Supplemental Information

Phosphoproteome dynamics upon changes in plant water status reveal early events associated with rapid growth

adjustment in maize leaves

Ludovic Bonhomme, Benoit Valot, Francois Tardieu and Michel Zivy

Supplemental Fig. S6. Relative abundances of the 132 significantly changed phosphorylation sites. Bars show mean values + SEM

computed for each treatment.
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COP1-interacting protein 7 (CIP7)-like protein # S855
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E3 ubiquitin protein ligase upl2, Putative # S1747
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Kinesin heavy chain # T952
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Proteasome inhibitor-like protein # S178
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Putative uncharacterized protein # S190
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Putative nucleic acid binding protein # S91
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Putative uncharacterized protein # S326
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Transcription factor HY5 # S43
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Photosystem Il reaction center protein H # S9/S10
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Bromodomain—containing protein, putative # S124
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Histone deacetylase HDT2 # S105
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Putative uncharacterized protein # S167
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Plus—3 domain containing protein, expressed # S373
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Water—stress protein # T328
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Putative uncharacterized protein # S35
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Putative uncharacterized protein # S46/S47
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Sterol 3—-beta—glucosyltransferase # S74/T75
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Ligth/heavy dimethyl ratio
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Putative uncharacterized protein (IPR001005 SANT, DNA-binding) # S56
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03_CTRL2
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Protein phosphatase inhibitor 2 containing protein # S5
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Putative uncharacterized protein # S220
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Eukaryotic translation initiation factor 4B # T274
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Ligth/heavy dimethyl ratio
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Putative uncharacterized protein # S25
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Dehydrin COR410 # T194
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Lectin—like protein # S33/T35
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Ligth/heavy dimethyl ratio
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SnRK2.4 # S158
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Ligth/heavy dimethyl ratio
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GCK-like kinase MIK # S204
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Pollen—specific protein SF3 # S79
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CLIP—-associating protein 1-like # S1152, T1161
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Bromo—-adjacent homology (BAH) domain—containing protein-like # S744
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GRMZM2G704338_P02
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Calmodulin binding protein # S345
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USP family protein # S35
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USP family protein # S30
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Ligth/heavy dimethyl ratio

01_CTRL1

02_MWD

03_CTRL2

Putative uncharacterized protein # T665
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Chlorophyll a/b—binding protein CP29 # T112
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Serine/threonine—protein kinase ctrl # T433
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Protein TIME FOR COFFEE # S1329
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Protein TIME FOR COFFEE # S1341
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DEAD-box ATP-dependent RNA helicase 52C # T71/S76
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Ligth/heavy dimethyl ratio
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Putative uncharacterized protein # S89/Y90/S91
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Ligth/heavy dimethyl ratio
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Putative uncharacterized protein # S68
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Ligth/heavy dimethyl ratio
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Histone deacetylase 2b # S101
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Putative uncharacterized protein # S50

01_CTRL1 02_MWD 03 _CTRLZ2 04_SWD

05_RH5

tr|COP2X8|COP2X8_MAIZE

06_RH10

07_RH20

08_RH30

09 RH45

10_RH60




Ligth/heavy dimethyl ratio
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Salt-inducible protein kinase # S431

04_SWD

05 RH5  06_RH10

GRMZM2G011070_PO0O1
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Ligth/heavy dimethyl ratio
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Sucrose synthase 3 # T846

04_SWD

05 RH5  06_RH10 07 _RH20 08 _RH30

GRMZM2G060659 P02

09 RH45

10_RH60




Ligth/heavy dimethyl ratio

15

1.0

0.5

0.0

01_CTRL1

02_MWD

03_CTRL2

Protein DEK, putative # S115

04_SWD

05 RH5  06_RH10 07 _RH20 08 _RH30

GRMZM2G375984_ P01
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Microtubule—associated protein MAP65—-1a # S557
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Putative uncharacterized protein # S66
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DnaJ protein # T377

05 RH5  06_RH10

tr|B8A362|B8A362_MAIZE

07_RH20

08_RH30

09 RH45

10_RH60




Ligth/heavy dimethyl ratio

15

1.0

0.5

0.0

BZIP transcriptional activator RSG, putative, expressed # S130
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Auxin—repressed protein # S29/S31
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Auxin—-repressed protein # T118
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Peptidylprolyl isomerase, putative, expressed # T320
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6—phosphofructokinase # S79
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Vacuolar protein sorting 26 # S221
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GTP-ase activating protein for Arf containing protein # T310/S312
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GTP-ase activating protein for Arf containing protein # S340/S341/S343
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GTP-ase activating protein for Arf containing protein # S241
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Putative uncharacterized protein # S127
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Auxin-repressed 12.5 kDa protein # S59/S60/S61/T66
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Putative uncharacterized protein # S34
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Putative uncharacterized protein # S58, S62

04_SWD

05 RH5  06_RH10

tr|B6U4P1|B6U4P1_MAIZE

07_RH20

08_RH30

09 RH45

10_RH60




