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Figure S1. Venn diagram significantly displaying (a) upregulated and (b) downregulated proteins in
response to eCO:z and Fe-limitation in roots. Fe+AMB, Fe-sufficient + aCO2; Fe+ELE, Fe-sufficient + eCO; Fe-
AMB, Fe-limitation + aCOz; Fe-ELE, Fe-limitation + eCOsx.
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Figure S2. Venn diagram significantly displaying (a) upregulated and (b) downregulated proteins in
response to eCO2 and Fe-limitation in leaves. Fe+AMB, Fe-sufficient + aCOz; Fe+ELE, Fe-sufficient + eCOy;
Fe-AMB, Fe-limitation + aCOz; Fe-ELE, Fe-limitation + eCO2.
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Figure S3. Differential transcript expression in the ‘glycolysis/gluconeogenesis’ KEGG pathway in the
response to eCO2 and Fe- limitation in root (a), and leaf tissues (b). Each enzyme contains four color bars
indicating the mean expression of Fe+ELE/Fe+AMB (first), Fe-AMB/Fe+AMB (second), Fe-ELE/Fe+AMB
(third), and Fe-ELE/Fe-AMB (fourth) treatments. Red color indicating increased expression, and green
indicating decreased expression. 1.1.1.1 - alcohol dehydrogenase; 1.1.1.27 - L-lactate dehydrogenase; 1.2.1.3
- aldehyde dehydrogenase; 1.2.1.9 - NADP-dependent glyceraldehyde-3-phosphate dehydrogenase; 1.2.1.12
- glyceraldehyde 3-phosphate dehydrogenase; 2.7.1.11 - ATP-dependent 6-phosphofructokinase; 2.7.1.40 -
pyruvate kinase; 2.7.2.3 - phosphoglycerate kinase; 4.1.1.1 - pyruvate decarboxylase; 4.1.2.13 - fructose-
bisphosphate aldolase; 4.2.1.11 — enolase; 5.1.3.15 - glucose-6-phosphate 1-epimerase; 5.4.22 -
phosphoglucomutase; 5.4.2.11 - 2,3-bisphosphoglycerate-dependent phosphoglycerate mutase; and 6.2.1.1 -
acetyl-CoA synthetase.



[ PHENYLPROPANOID BIOSYNTHESIS |

M5 H10 HLH5N1D- L. H1H5H10-Tr HINS- -
Phenylalanine tymosire | _ _ _ Tn 1 T i Triferiloyl- ! : -
e s VL opermm spemrtis NID-simtpoy’-spemidine
T - T
L :
. ; 3.2 Caboryethenyl).
Phenpllanine (_) | ( Jyosme cig: '-mmlyn:a Scopoletin copolin
7] R : ey 161121 ,—————m 24112318 )
Cinemicacid | p-Cormaic cid Caffec ! e oy (STl il
() LRI 11413 () D

O
3 4 Dihydoxy- Sivapoyl
12] ZaDi yidroxy- (62 112 hol

.ok Caffeoyle Fenuoyl-
——Mn AT Cob
o Cob 211104 ()
(120
Gt
() FSH {_Jimapaldeboyde
o - Coniferyl-
Stilbevaid dissylheptaraid and | g, Coumanyl eohe Gl seohol ;
2, gingero] biosyithesis 1 ! A .. o FH yhhuhol
p-Coumary] acstate Condfery] acetate
Counsinse ) * (- {mar
111121 111121 111121 111121
> ( havicol ( sochavicol o o (Eugenol  (Msoengenal o o &
Coumarire!
“ poHydimy: 4 Hydoycinma Gusscyllgin Conferin  S5-Hyday. Syringylligun  Syringin
pheny] bgnin  aleohol 4 D-glucosde guasiey] igrin
9 QO O Q
Methylehavicol  Amnethole Methgyleugenal Isommethyleugencl

Data on KEGG graph
Rendered by Pathview




| PHENYLPROPANOID BIOSYNTHESIS | -1 0 1
Spermidine
pa— Q ¥|.ns,mo,] NLNSNig. Nraflsmo. N1HSHI0-Ts- H;'?N% -
P ysite . oyl Foo (b
[and.try'p!opbn'hdusym)ns' v e “, = N0 Sinapayt spermidine
T - I 11413 ()
| |
] | 2 i 3 2-Carhoxysthe:
Phe:\yhl.nmmé) | ( JTymosine porr sy
[az124]fa3725] } 1511210 ¢ ion
m— | p-Coumaric acid Cafc ! —_— :»Hya:ommm sm.,m LB Smapeyt
{11413} 9, 21168 { () CHz3192
[ 11413 | .
J»Hy&owwm 23.191]
1] I
[€2.012] 32Dy (6213 HIE0 - 4
E 138 H1 SnF I [62.112]
P@?mﬁ Ca_ﬂ'_eoyl )
hikirnie acid
Cowrnaroyl-Cod ———— g:{wy]a
F {11413, | {_inapoyl-Coks
§ M FEIT)
E N @ @ IE
Caffroyl
e aeid
Caffeyi.
11415 . {_mapaldebyde
111195
Rty Simapyl skeobol
Comifery] scetate
>
£ [FTEE
{ Eugemol  (lsoagenal
= O O O
: Cusiseylligrin  Coriferin  5-Hyndpy- Syringyl lignin Syringin
-ghicoside guatieyl grin
O O
Methylehavicol  Awsthole Ilethyleugenol Isomethyleugencl
Data on KEGG graph
Rendered by Pathview

O
b

Figure S4. Differential transcript expression in the ‘phenylpropanoid biosynthesis” KEGG pathway in the
response to eCOz and Fe- limitation in root (a), and leaf tissues (b). Each pathway component contains four
color bars indicating the mean expression of Fe+ELE/Fe+tAMB (first), Fe-AMB/Fe+tAMB (second), Fe-
ELE/Fe+AMB (third), and Fe-ELE/Fe-AMB (fourth) treatments. Red color indicating increased expression,
and green indicating decreased expression. 1.1.1.195 - cinnamyl-alcohol dehydrogenase; 1.2.1.68 - aldehyde
dehydrogenase; 1.11.1.7 - peroxidase; 1.14.14.96 - cytochrome P450; 2.1.1.68 - caffeic acid 3-O-
methyltransferase; 2.1.1.104 - caffeoyl-CoA O-methyltransferase; 2.3.1.133 - shikimate O-
hydroxycinnamoyltransferase; 3.1.1.- - caffeoyl shikimate esterase; 3.2.1.21 - vicianin beta-glucosidase; and
4.3.1.24 - phenylalanine ammonia-lyase.




