Supplementary Figure S1

! Q. tlex leaf proteomic shotgun analysis
(4470 identified proteins)
+ Threebiological replicates per condition.

+ Conditions: provenance (C, G, H, S); treatment (Control,
Drought); sampling times (17, 24 days atter drought)

Selected proteins based on confidence parameters and
response to drought

* Score 2 2; at least 2 peptides/protein 2920
+ Total variable proteins (p=0.05) more

represented under drought conditions: 1759
- at both sampling times 380
- present in at least 2 populations

Identification and quantification of target peptides

(Skyline)

* Quantification of proteotypic peptides
(Skyline)

+ Variable peptides (ANOVA, p=0.05) more

represented in drought conditions 71

Selection of putative peptide markers

(peptides and proteins better represented in at least two
populations)
46 peptides from 30 proteins



Supplementary Figure S2
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Supplementary Figure S3
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Supplementary Figure S4
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gilexprot_55000
2-alkenal reductase (NADP(+)-dependent)

QVVLVSKE

a4 [ precursor 4513713+ —rursor M1 451 17200
- w—rocursor Me2] - 4522741
s 1
308
07 5 08
304
s 02
o 30
2 8g0z2agg0ggagosEy *°.~,~-.-,~,~..~...-,.-
g838gggggleegdzag 3§888seEgrieerisoi
Condition
qilexprot_1533
Short-chain alcohol dehydrogenase A
ke VRDVANAVLFLASDDSGFVTGLDLK QLSTDYCMAK
2
[— precursor- 874,797 3e —pracursor Me1] - 8761316000 ] [w—geecorser- 61678794+ —eacuraee 1) 017 2600ee
I R N ]
H H
1 H ;
: :
H
H H
O T u o PR u i ]
g 88888 g s g g e Rt a8 < b
LDDDVSFYQTVNPDVAK VVLGYLNSLVGPDSEELSAASK
gilexprot_55764
12 Protein disulfide-isomerase e procursor - 0694800%+ _‘,,,\,,w,..,,,mm..l [ peecursee- 1124,5630v+ —pmmmpl-!]-uks,osbs--l
v is —precursor M 2] - 9644629+ v —peecursor Me2] - 11255919+«
£ 12 H
N ; 308
Eosi E_
06 2054 g 08
§os i 304
I %02 : 02
0 +——B——— s o
- 2 o = 8 3 8 2 8 3 2 8 a3 8 2 8 - e - N m N = N = N = o~ - o - o~
988888852 2z¢&g833 §8e8sdesieriagagai EEEEEEEEEEEEEE N
Condition Condition
ADGAFAISEDTWNEPLGR YLNFLMGLVDSDTLPLNVSR
jw—cecursor- 97495500 w—recursor Me1)- 975,456+« I
- o pcecursor Me2) - 9759582+« [— Precursor- 1142,0881 ¢ —peecursor Met)- 11425606« I
e 7 g Lo oo tga0re.
3 3
E £ 308 i
08 E
s 04 L
£ 204
502 202
% %02
e e  f & o &y s 20
) 888888883338 38388
gilexprot_3345 Condition Conditien
Endoplasmin homolog
3 EVTEEEYTK FYHSLAK
[— PIOCUrsor - 564,268+ —eocursor Met] - 564,760+«
— j02] - 565.2616++
F IRIE ool [ orecorsor a0 —precursor M- 407300
2 — 02] - 4342348+
15 E 08 E i precursor Me2) X
$08 E 08
g 04 $ 08
[0} M 02 s 04
g9s8ggssoozaggss | ¥ £o02
° ©e == oo 3388383538828¢828833888 3o
Genamion EEEEEEEEEEREREEEE
- Condition
IAEEDPDEANDKDK
—cecursor 1085700 w—pcecursce Me1] - 795,3537 00 I
: 5 (S precursor Me2)- 7958551 0
gDE
506
304
Eoz
o
83853838383 ¢ed8agsas
Condition
qgilexprot_72159 EEEMASEFEK
Dehydrin NKDEHETTTTTTPGGNEGAVESK
04
G precursoe - 6227530+« —peacursor Me1]- 623, 2545+«
» W procursor Med] - 6237650+ —peacursce - 501,7017e0e —recursor Mo 1) §02.00600 e l
- S e
02 g“a io_a
$08 508
w04 g 04
0 g £
gg38380023a003883038 i &0
22D Lo 8oL ETInnen &0 Nz &= o= = 8z o P EEEEEEEEREREERER]
38888¢888¢ ¢ 82 88383828 Condition




qgilexprot_48029
AT3g51250/F24M12_290

ELAENLFPEDDTVSQTPTLQSSENVLVR

m—procursor- 10445175000

—precursor Me1) - 1044,85180¢¢
m—procursor Me2] - 1045188100+

08 2
308
04 gn_a
302

0 +—— R s S . s . . . B S, s S s
ggsg8cc3ag080s3330338 8888888828 ¢¢8¢8888
O U000V VLo OVIITIIVVA® Condition

ailexprot_8871 KGCTPSQLALAWVHHQGK
Probable aldo-keto reductase 1
[ precursee- 613351 100e —precursor Me1)- 67368500 ee I
2 s, w—precursce Mo 674019400
H
308
1 gu,s
304
202
N Ea et 0 0E8 00 A . e
COO0O0CO0OO0OOOGIIIIVSYAN® 8§ 8888888 ¢ ¢ 2 ¢ 888 8
Condmion
qilexprot_19464 SVVELTNGSSEDGK VNWAYASGQR
1 Oligouridyl binding protein 1B
T, T s, T TR | . o e S ST o - ST |
05 i £ s
' 3o {v
507 iu:

0 N e s s ok pa
g0 880088 gggQ23gaggsa 38888888 ¥ ¥ P ¥R B8 33883838883z 3% e gzsga s
G800 e oeo 2288848030 Conaion Condition

qilexprot_70616 LITVTASENPDSR
BnaC03g49780D protein
P I i
208
o
03 s 08
304
$o;
[0} 3 0
o N = N -+ N - o - o™ a - » & = N - I . = = - -
B8883885¢22¢880R88 R EEEEEEEEEERER]
Condition
qgilexprot_26698 SVASNAIEWTGNASGSSVPDK DKPESDGADLANK
0,08 Zinc finger protein VAR3 e
* [— Seecursor- 10380950+ — wuuwy-vl~1on_mv~-|
' —ceacursor Me2)- 1039998100
fol
0,04 50_6 I
I I I go,a i
02
30

0 +Hr— g0 III I
C8oNgNsNSgoNgYaY ¢ 5 3 5838388385383 38 388 EEEER l " |
VU ANAOUVUOOUVUUOAO Y oo g 3 800 88 e 8% 2 2 23 S 8 8 —
CUOO0OVOOOOIIIIVVAHA Condition

IEDIDAYAPK
qilexprot_2527
Myb domain containing transcription regulator e procurior 5077875 s  wmm peecursor Mo1)- 5687930+

P [ precursor [M+2) - 568.7904+

04 i 08
5 08
304

02 g
: 02

"I | S O

0 +—1— e e e 8 8 88 88 8 8 2 2 2 2 8 8 8 8
g0g3agdsag0a3sggas Condition
LOUOODUO0DOLVOVooOoITIIIVVLVUL

ALQLVVSECKPK
gilexprot_7552 IVDVCEIGDSFIR
i%5 Proliferation-associated protein 2G4 o peocurse - OO B peocuo BT} SOOI I
i w—precursce o2 - 6373850+ [ precursce- 7618621 o+ —eecursce o] 162,080
3 s, w—recursoe Mo - 162 8344e I
Z H
E 08 a o,s%
H {ul
o s 04
I |
o ——T— T S0 &0
4 s 8 x & o S N oE B oE N o=
g0380023a80z388038 3858383883838 3838 EEEEEEEEEEEEEEE!
O OU 00D VUV PPV II ITI VUYL own O O 0 0 & & & & £ £ X Z o 0 & @ b
Condition




qilexprot_56656
Probable methionyl-tRNA synthetase

ISFSGIDGKPEDVLNPK

—ecursoc- 05,9878 w—recursor o] - 608,3221 e+ I
05 ° (S precursor Me2] - 606,6563¢ ¢
2 e 1
308
£ os
025 L
304
; 02
o g0
oo oH N AN = = o 3338338 3 383838 3 8
8888885829889 084% SRS AR LAl
qgilexprot_70881
2 Eukaryotic translation initiation factor 2 VQDTYDTELAGK
15 T
1
!
0,5 i
0 hil
— N -~ N AN N AN AN
U O g g 00 -
COBC000BBEEREAARA
0,6 gilexprot_71168 EDENRLDEVGYDDVGGVR

Transitional endoplasmicreticulum ATPase

N N HN AN N AN N
SIS, g8a53a8T00 OQaaq
s Re SRS RURCECRCIE SR R R R
15 gilexprot 68980 EFFGSENNSLVSAQVIFHENPR
RNA-binding family protein

1

- I | I I :

0 +——T—TT T T T T—n II.. .IlII
ggzgggsscosaggss = -
COOO0VOOUOIIIIVVL®D

. SPPINEVVQSGVVPR
qilexprot_68567 Q
Importin subunit alpha
—cecursor - 789435900 w—cecursor Me1] - 189,907 4ee I
06 o, - peocursor Me2)- 7504387+
H
308
03 5 08
s 04
é 02

0 o
— NN H N AN N AN AN 33383838 3¢% 3 &3 g3 8
o9 gg S 9 090 38888888 ¢2 ¢ 2 ¢28383828?8
O0880033EERERnaA Conditon

GLYENSGGGANVVNHGYTK
16
qgilexprot_4392
Aquaporin . o T e vnuvmxﬂﬂ]-%9_xszs-~]
e 1
308
5 08
304
<
3 067
&
N N N AN AN N AN a8 28 3 = 8 o= N o= N o= N o= oo
00RAd0538T80 30aa I EEEEEEEERERERREE
UUUUOOOOII%%WWIAW Sesiiia







Supplementary Figure S6
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Supplementary Figure S7




