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Supplementary Figure S1: DESeq based volcano plots depicting the differentially expressed genes of
L. sativa between the interaction zones 1, 2 and 3 in comparison to the control (zone 4).
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Supplementary Figure S2: Enlarged depiction of Figure 6B. Metabolite based heat map; unite variance
scaling was applied on rows and Ward clustering was used for rows and columns®. The designations
of single metabolites include the indicator of the level of identification within the first brackets,
according to the reporting standards as proposed by the Metabolomics Standards Initiative ** ranging
from (1): identified by the measurement of the chemical reference standard, (2): putatively identified
by significant database hit, (3) putatively characterized by database hit as compound of a certain
chemical class, (4): unknown compound. The chemical name of the compound is accompanied in
relevant cases by the information concerning the derivatization status (MEOX,TMS). The last
brackets indicate the m/z values, which have been used for the identification and the integration of the

signals corresponding to the given metabolite. The asterisks indicate significance as tested with
ANOVA.



Log2 fold change

KAAS Kegg mapping of L. sativa cv. Tizian DEG’s - .

Only DEG’s with p-adjusted values of 0.05 or smaller and 10 5 0 5 10
absolute fold changes of 2 or higher are depicted

| GLYCOLYSIS / GLUCONEOGENESLS
Starch and sucrose

Zone4vs. 1 z
|
31310 O o-D-Glucose-1F
5422
3139 1 27119} —0 e
271127163
e-D-Gilucose O R — o= )
271227114 s = g o-D-Glucoze-6P
51315][ 5310
2701 |[27.143]  ¥P-D-Glucose-£P B-D-Fructose-6F
o -0 5319 0
p-D-Glucose 2712 [211147 (5319 Pentoss
hosphate
ERENE | ERE] T | ERR S T
J— Brbtin GF | ” || ” | pathizay
(extracellular) C b
(extrasn;s]lahcula?j} o - - [-D-Fructoge-1,6F2
Salicin-6P
41213
v ¢G15meraldehyde-3P
o531l f——®0F—————————
Glycerone-FP A
1211212150 I
w Glycerate-1.5P2 |
[1210]|[1276] Ow 5424 I
1.2.1.90] |
£ Glycerate-2,3F2)
|
Carbon fiation ) - oW 540101 |
n photosymthetic organisms Gl}rcemte-ﬂ:"“ I
[5az211][5.4212] [3.1.3.80] |
|
b | |
Olyerate- PO —————_ -
|
|
|
|
|
|
|

N 4113 Phosphoenol-
Oralnacetate 41.1.49 ; pynrvate
Thrvate
mietabolistn
___________ J
1241
U 11137 (i) L-Lactate
4111 Pymrvate |
v
11.1.55 Propanoate metabolistn
1111 1.2 l
i = »-C#—1 1 127 =———O Ethanl
Bcetate 1215 121~ | meetaldebsde 128 Eut;

00010 201901
(c) Kanehisa Lahoratories




Log2 fold change

KAAS Kegg mapping of L. sativa cv. Tizian DEG’s -

Only DEG’s with p-adjusted values of 0.05 or smaller and 10 5 0
absolute fold changes of 2 or higher are depicted
| GLYCOLYSIS / GLUCONEOGENESIS
Starch and sucrose
metabolistn
)
Zone 4vs. 2 |
— ¥V
3.13.10 Q-D-Glucose-1P
5422
3153] o,
oD Glnsose L2241 1]27.163 ey o
2712271147 * g o-D-Glucose-6F
51315 5318
2011 27163  yhD-DlcosefiF -D-Frustose-6P
f-D-Glucose © >0 5310 Ola =
2712 | 27114 Pﬁmsﬁa
31311 ]|[ 27201271146 [2.7.1.90 phosphate
J— R | || || || | pathwray
(extracellular) © ¥
(extracelian B-D-Frustose-1,6P2
Salicin-6F
41213
v &Glycemldshyds-EP
o531l F——woF—————————
Glyeerone-P A
1211212159 I
w Glycerate-1.5P2 |
[1210][1276] Ow 5.4.2.4)—1 I
- |
O Glyrerate-2,3F|
|
Carbon fixation I T e O 54211 |
m photosynthetic organisms Glycerate-3F I
FaZil[54212 I
|
Clycerate- PO ————— _.«I
|
|
|
D) 41132 Phosphoenol- |
Crxaloacetate 41149 P> e I
|

1241 > ol

11127

S-Mcetyl- 4111
T thu e E Pymirvate
o 1814

Diurdro- Lipoarnide-E

lipoamide-E

p 1213 ! 1112

O bCo— | 137 /=——=""""0OEthanol
bietate 1215 ] 1.21.- Aeetaldehyde 12zl Eut

Qooi0 12726008
(c) Kanehisa Laboratories

(? L-Lactate
|

v
Propanoate metabolista

-5

-10



KAAS Kegg mapping of L. sativa cv. Tizian DEG’s

Log2 fold change

Only DEG’s with p-adjusted values of 0.05 or smaller and 10 5 0
absolute fold changes of 2 or higher are depicted
[ citrRatE cvele (teacvorr |
Phosphoenal-
Zone4vs. 1 4l13) e _ o Glycolysis/
41.1.49 (ilucorieogenesis
Fatty acid biosynthesis fF — — ——~, 12711
| [
@atty arid elongation in mitnchond.ria}q _— "'\| 12711 THFE
C
N K | l\_ o *hy%lﬂ:["uh)lgi;‘
—————— —===T0 231120 1241 {1241
Aoetyl-Coby S-Acetyldihyrdro-
Alaving, aspartate and fy lipoarade-E
ghitarnate metaholism | O
. | Dihyrdro- Lipoarnde-E
Glyoxylate and dicarboxylate g lipoamide-E
|
G 2331 Clitrate Isocitrate
< »O4{az13] ot {aais[woe—
aloasetate 2552 cis-Aconitate
Ouxalosuceinate ©
THEE
¥ 6214 |  Succinyl-Cok

O—— 6215 —®O

S-Suceinyl-
dibyrdrolipoariide-E

1242
3-Carhoy-
1-hypdrocypropyl- ThPP

Arginine binsynthesis

— | Ascohate and aldarate
roetaholista

o%—{ 12140 |
Diilirdro- [1814] Lipoaride-E L
lipramide-E =1 — A lanine, aspartate and
12711 | | ghutamats setaboliom
1273 L
L=rml = ————>{ D-Gln & D-Glu rmetabolisr
00020 11026015
(c) Elanehisa Lahoratories
[ citratE cveie (teacvorr |
Zone 4 vs. 2 orven N
. Ll P Flycalysis |
41140 mo- D[ Cisoneogenesis

Fatty acid biosynthesis = ————=~, 1271
|

@atty acid elongation in mitnchond.ria}q —_—— "'\| 12711 THFP
C
Val, Len & Tle degradation J———— | . §
N K | l\_ o *hy%lﬂ:["uh)lgi;‘
Fatty acid metabolista ) — — — —-— ====%0 231120 1241 {1241
Aoetyl-Coby S-Acetyldibyrdro-
Alavine, aspartate and g lipoarade-E
ghitarnate metaholism | O 1214
- | Dihyrdro- Lipoarride-E
Glyoxylate and dicarboxylate g lipoamide-E
metahdlisrn 1 )
Wl 2331 Clitrate Isocitrate
C -0 4213 O 4213 O
walnacetate A55E cis-fconitate
() Malate O 1114
bt ),
rigtaholism ;
]I Oualnsuceirate Litat|[11a 28
Arginine biosynthesis —‘-—l>ﬁ Furmarate
1.1.1.42
1354 11351 -
ThPP 2o
¥ 6214 | Succingl-Cok it arat
C#—| 215 —»O O 1.242 e ———
— S-Suneinyl. - 3 Casboy- Arginine binsynthesis
22318 | diydrolpoaide-E 1-kydrodypropyl- ThEE Euscothate and aldarate
| O Le 140 === netaholsn
J Dihydro- Lipoarnide-E L
- lipoamide-E = — — o &lanine, aspartate and
12711 | ™ ghutamate AetbotT
1273 |

00020 11526115
() Eanehisa Lahoratories

———— - D-Gln & D-Glu metabolism

-5

-10



Log2 fold change

KAAS Kegg mapping of L. sativa cv. Tizian DEG’s
Only DEG’s with p-adjusted values of 0.05 or smaller and 10 5
absolute fold changes of 2 or higher are depicted
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KAAS Kegg mapping of L. sativa cv. Tizian DEG’s

Only DEG's with p-adjusted values of 0.05 or smaller and
absolute fold changes of 2 or higher are depicted

Log2 fold change

10 5 0

[ oxmarve prospHORYLATION | Zone 4 VS. 2
Complex 1 Coruplex 11 Cornplax 111 Complsx IV Complex ¥
ATP synthase
et e iy {Escherishia col)
_—
Tnnter: Fourit
witeghondrial |
rbrane 0|0y S S o) ] I W e
. .
3
[o] Q o "
120 M+ HO Famit
Ciytochyore ¢ oxidase
- Cyrtochrorae bel complex (bavine)
Succinate (hoving) L
MADH
oW 2741 03611
FFFi FPPi a o0
NADH debydrogenase 3+ ATPHIO
E [ n01 | o2 [ o3[ o4 [ w04 ] NS [ ND6 | F-type ATPase (Bacteris)
E [ Mdufs! | Neufs2 | Neufes [ Welufsd | Nebufs$ [ Houfes [ Moufs? [ Noufs? | Nl [Nehufed | Neuf3 | [ sipha | beta | garua |88 | epsion]
Bis [ Nuoh | MuoB | MuoC | WueD | HuoE | NuoF | NuoG | NuoH | Nuol | MuoJ | NuoK | HusL | MuoM | Nuol | [ b c
Brs [ Nahe' | Mk | Ndwd | NhH | Ndh | NG | NG | NehE | NF | NehD | NahB | Nahl | Ndbdd | Ndil | HosE | Hoff | Holl |
B [Welufal [Naufid [ Naufe? | Ndufed | Naufas | Hdufas | Debufa | Hdufeh | Nauab [Nufal () [Neufdb | Ndufal 1| Naufald Nauald F-type ATPase (Eukaryotes)
E [ Helufb! | Nelufh2 [Neufl3 | Meufisd | Hufis | Helufts | Nebf? | Heufs® | Nebnf@ [ dufiL0]Nelufb 1] Nufe1 | Neufe2 | %%&j?—ma EE ap:l']m ‘
a c f
T Z | mm | | & 3 |
Succinate dehydogenass | Funarats rechuctass Citoshiomns o redustase
E EBIA Cyth | Cytl
e [ 30 S4B 5 | cor1 Jocr2 [QeRs [QCRT [ QCRR [ QUR® [QCRIO|  Vik-type ATPase (Bacteris, Archaess)
Frdly | FrdB FrD [& [ B [ ¢ D [ E [ F [om]
T K
Cytochrame ¢ oidase
E [coxs [ coxi | cox2 | CORa | CORSA| COX5E| COREA] COR6B] CORGC] CORTA| CORTE] COXTC] co
Bit [CyoE | CyoD [ Cyol [CyoB | Cyoh V-type ATPase (Fukaryotes)
CoD | Coxt | Coxh | Coxl Ctochrome ¢ oxidase , cbb3-type Cytoshiotms bil cotuplex T - T v I 2 I
QoD | Qo [ Q0B [ Qo B[ 1 [ o [ w [ m | Ba[cCpaalcyr] e e Ta ] e« [ a1 |
00190 61615
(c) Kanshisa Laboratoriss

|
HADFH

Zone4vs. 1

h“'\ Anthenna Proteins :I
Photpsystera IT
N (Thermf;)mechococcus
Cllowoplst a,  SE)

stroma

FQ
i .'E Hai
firs i OHZIL

i =t
oy Sl

Chiinone pool
b%g

Sl

bl
1"|!

PHOTOSYNTHESIS lr_b
|

»H,, — ThePthUsystﬁDmI
- Tmosynechococous
Pk oyt 0550 CVT%%}’I‘EUY“B e o elofigatus)
coraplex

v

H+0O ONADP+

ATF synthase
(Escherithia coli)

| Psal | Psal | PsaK| PsaL| PsaM| PsaN| PsaO| PsaX

00195 115014
() Karehisa Lahoratories

HOD 2Ht 50y 242H+ J

Photosystemn 1T

D1 D2 cpd3  cpd? cyth3se Cytochrome bé/f corplex

[ Psbt [ PsbD [ PshC [ FshB [ FshE [ FshF | [ FetB [ PetD [ Peth [ FetC | FetL | Fetb [ FetN | FatG |

MSP__ OFC

PshL | Pshl | PshK | Psh| PshH | Pshl |Pst| PshP Photosynthethic electron transport

PshQ) | PshR | PshS | PshT | Pshll | Psh¥ | PshW| PshX | FC Fd FNE_  cytch

Psh¥ | PshZ | Psb27 | Psb28 |Pshas-2 [ etk |[ FetF |[ PetH |[ Fetl |
Fhotosystern [ F-type ATPase

| PsaAl PsaBl PsaCl PsaDl PsaEl PsaF | PsaGl PsaHl | heta |alpha |gamma| delta |epsilon| c | a | b |




Log2 fold change

KAAS Kegg mapping of L. sativa cv. Tizian DEG’s ‘ -

Only DEG’s with p-adjusted values of 0.05 or smaller and 10 5 0 5 10
absolute fold changes of 2 or higher are depicted
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KAAS Kegg mapping of L. sativa cv. Tizian DEG’s
Only DEG's with p-adjusted values of 0.05 or smaller and
absolute fold changes of 2 or higher are depicted
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KAAS Kegg mapping of L. sativa cv. Tizian DEG’s
Only DEG's with p-adjusted values of 0.05 or smaller and
absolute fold changes of 2 or higher are depicted

Log2 fold change
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Log2 fold change
KAAS Kegg mapping of L. sativa cv. Tizian DEG’s -
Only DEG’s with p-adjusted values of 0.05 or smaller and 10 5 0
absolute fold changes of 2 or higher are depicted
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Log2 fold change

KAAS Kegg mapping of L. sativa cv. Tizian DEG’s -
Only DEG’s with p-adjusted values of 0.05 or smaller and 10 5 0
absolute fold changes of 2 or higher are depicted
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KAAS Kegg mapping of L. sativa cv. Tizian DEG’s -

Only DEG’s with p-adjusted values of 0.05 or smaller and 10 5 0
absolute fold changes of 2 or higher are depicted
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KAAS Kegg mapping of L. sativa cv. Tizian DEG’s -

Only DEG’s with p-adjusted values of 0.05 or smaller and 10 5 0
absolute fold changes of 2 or higher are depicted
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KAAS Kegg mapping of L. sativa cv. Tizian DEG’s - .

Only DEG’s with p-adjusted values of 0.05 or smaller and 10 5 0 5 10
absolute fold changes of 2 or higher are depicted
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Only DEG’s with p-adjusted values of 0.05 or smaller and 10 5 0 5 10
absolute fold changes of 2 or higher are depicted
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KAAS Kegg mapping of L. sativa cv. Tizian DEG’s
Only DEG's with p-adjusted values of 0.05 or smaller and
absolute fold changes of 2 or higher are depicted
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KAAS Kegg mapping of L. sativa cv. Tizian DEG’s

Only DEG's with p-adjusted values of 0.05 or smaller and

absolute fold changes of 2 or higher are depicted
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Only DEG's with p-adjusted values of 0.05 or smaller and 10 S 0
absolute fold changes of 2 or higher are depicted
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Only DEG’s with p-adjusted values of 0.05 or smaller and
absolute fold changes of 2 or higher are depicted
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Log2 fold change

KAAS Kegg mapping of L. sativa cv. Tizian DEG’s - .
Only DEG’s with p-adjusted values of 0.05 or smaller and 10 5 0 5 10
absolute fold changes of 2 or higher are depicted
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Log2 fold change

KAAS Kegg mapping of L. sativa cv. Tizian DEG’s
Only DEG’s with p-adjusted values of 0.05 or smaller and 10 5 0
absolute fold changes of 2 or higher are depicted
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KAAS Kegg mapping of L. sativa cv. Tizian DEG’s

Only DEG's with p-adjusted values of 0.05 or smaller and
absolute fold changes of 2 or higher are depicted
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Only DEG's with p-adjusted values of 0.05 or smaller and
absolute fold changes of 2 or higher are depicted
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KAAS Kegg mapping of L. sativa cv. Tizian DEG’s

Log2 fold change

Only DEG’s with p-adjusted values of 0.05 or smaller and 10 5 0
absolute fold changes of 2 or higher are depicted
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Log2 fold change

Only DEG’s with p-adjusted values of 0.05 or smaller and 10 5 0
absolute fold changes of 2 or higher are depicted
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Supplementary Figure S3: KEGG Transcriptome mappings of DEGs based on fold changes. Only DEGs
with log2 fold changes of 1 or more and p-adj values of 0.05 or less are depicted. KEGG maps were

obtained from www.kegg.jp*043
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