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With water RWC%  water withdrawal RWC%

Ler-0 88.746.5 33.4+2.8

cer9-1 - 87.545.9 58.3+3.9

Col-0

89.1+6.9 38.3+ 3.8

cer9-2 90.1+5.4 69.5+3.2
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ho.om Populus_trichocarpa_predicted_protein_ mRNA
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Ricinus_communis_ssm4 protein_putative_mRNA
0.0716

Medicago_truncatula_E3 ubiquitin-protein_ligase MARCH6 (MTR_4g085550) mRNA complete cds
0.0626

—— PREDICTED:_Glycine_max_E3 ubiquitin-protein_ligase MARCH6-like (LOC100811171) mRNA
Vitis_vinifera_E3_ubiquitin-protein_ligase MARCH6-like (LOC100262331) mRNA

0'0219Arabidopsis_lyrata_subsp._Iyrata_protein_binding_protein_mRNA

0.1618

0.2077

y OO%Orabidopsis_thaliana_RING/ U-box_domain-containing_protein_(AT4G34100)] mRNA complete_cds
0% %f)rabidopsis_thaliana_RING/U-box_domain-containing_protein_ AT4G34100)] mRNA_complete cds

Sorghum_bicolor_hypothetical protein_ mRNA

Zea_mays_uncharacterized LOC100384569 (LOC100384569) mRNA
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Os-FEEE&6081 43
Hv-BAJ93594 47
DOALO 43
TEB4 14
CERS 136
Pt-EEE83536 93
Os-EEE66081 107
Hv-BAJ93954 11}
DOALO 115
TEB4 17
CER9 (At4g34100; Arabidopsis thaliana); Pt, 3
Populus trichocarpa; Os, Oryza sativa; Hv, Hordeum "
vulgare; DOA10 (Saccharomyces cerevmae) TEB4
(Homo sapiens). ‘ ,q/
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F4TEED
F4TEEL
DTNF S0
BOHSZ9
T1ENZ1
K4B304
GTJELOD
DTTPFY
BOFQ3Y
E3XUVO
I1GVDE
BIRYED
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GTJELOD
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RING-variant 18:67-117 bp

F4TEKO_ARATH
F4TEE]1_ARATH
DTMFS0_ARALL
BOHSZ9_POPTE
T1ENZ1_SOYEN
E4B304_50LLE
GTJELO_NEDTE
DYTPF9_VITVI
BAFQ39_ORTS]
E3EUVO_SETIT
[1GVDZ_BRADI
BORYERL_RICCO

F4JEKO_ARATH
F4TEE]1_ARATH
DTMFLS0_ARALL
BOHSZ9_POPTE
T1ENZ1_SOYEN
E4B304_50LLE
GTJE10_MEDTE
DTTPFY_VITVI
BAFQ39_ORTS]
E3XEOVO_SETIT
[1GVDZ_BRADI
BIRYEL_RICCO

F4TERO_ARATH PAVSTATGERYVDDDEDEEDVCRICRNPGDADNPLEYPCACSG S IKFVHADCLLAWLNHS
F4TEE1_ARATH PAVSTATGLRYVDDDEDEEDVCRICENPGDADNPLRYPCACSG S TEFVHADCLLAWLNHS
DTMFL0_ARALL PAVATATGLRYVDDDEDEEDVCRICENPGDADNPLEYPCACSG S TKFVHIDCLLAWLNHS
BOHSZ9_POPTE —ETVSLLoAARFDDDEEEEDVCRICRNPGDAENPLEYPCACSG S IKFVHAODCLLAWLNHS
T1ENZ1_SOYBN SPAPAPAPSEFDDEEEREEDVCRICENPGDAENPLRYPCACSGSTEFVHADCLLAWLINHS
E4B304_S0LLC -REDLNSLASRFDDDEEEEDVCRICENPGEADNPLEYPCACSG S TKY VHIDCLLAWLNHS
GTJELO_NEDTE -ASTAPP-AKYDDDDEDEEDVCRICENPGDADNPLEYPCACSG S IKFVHIDCLLAWLNHS
DYTPF9_VITVI -PEDETRSFGEYDEEEDEGDVCRICENPGDAENPLEYPCACSGSIKFVHAODCLLAWLNHS
BAFQ39_ORYS] BPPLoTAAVAREDEEEEEGDVCRICENPGDDEHPLEYPCACSGSIKFVHUDCLLAWLDHS
ESKUVO_SETIT RFPP-—-GEEEDEEEREGDVCRICRNRGDEDHPLRYPCACSG S TKFVHIDCLLAWLDHS
[1GVDZ_BRADI RLPPAPAGGEEDDDDEERGDVCRICENEGDDEHFLRYPCACSGSIEF VHUDCLLOWLDHS

BORYESL RICCO -ATAATSAARYEDDDEEEEDVCRICENPGDAENPLEYPCACSGSIEFVHADCLLAWLNHS
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FATEKD_ARATH NARQCEVCEHPFSFSPVY ADNAPSRLPFQEFVVG IANEACHVLGFFLELSFVLSVWLLTI
F4JEE]_ARATH NARGUEVCEHFF SFSFVYADNAPSELPFOEFVVGIANEACHVLAFFLELSFVLSVWLLTI
DTMFS0_ARALL NARQUEVCEHFFSFSFVYADNAPSRELPFOEFVVGIANEACHVLOFFLELSFVLSVWLLTL
BOH5Z9_POPTE NARQCEVCEHPFSF SPVY AENAPARLPFQEFVVGNTNETCHVLQFFLELSFVLSVWLLIL
T1EMZ1_SOTEN NARQCEVCKHAFSFSPVYAENAPARLPFOEFVVGNANEACHVLAFFLELSFVLSVWLLIT
E4p304_SOLLC NARGUEVCEHARSFSFVYAENAPARLPFOEFVVGNANEACHVLOFFLELSFVLSVWLLIL
GTJELIO_NEDTE NARQCEVCEHPFSFSPVYAENAPARLPFQEFVVGNANEACHVLGFFVRELSFVLSVWLLIL
DYTPF9_VITVI NARGCEVCEYAFSFSPVYAENAPARLPFOEFVVNANEACHVLOFFLELSFVLSVWLLIT
BAFQ39_ORYS] NoRQCEVCEHARSFSFVYADNAPSRLPFOELIVGVGNEACHVLAFVLELAFVLSVWLNI I
E3XUVO_SETIT NoRQUEVCEHARSFSPVYADNAPTRLPFOELIVGVONEACHVFQF ILRLAFVLSVWLNIL
[1GVDZ_BRADT NLRQCEVCEHARSFSPVY AQNAPTRLPFQELVE GVGNEACHVFQF VLELAFVLSVWLNIL

BYRYEL RICCO NARGQCEVCEHAR SFSPVYAENAFTELFFQEFVVGNANEACHYLOFFLELSFYLSVWLLIT
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IQ_&LARATH_RING/U-box_domain-containing_protein_OS_
8-84050
100.p098 ARATH_RING/U-box_domain-containing_protein_OS
0.12249 p-00085 o . _
47 ' — ARALL_Protein_binding_protein_OS_Arabidopsis_lyrata_subsp._lyrata
— 0.00833
0.qo@3z POPTR_Predicted_protein OS_Populus_trichocarpa. GN_POPTRDRAFT
0.05091
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0.0p383 0.04790
| SOLLC_Uncharacterized_protein_OS_Solanum_lycopersicum_GN_Solyc
0.09039
ﬁTO(;L 19 100 Coi7es SOYBN_Uncharacterized_protein_OS_Glycine_max_GN
0.04472 MEDTR_ES3_ubiquitin-protein_ligase_ MARCH6_OS_Medicago_truncatula
0.06462
VITVI_Putative_uncharacterized_protein_OS_Vitis_vinifera_GN_VIT
0.09779 ,
100 ORYSJ_Putative_uncharacterized_protein_OS_Oryza_sativa_subsp._japonica_GN
0.02810
0.15427 6 -W SETIT_Uncharacterized protein_OS_Setaria_italica_ GN
0.00584 BRADI_Uncharacterized protein_OS_Brachypodium_distachyon
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67-117bp

* RING variant domain: C-x (2) -C-x(10-45)-C-x (1)
-C-x (7) -H-x(2)-C-x(11-25)-C-x(2)-C As opposed
to a PHD: C-x(1-2) -C-x (7-13)-C-x(2-4)-C-x(4- '
5)-H-x(2)-C-x(10-21)-C-x(2)-C Classical RING
domain: C-x (2) -C-x (9-39)-C-x(1-3)-H-)(2-3)-C- \ ¢
X(2)-C-x(4-48) -C-x(2)-C
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o SEM FH## Won 4
(A) wild type Col-0;
(B) cer9-2;
(C) cer9-2 & 35S-
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DNAC: Al 25 R 7E SR AR 42k A
Rk =R

A Genes up-regulated >2-fold in cer9-2 leaves

Lipid metabolism (5)
Response to hormones (30)

> Stress related (95)

Protein ubiquitination
and degradation (21)

Unfolded protein
response (4)
Metabolic process (31)

Protein phosphorylation
and dephosphorylation (67)

Growth and development (31)
Regulation of membrane transport (36)

Regulation of transcription and translation (83)

B Genes down-regulated >2-fold in cer9-2 leaves
Lipid metabolism (3)

—Stress related (10)

Proteln ubiquitination
and degradation (2)

—Metabolic process (8)

/ Response to hormones (7)
Protem phosphorylation
~ and dephosphorylation (6)

l Growth and development (6)

Regu ation of membrane transport (6)
)Z/

Regulatuon of transcription and translation (6)
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1. Arabidopsis ECERIFERUM9
Involvement in Cuticle Formation and
Maintenance of Plant Water Status. Plant
Physiology, July 2012 vol. 159 no. 3930-
944
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Thank you for your attention !




