analysis\main effects\Genotypes\KEGG path for res1\Glutathion 1.png]
Figure S11. Glutathione metabolism pathway enriched in comparison PI627299 vs PI624837.
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Figure S12. Zeatin biosynthesis pathway enriched in comparison 18DA vs 9DA.
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Figure S13. Interaction networks of related DEGs in significant KEGG pathways and putative TFs identified by comparing PI627038 (T) vs PI624837 (S). 
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Figure S14. Validation of differential expression data via qRT-PCR. (A) Linear regression pattern between the RNA-Seq log2 values and the RT-qPCR fold change. (B) Expression pattern of select genes, relative expression ± SD from three independent replicates in samples 9 days after stress (B) and samples 18 days after stress (C).


9 days_after_stress

TraesCS2D02G587900	0.40292925639999999	4.1482926848000004	0.38710019179999999	5.6666932015000002	0.40292925639999999	4.1482926848000004	0.38710019179999999	5.6666932015000002	Control	Stress	Control	Stress	PI627038	PI627299	1.0618436286999999	7.4392134536999999	1.0427923723000001	6.8542925500000003	TraesCS5B02G299700	0.59292386320000001	5.1208618054999997	1.0308268743	6.5136696017000002	0.59292386320000001	5.1208618054999997	1.0308268743	6.5136696017000002	Control	Stress	Control	Stress	PI627038	PI627299	1.1384999763000001	10.881613420000001	1.237161274	10.819148422	TraesCS2B02G174400	0.74309961670000002	6.6347858789999998	0.35749942849999999	4.5035634754	0.74309961670000002	6.6347858789999998	0.35749942849999999	4.5035634754	Control	Stress	Control	Stress	PI627038	PI627299	1.1650744353	15.342790086000001	1.0481508633000001	9.8359692436999993	TraesCS1D02G007300	0.83439091669999998	5.639327153	0.83381133460000001	0.58112498349999997	0.83439091669999998	5.639327153	0.83381133460000001	0.58112498349999997	Control	Stress	Control	Stress	PI627038	PI627299	1.1951425360000001	-12.43580536	1.214063457	-4.4715853699999997	TraesCS2B02G169600	0.22218667249999999	5.0557953109999998	0.10980904129999999	4.5570788814999998	0.22218667249999999	5.0557953109999998	0.10980904129999999	4.5570788814999998	Control	Stress	Control	Stress	PI627038	PI627299	1.016498554	-26.58599749	1.0039041422999999	-8.4398628939999991	TraesCS2A02G047300	0.39264654059999998	6.5124903239999998	0.33380665329999998	2.1518360415000002	0.39264654059999998	6.5124903239999998	0.33380665329999998	2.1518360415000002	Control	Stress	Control	Stress	PI627038	PI627299	1.056888982	-23.483227159999998	1.0375941212999999	-7.2775933290000001	
Relative expression 
(FC)




18 days_after_stress

TraesCS2D02G587900	0.38628818710000001	4.9271465599999997	0.2583800993	3.9558468210000002	0.38628818710000001	4.9271465599999997	0.2583800993	3.9558468210000002	Control	Stress	Control	Stress	PI627038	PI627299	1.056416077	13.806236169	1.0201773753000001	17.909902938999998	TraesCS6D02G035700	0.90742803220000001	2.4248628659999998	0.16860340500000001	0.28049596999999998	0.90742803220000001	2.4248628659999998	0.16860340500000001	0.28049596999999998	Control	Stress	Control	Stress	PI627038	PI627299	1.2389602823000001	6.8733176266999996	1.010072198	15.881628406999999	TraesCS5B02G540200	0.55008853700000004	2.4820345331000002	0.61664735520000002	3.941294214	0.55008853700000004	2.4820345331000002	0.61664735520000002	3.941294214	Control	Stress	Control	Stress	PI627038	PI627299	1.0826769976999999	6.6534747427000003	1.1457772983000001	16.975908669999999	TraesCS1D02G007300	1.1637754809	2.9391068928999999	0.64748985599999997	3.7964032989000001	1.1637754809	2.9391068928999999	0.64748985599999997	3.7964032989000001	Control	Stress	Control	Stress	PI627038	PI627299	1.2899238067000001	-12.213356340000001	1.1343601432999999	-12.89070239	TraesCS2B02G169600	0.80027405190000001	3.8776641603000002	0.76059344529999995	2.6603980265999998	0.80027405190000001	3.8776641603000002	0.76059344529999995	2.6603980265999998	Control	Stress	Control	Stress	PI627038	PI627299	1.1585283107	-17.47990983	1.175907576	-10.26520618	TraesCS2A02G051600	0.64339822869999996	2.6556499850000002	0.41890340529999998	3.8611788342	0.64339822869999996	2.6556499850000002	0.41890340529999998	3.8611788342	Control	Stress	Control	Stress	PI627038	PI627299	1.1657242017	-15.884483019999999	1.0514062962999999	-16.269250639999999	
Relative expression 
(FC)




PI624837	c
b

Control	Drought stress 	5.52	10.25	PI627038	c
a

Control	Drought stress 	5.89	18.75	PI627299	c
a

Control	Drought stress 	6.89	16.29	
Proline content 
(mg g-1 FW)




PI624837	c
b

Control	Drought stress 	2.5399999999999999E-2	4.2299999999999997E-2	PI627038	bc
a

Control	Drought stress 	3.4200000000000001E-2	6.4799999999999996E-2	PI627299	c
a

Control	Drought stress 	2.5899999999999999E-2	6.83E-2	
SOD
(μmol of guaiacol oxidized min-1
 mg-1 protein)




PI624837	c
a

Control	Drought stress 	20.25	56.24	PI627038	c
b

Control	Drought stress 	23.24	48.28	PI627299	c
b

Control	Drought stress 	19.579999999999998	45.61	
H2O2 content 
(µmol g-1 FW)




PI624837	c
a

Control	Drought stress 	16.89	46.35	PI627038	c
b

Control	Drought stress 	15.27	28.61	PI627299	c
b

Control	Drought stress 	17.260000000000002	33.520000000000003	
MDA content 
(µmol g-1 FW)




image4.png
dispersion

1e-06 1e-04 1e-02 1e+00

1e-08

o gene-est
o fitted
o final

10

T T T T
50 100 500 1000

mean of normalized counts

5000





image5.jpeg
[l r

N =

=
CTTTTTTTITT T N T [ 7 1 [ [ | [ T T I ]Genotype

|| TraesCS1B02G290000

TraesCS4A02G327400
TraesC528026484200
TraesCS1802G143800
TraesCS2A026216200
TraesCS2A02G048000
TraesCS2A02G048300
TraesCS2802G614100
TraesC54A02G329600
TraesCS2802G613800
TraesCS5B026418600
TraesCS1A02G444300
TraesCS5B02G356300
TraesCS5A02G482400
TraesCS2A02G040100
TraesCS1A026335200
TraesCS4D02G358800
TraesCS4D02G350500
TraesCS4D02G360300
TraesCS1402G002200
TraesCS4D02G357100
TraesC54B02G313400
TraesCSUD2G127100
TraesCS 18026459100
TraesCS4D02G363900
TraesCSUD2G003800
TraesCS5B02G351200
TraesCS68026194700
TraosCS3A02G247300
TraesCS4D02G352200

e1oldues

4 Genotype

?I

PI627209
PI627038
Pl624837




image6.jpeg
Genotype 4 Genotype
TraesCS3A026247300 Pi627299
||| TraesCs40026352200 Pi627038
TraesCs4D02G350500 | 2 || Pis2ass7
TraesCS4D02G360300
| |Tescstanzcooz0 o
TraesCS3A026102500
TraesCS4D02G360300
TraesC540026357100 I

TraesC$4B02G313400
TraesCSUO2G127100

TraasCS1B026459100
TraesC$4D026363900

TraesCS4D02G356800
T I E Tra0sCS4D02G356100

TraesCS6B026194700
TraesCS 18026401000
TraesCS2B026517500
TraesCS1A02G316900
TraesC35802G541600
| TraesCsU026003600
TraesC5 28026027300
TraesC538026037400
TraesCS56026302500
TraesCS 28026450800

TraesC$18026290000
TraesCS5A026482400
TraesCS 18026143800
TraasCS24026216200
TraesCS2B026484200
TraesCS24026048000





image7.jpeg
]

TraosCSEB026383800 INuml
T TraescsssozGazesoo || [sess
[
| TraesCS6B02G383500
[ TraosCSED026333000
| | TraesCs 38026277900
I | TraesCS38026370300 l.z
| i I TraesCS4B026312200
= TraosCS1B026304800
TraesCS2A026045300
- TraesCS7D026201400
B TraesCS18026290000
TraesCS1A02G281000
TraesCS2A026323000
TraesCSSB02G040900
[ TraesCS2A02G573400
TraesCS5D026046500
4 1| | Traescsap02G238600
F TraesCS4B026237300
TraesCS5D026546300
TraesCS1A026422900

% Environmant IA Environment
Tra0sCS 1026296500
 TraesCS18026381200
I
|
B T CEE) " TraesCsU02G049400
T
1
] TraesCS2A02G048000
TraesCS7A02G198500
TraesCS1D026280200
TraesCS2D02019600
TraesCSSD02G064100
1 TraesCS2D02G460100
TraesCSIB02G578600

e sldues
vEoidues
sEoldurs





image8.jpeg
Timepoint Timepoint
TraesCs4B026199700 || Im
TraesCS1AD2G013900 || 2 || 18DA
TraesCS1A026276600
TraesCS3A02G2900100 1
TraesCSSB026503400
- TraesCS2A02G400100
TraesCS2002G397700
=1 TraesCS2A02G492500
] TraesCS 18026066900
1 Ja]s] TraesCS4A02G218400
TrassCS4D02G069100
| TraesCS4AD2G245100
] TraesCS4B026070300
TraesCS28026137300
TraesCS3A026376300
TrassCS2A02G 49800
TraesCS4B02G056800
] TraesCS6A02G222200
I TraesCS2002G600100
TraesCS1A026050400
| oo * TraescS10026052700
il u | TresCsar02G3aI00
] 7 I TraesCS4D02G298300
LA |1 1| Traescs4A026005700
] TraesCS3A026509800
g | = TraesCS5002G504200
HH d TraesCS1B02G290000
i ] TraesCS1A02G261000
TraesCS7ADZGMB500
TraesCS 78026234300

=[5
]

g

[Wxi
,

L

Fordues
12 sdues

oiaidues
1 aidues
1 otdues |
sz aidurs
sEadurs
s ordues
si-adues

T3
Zeoidues.

2z oidues.
o0z oldues

1z ordues.
€oldues

3




image9.png
2

: s
?

o

B

2

3
D | Souce TermiD S | TermNeme Pas (query 1)
1 GomF G0:0004497 monoowygenase actiity 2766x107
2 GomF G0:0005506 iron ion binding 34791077
B GowmF Go016491 oidoreductase activity 16425106
4 GomF G0:0020037 heme binding 1970x10%
B GowmF GO0043531 ADP binding <100
5 GomF G0:0046906 tetrapyrrole binding 1970x10%
7 cogp GO0055114 oxidation-reduction process 4685x102
8 GosP GO0006749 glutathione metabolic process 2920x102
s Goicc G0:0005576 extracellulr region 235109
0 Gocc G0:0048046 apoplast 3952x107
o kese KEGG00941 Flavonoid biosynthesis 6261x103
2 ke KEGGO1110 Biosynthesis of secondary metabolites 1527102
B Kese KEGG00940 Phenylpropanoid biosynthesis 6261x103





image10.png
2

1

1 24
= . © @
3
o] @O
]
3 [
s .°
o [ ] 1410

@ oo o . “.

[ ]
® 2R By wopd Y X °w» .

°

Gocc GO0048046 apoplast 7653x10°
Goe GO0030312 extemal encapsulating structure 4531100
Gocc GO000618 cellvall 7031109

R S0, e,
s, 2y ]

D Source TemiD  § | TermName P (query.1)
1 GOMF 00020037 heme binding 9630x107
2 GOMF GO0043531 ADP binding 9630x107
3 GOMF GO0045735 nutrient reservoir activity 9630x107
4 GOMF 00046906 tetrapyrrole binding 9630x107
5 GOMF 00005506 iron ion binding 3808x10""
6 GOMF GO0004497 moncoxygenase actvity 4624x10"1
7 cosp GO00sS114 oxidation-reduction process 2169x1010
8 Goce GO0005576 extracellular region 6045x10°2
°

1

1





image11.png
2

D | Souce TermiD S | TermNeme Pas (query 1)
1 GomF Go0003824 catalytic actvity 7053x10%
2 GomF G0:0004497 monoowygenase actiity 358x1021
B GowmF G0:0005506 iron ion inding 1657102
4 GomF Go0016491 oxidoreductase actvity 3240310
B GowmF G0:0016705 oxidoreductase activty, acting on paired donors, .. IEEIZSLAY
6 GomF G0:0020037 heme binding 7795x10%2
7 GowmF G0:0046906 tetrapyrrole binding 4511x10%
H GomF G0:0048037 cofactor binding 5273102
s cogp GO0055114 oxidation-reduction process 545710
0 Gocc 600005576 extracelluar region 1132102
n o coce Go0071044 cellperiphery 5492x1015
2 Gocc GO000836 plasma membrane 5552¢1011
B KEGe KEGG00940 Phenylpropanaid biosynthesis 344551011
@ Kese KEGGO1110 Biosynthesis of secondary metabolites

s Kese KEGG01100 Metabolic pathways

6 KeGG KEGG00073 Cutin,suberine and wax biosynthesis

7 KEGG KEGG04016 MAPK signaling pathway - plant




image12.png
2

: s
?

o

B

2

3
D | Souce TermiD S | TermNeme Pac (query 1)
1 GomF G0:0004497 monoowygenase actiity 12403107
2 GomF Go0016491 oxidoreductase activity 2251021
B GowmF G0:0020037 heme binding 9548x102
4 GomF G0:0046906 tetrapyrrole binding 7553x102
B GowmF G0:0048037 cofactor binding 2149x10
5 cogp GOA055114 oxidation-reduction process 3276x10%
7 Gosp GO:0009808 lignin metabolic process 8604109
H cogp G0:0000698 phenyipropanoid metabolic process 5383108
9 Gocc GO0005576 extracellulr region 6590x107
0 Gocc G0:0048046 apoplast 6136101
o kese KEGG00940 Phenylpropanoid biosynthesis 6442104
2 ke KEGGO01ES Photosynthesis 1005x10%
B Kese KEGG00965 Betalain biosynthesis 7853x103
@ Kese KEGGO1110 Biosynthesis of secondary metabolites
s Kese KEGG00420 Glutathione metabolism
6 KeGG KEGGO1100 Metabolic pathways





image13.png
GLUTATHIONE METABOLISM

4320
b4
5-Omoproline Qe 3520
LA acid O #—————. i
LCysteine
3
4329 °
Cyamomnizn acid
ol o L3
Ly Gltany
Tamins ot § e
Peph J[24112]Pepit
EETH TS [ e
PepD || DUGL oyl
——FQ Loyt
dyene
2322 4327
Gluathione
e 2 |
] T ={ 5 3
- 18113 o ghtenlystine
l Ly Cltanaylysteine Bpghtonylyst
S Litefilize] ¥ LGlutarate O Peglt Olycined O hcetylCok
nappH [LLL4JLLI8]  NaDps 3a112] Laps | uot
3333} po—femtmt e > 03 5 »O
1242111 RSChutathione Syojygt L0 | PeBB I PebD | s Contene  Memaptuic wid
183311119 o NA8P+ NA%PH
[1za1]124a] 2213 3517 A
1851] 154118431847 TryS DY
TS Delo-
PutescineO> 25116 0 Spemidine e e s
| s
[
- 6315 }—+O O Trypenottione
Tiys Glutathionyl- Trypaptiione e
Lomitiaed - spemidne L [z )moex] ¥
Trypedorin [LI41] Tryparedocin
i pitiag i
Trypaottione
rginine biosynthesis v Tastabolista TP
O Spenine 11741
Glutathiongh Bis(gutthiongl)-
Spenme spes
< Ty Bis(eutthiongspermine
T - T e S m——— S — A
TeTws TeTarh
| TS - TiyR. Horotrypanothions.
Cadaverine O—{25.1.16 Trys >0 O 3O Homatiyp:
Amnopropyl W15 Gt 18 T nonouypanctione
- Cadng
00450 319119

{c) Kaehisa Laboratories





image14.png
STARCH AND SUCROSE METABOLISM 10ing 51
s svg and iz
e — Do
Trehalose. 32193 -ChicoseS
(extracellular)
D-Fructose-6F, } 271201 B
S gP [y ETEsd o+ | Zain»0 o pERYz] 50
(32128} CRRETY Trehilase 6P I
7 Sk || — -
—{ 11991310 | (( O#—{5426 -O—.
OD.Glucose.6P ¥ e [ ‘ D.Ghwose 34125 $DChwoss-tp | 2LIZ
- b <. 3100
!
DeFructose il 'y .
Maltooligosyl- Hose-61
i 3415 414 ] R .
Iutin & Sylose §
'( 24L10) 2415 *Op, Eratose 5499.5] [5499.16] 2413] 31390
2711|2714 Levan [32.169] iose
Levas 417 Malodsat B e
32139 - 3619 )
24134) Hose
- i P EhAe] B2tz (et
s - 34133
. v} i 55| @
24112 D-Ght 1P 241.19]
T R GDP-ghucose oo | pEm gt Bl | pecn
{zaim] CETETN o «—[Zaim] 0% (27734 e e =
Collcbinse Cellulose ‘T L S, 321133
[5214] - e 3213 |32100) (24155
32101 |
32101 | b4
I 2411 3213 »c‘mi
“Amino sugar and ! D-Glusose
- “oe—{37733
COP ghuose 32000
345814
= Destran O—{3ZLIT 1+ lomaliose
a0
Collbinze
32186 (extracellular) Glyeolysis | — a-Maltose-1P
e s [
Collbiose 6
b4
O 5310 »Ou i lcose-1,6P2
D-Fructose-6P D-Glucose-6F 2712
3139
005002617

() Kanehisa Laboratories





image15.png
PLANT HORMONE SIGNAL TRANSDUCTION

DH& s
AUXL > (T 1— e >0<E- - B

S g ————
protislyss

Tryptophan metsholism)— — >0
A

- Dita
Zeatin bissynthesis - — — — 5O »[ aHP P [BARR »o—w[EARR] ———w GldvEbn
Ctokinne
Gioz
e
Dita
_ ; - —
Diterpenoidbisgathsis)— 0 >[I > »o———fmgonh,

Gbberelin !

A _po{ Ubiquitin medisted
protbalyss

DiA

~ o Ll

Abseisicacid

Edoplasnis reticulu (ER)

Cysteie and
e wetbolisn

Carotenoid biosythesis - — -0

ETR |—w[ CTRI

R

8

o
> > o> T

st »{ 1arKe

— 0 BRI BKIl
Brssinosteroid P N -
Bsk {01 { (o2 1 [Bzri) > o= LTchi) —» Cellelongation
l [CYCD3] — ——» Cell division
Protessomal
degradation

DiA Manaterpenaid biosymthesis

»0——»{ GO 1B+ o—*{oreas

JAR1 | T8Il } } Indiole alkaloid biosymthesis
S Ubiepuitin medlisted. 1
o Ui Senescence
proteolysis ~ ——® Siees respanse

NPRI

04075946116,
{c) Kanehisa Laboratories.





image16.png
CAROTENOID BIOSYNTHESIS

ADeligdra. Ay

Htory
e hin

2Ksto- 22-Diketo:

. . p
Prescqulene-PP a y\al‘n’i”' a4 Dipe - Diapo- thodopin ho Riodovibrin Spirloxanthin __spinlloxanthin __spiriliovanthin
P e L T L § Bodopd {13510 211210} 0421 131—*0—{1 3% —»0—{21 1210 -»0—{114155}-»O—fL14159 10
s ot o ] o S S e Ey E e ik
SSusv— I [ ¥T::F ot S RV YY) o3 Homal-
Disposaotee biosyaie i _ 4Dl 34Dl — antin ot
b Rk SO ] vo 3Ta- w0 T, | T i ety
Staplylomtiin 231 cnQ O Rhodopinal ﬁ CrF cnc CrF
Paphgtoemepp DO IR Mmoo Wopekta  Onc[AZLI & Cagene <Cagiore
G G >0 Lutein biosynthesis
jor  opowe o prme  momes \ o —
Figtothare __Zoivion i MNetwosporsne ) Gito - TS0 Lutein
1355 |-»0— 1355} »0—[521 13} #O—{1356 |- =0 1356 |-*0—{52113 (25,25 Osclllol oGy O «Cryploantiin
13552 e e o
34 Didel
1395]  pytofiene [592]  gCuntene  [295]  Newosporme [13993 ,ympmy"m Torulene P-Apo-4-carotenal
Phytoene 1399.30)] e 1399.30)] - 1399.30)] - 1399.30)] - 139930 AL2 - 1131159 - 12182 O Neurosporaxanthin
139031 139931 135031 13991 eorene RgKetol  Thiotheos-474 " -~
1355 1355 1356 1356 - i >0 Dot
Clb |criv l Okenone
CrusP][ AL2 Olienone pathway
S 3 R oot
ro— hete Themmo- Zewanthin
Tomnitene Dot Ggens  Nostomathin
[ 2 Copsanttin Capsorion
Splpro cav[GaLs GLalow 1 oufesitems | cox[f0ZE 53599 53599
gt CrobPll ALY [ e S Colomion
oy " 2 ey [ e G gt conition
o TP e mb,mn,? 4 et lactons I a5zt T1ai52]
34D ¥ e B VY, W viotsattin
Splemidene D)  Zeccaotene [ [ Zeanthin satere i
Dty Ty, Yl e s () 53999
Deet (G e ?y\wasm Highlghit conditon.
| Ot CruD 1149963  [11499631149964) [L145954] Neoxanthin
7 ‘ Fathoptyl oy
corlanizg
Je— o
¥ s i o y . Nz
gt ° e iyt Echnenone R —{— > 0 st Fibtin (55999
Spherosene_CHHC 7,2 Dihydro- hoette, i . 4 ‘Abscisic alpohol
(221 13O Speoidere Peamiste —— Ao
it
ETRIR G
B | sosciee S350} O {11138
57 hetone Hathorn
Cof, Yin (',-_ng_-*imﬁm bcisc acid biosyathesis
corr- b
cric Qoiisl”  Cottwmatin  Phoescomsthin
o & Ryt Jr—
Sz S B s R
Hybog T Spheidenore i J T — g
8 © Sstenthin Abscisic acid
3579 4Keonyol. Sl dister 241268 Shucose ester
R o
cosns 7119

{c) Kanehisa Laboratories





image17.png
GLUTATHIONE METABOLISM

FERT)
¥
5 Omprlie Qg 3529
L-Anino arid O #————— M
Tyt
g
4329 ©
[
g Joo [
-
o o
Fep i)
pgp [Um | o
FegD | Dot e
e
=5 —
Glutathione 4327
G T
5y [ii1] 533 3
=+ 510 ITR——
l Ly-Glutarglysteis Bis-ygutanglyst
S [fiafiirs) ¥ Lobmed et Clyitng O pasyiCon
wappn (LLLS[III®] Nape EFYTE) YN T
AN B e pa s i
[¥EF) [T RS hnatione 55 B | FerB | PD ] p5 Coins Meaptui id
183311119 e NA8P+ NADOPH
[Galsalss i [
1851 1541]1843] 1847 i TryS B
=3 Delyp.
e hscoate
PutrescineO- 2.5.1.16] >(‘)Spenmdmz [el 111111] o
Trys
i
o [53151—>0: © Teypaoiions
Tiys Glutathionyl- Trypaptiione e
Lomiting L spemidae b [T ¥
Tt LA Ty
i i o
oot
“Arginine biosythesis v ‘anolista TP
OSpemine 11741
Ohtiowh  Bu(gtations-
e e
T P TR o Bt e
o1 TTsn
Catsvesine O—[Z5 L16}—O TS pot— 15— o TR o Hongtsotion
Aminopropyl- T Glotathionyk LT3 | Homotrypenathione
Smen e Tos

00480 3110119
{c) Kaehisa Laboratories





image18.png
ZEATIN BIOS!

YNTHESIS

Terpenoid backbone biosymthesis J~———

Mainly from

mevalarate pathay

|
BT
| AT e —
= 351112 ] ool e
Uoviaeeg [ g mphocpit
! TP
i
! S5 ylopetenyt . Zoatin
I rboside
351112 ] e e
| DMAPP
| ADP
|
|
| L :lx]":ns;dz:mm
| MPTL optensl o
Gl oraptosphts
N LTI A
DMAPP,
P
Waily froma Tsopentensl. . Zaatin
ceoryayiuise pathray aiphasine _§ shosids
denize Tsopentersl.
F4 ) i B Y st
z,mmynm“gf
el
Discadenine Lupiate
0?251241 0?2515DE o?
Metkyti0-O . pdeposyl. O-htyh ..
o0 s ademet© O, OhO| uDPO ypPD
tras Zostin
O-ghucoside 2061 To
UDPD
UDP  ghueese
s Zoatne
75 B honae ”GWTO
UDPD-
UDP  gluwe
0D
nynsyﬁmmo‘( Z0%1
UDPD-
UDP g
0080 531119

{c) Kanelisa Laboratories

===

25135
DMAPP
RNA

Diyozatn
ity
omagporpluts

Diyozatn
Gty

Diyrrozeatin

cis-Zeatin.
huroside

&

ghucase

F0 PrengLtmas.

et

cis-Zeatin
rhoside
‘monophosphate

cis-Zeatin
Thoside

8 zotn





image19.jpeg
TraesCS3D02G390000

: TraesCS2A02G459700

TraesCS7B02G418500

TraesCS7B02G418400

| |
. \ 4
.
| |
.
L 4

»

)
TraesCS5B02G05480
. > TraesCS1B02G389800
¢ _— TraesCS2B02G508500

Lo
. M CS6B02G268700
+TraesCS1 BOziﬁeS TraesCS2A02G482200 TraesCS2D02G481900
S

.
“

TraesCS2B02G572500
TraesCS4D02G359600

TraesCS6B02G462100

TraesCS4A02G465000

TraesCS5B£eO
TraesCSU02G196100 &

TraesCSU02G196100
TraesCS2D02G218100 s CSOAGDGA49700

S

N TraesCS6D02G221600

TraesCS3B02G154000

TraesCS3D02G497500
P TraesCS2B02G508400

TraesCS2D02G482200

— TraesCS7B02G248300
TraesCS6D02G015200

P TraesCS4D02G364600

TraesCS6A02G041800

TraesCS2B02G613200,_ |1 TraesCS2B02G508700

TraesCS7A02G41110

r/Z
- AN

-
RO
’ S M TraesCS2B02G613000—

TraesCS7B02G049200

U2 JV0 1 ouy

TraesCSU02G099700

# e
] o S ¢
\ : :' ‘ “\‘ ’ y >
; n . : | W4
_ * TraesCSU02G031300 TraesCS2B02G508300 =SS _4iTracsCS6D02G004300
T 1A02G350400 | — TraesCS2D02G481800
TraesCS1A02G350400 EEESOI | TraesCS3B02G600800 ¥ TraesCS6D02G01 530 - ‘\“\ .
/ . \ ' \ —
TraesCS2D02G209600 ", TraesCS5B02G491100
) ' L Y
TraesCS2A02G363800 3 Cé‘z . S
' * TraesCS2-
TraesCS1 2664‘01700  m—. “ TraesCS1B02G053200 A~ TraesCS2D02G482400
& *
e, 4 % TraesCS5A02G534000 -
o % . ~ e
¢ o \D A .
, > 00 * TraesCS2A02G447400 = r
TraesCS3BO%§j f@z;o.o, APy H Trg?scszsozemazoo T E 8o M 026339800 g A
Trae?C'SZBOZG“.?VOO TraesCS1A02G304000 = MIEES
N
, 2. ;;, ' am AR . TraesCS2B02G508100 —
N n L4 AT N oC X ) n
TraesCS2A02G 122300, e, J0,, S —s1raesCS2A02G323000 e BB EEREEGDY TraesCS2D02G482100
, TraesCS7D02G51 5'009 . ‘,’ . TraesCSZBOZGS_(IJ]SOOCS G860
. raes 4 0

TraesCS7B02G461700

L 4
L 4
L 4
L 4
o -
. >0#100
'0
L 4
Rt —— TraesCS2A02G578300
Tltaes CS1D02G203300 . TraesCS2D02G589500
4
. T ‘
' _—_ TraesCS2B02G609500
A..
TraesCS7D02G527500 .
“
.

- &,
g LY TraesC§2802G359600

L 4

qu,m ® W

l'. -;.-.-.l
TraesCS3D02G540600 Al g4

myEEEEN .’f:
EEEEN “ -

- _ v ,
TrgesCSj 8026923400

* . /

L 4
TraesCS5A02G 111300

W\

4 [ \TraesCS3A02G076700
IO L TraesCS3B02G490600

. X
@ . S
JraesCobn026292300 TraesCS7D02G388600 2
2
. TraesCS1A02G045000 '
4 A g
- . | 7 .
S 2
4

TraesCS5B02G115100 . TraesCSBA02G383800
TraesC 396600 L gTraes d ’
L Y

9

— TraesCS2D02G503200

— 1raesCS6D02G016700

TraesCS4B02G302600

TraesCS4B02G302600

4
TraesCS4D02G225800 ”

i )
a®
veo® L )

TraesCS3D02G512200 939_8‘1802609?4‘09.“
N\

_e*®
d / , I Py 'I;rgesCS1D02G081200
TraesCS1D02G1 906%0
TraesCS6A02G139000
% TraesCS3B02G571200

| I

Traest

TraesCS3B02G152




image20.emf
-10

-5

0

5

10

-20 -15 -10 -5 0 5 10 15

RT-qPCR log2 (FC)


image2.png
sdfjousn
62 2l

dwes

dues

dues

dues

dues

dues

dues

dues

dues

dues

dues

dwes

e

dwes
dwes
dwes
dwes
dwes
dwes

Genotype
Sample_29
Sample_28
Sample_30
Sample_31
Sample_32
Sample_33
Sample_36
Sample_34
Sample_35
Sample_18
Sample_16
Sample_17
Sample_10
Sample_11
Sample_12
Sample_14
Sample_13
Sample_15
Sample_24
Sample_22
Sample_23
Sample_1

Sample_2

Sample_3

Sample_21
Sample_19
Sample_20
Sample_6

Sample_4

Sample_5

Sample_7

Sample_8

Sample_9

Sample_25
Sample_26
Sample_27

'

dwes
dwes
dwes
dwes
dwes
dwes

82 3|

og7a|

z€ 8l

£g 8l

9g 3|

vE ol

LD

9178l

2178

LI

z1al

&
=

&

&

&
N
R

&
N
N

5
b

2ol
6178l
sz el
9z el
1270

I1
095

09

Ioas

Genotype
PI624837
PI627038
PI627299




image3.png
Logiq Mean counts.




