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Supplemental Figure 1 - Illustration of binary plasmid pGS12.0224 containing the TcNPR1 transgene
(GenBank: KP844565). Components of this vector include: E12-Q-CaMV-35S promoter (E12-Omega-Pr)
(Mitsuhara et al. 1996), the CaMV-35S terminator sequence (355-t), the cacao cDNA sequence encoding
TcNPR1, cloned from genotype Scavina 6, the NPT/l kanamycin selectable marker gene (NPTII-A)(De-
Block et al. 1984), the NOS promoter (Nos-Pr), the NOS terminator (NOS-t) (Lichtenstein and Fuller,
1987), and the EGFP gene encoding green fluorescent protein (Clontech). RB and LB indicate the right

and left borders of the Ti plasmid T-DNA region, respectively. Position in base pairs is annotated outside
of the vector.



Supplemental Table 1 - Genes with statistically significant differential regulation
in genotype Scab6

Actual
Log, Fold Fold BH-
Change Change adjusted AThal
TCID (SA-H,0)* | (SA-H,0)* | p-value® p-value® Arabidopsis Annotation BestHitID

TC04G003810 273 6.63 0.00 0000 | Protosystem_Il_CPA7_chlorophylLapop | xrcao0es0

TC09G005040 2.54 5.81 0.00 0.006 NA NA

TC09G030710 2.29 4.90 0.00 0.033 18.2_kDa_class_|_heat_shock_protein NA

TC05G000850 1.97 3.93 0.00 0.003 Hypothetical_protein ATMG00285

TC04G003660 1.94 3.84 0.00 0.000 Maturase_K ATCG00020

TC04G003910 1.93 3.81 0.00 0.000 | Photosystem_|_P700_chlorophyll_a_apo | s1cgoos4o
protein_A1

TC05G000830 1.75 3.36 0.00 0.004 Hypothetical_protein ATMG01320

TC05G000660 173 3.32 0.00 0005 | SPS-ribosomalprotein L2, mitochondri | AmGoos60

TC04G003680 1.63 3.10 0.00 0.011 0s04g0234750_protein_(Fragment) ATCG01240

TC09G030700 1.61 3.05 0.00 0.018 17.3_kDa_class_|_heat_shock_protein AT1G53540

TC08G010170 1.59 3.01 0.00 0.017 NA NA

TC06G002600 157 2.97 0.00 0.011 | Putative_Cytoskeleton- AT2G35630

’ ) ) ) associated_protein_5

NAD(P)H-

TC00G010710 1.52 2.87 0.00 0.000 quinone_oxidoreductase_subunit_1,_chl ATCG01090
oroplastic

TC02G003030 1.50 2.83 0.00 0.007 Putative_uncharacterized_protein NA

TC00G058430 1.48 2.79 0.00 0.000 Putative uncharacterized protein NA

TC00G053610 1.44 2.72 0.00 0.000 Hypothetical_protein NA
NADH-

TC00G007720 1.44 2.71 0.00 0.001 i ) . ATMGO00650
ubiquinone_oxidoreductase _chain_4L

TC04G003900 1.42 268 0.00 0007 | Photosystem_Il_CP43_chlorophyllapop | arcGoo280

TC05G000740 1.40 265 0.00 0.001 | NADH- ATMGO01275

’ ) ) ) ubiquinone_oxidoreductase_chain_1

TC06G015300 1.38 2.61 0.00 0.006 Homeobox_protein,_putative AT1G28420

TC06G001520 1.38 2.60 0.00 0.018 NA NA

TC07G017570 1.36 2.57 0.00 0.004 NA NA

TC04G003850 135 255 0.00 0.000 ;{ébuc'r?:ﬁ]—bi”hOSphate—Carboxy'ase—'ar ATCG00490

TC08G015000 1.34 2.53 0.00 0.015 Synaptotagmin,_putative AT1G22610
NADH-

TC05G001020 1.33 2.52 0.00 0.000 ubiquinone_oxidoreductase_chain_4 ATMGO00580

TC05G001190 1.32 2.50 0.00 0.002 Hypothetical_protein AT2G34520

TC03G024630 1.31 2.49 0.00 0.001 E3_ubiquitin-protein_ligase_HOS1 AT2G39810

TC05G000960 1.28 2.44 0.00 0.000 Cytochrome_c_oxidase_subunit_2 ATMG00160

TC09G031960 1.28 2.42 0.00 0.000 Heat_shock_cognate_70_kDa_protein AT3G12580

TC09G013930 127 2.41 0.00 0.002 | Putative_Phospholipase_A-2- AT3G18860
activating_protein

TC03G018090 1.26 2.39 0.00 0.034 | 23:6_kDa heat_shock_protein,_mitocho | 1455500

ndrial




TC03G025570 1.25 2.37 0.00 0.001 Heat_shock_protein_STI AT1G62740
TC05G000940 1.25 2.37 0.00 0.000 Ribosomal_protein_S10,_mitochondrial ATMG00640
TC00G068130 1.25 2.37 0.00 0.005 Hypothetical_protein ATCG00180
TC05G000640 1.24 2.36 0.00 0.029 Ribosomal_protein_S7,_mitochondrial ATMG01270
TC01G031600 1.23 2.35 0.00 0.000 NA NA
TC00G084770 1.22 2.33 0.00 0.004 Putative_uncharacterized_protein AT5G16780
TC09G006300 1.19 2.29 0.00 0.036 | "hosphoinositide_5- NA
phosphatase, putative
TC05G001380 1.18 2.27 0.00 0.014 Cytochrome_c_oxidase_subunit_1 AT1G77750
TC04G003970 1.18 2.26 0.00 0.000 Cytochrome_b6 ATCG00710
TC04G003690 1.17 2.26 0.00 0.008 Putative_uncharacterized_protein NA
TC04G003740 1.16 2.23 0.00 0.000 Unknow_protein NA
TC04G003840 1.15 2.23 0.00 0.000 Apocytochrome_f ATCG00540
TC04G022750 1.14 2.21 0.00 0.010 NA NA
TC00G028390 1.13 2.19 0.00 0.002 Cohesin_subunit_rad21,_putative NA
TC00G057900 1.12 2.18 0.00 0.001 Transportin-3,_putative AT1G12930
TC06G015310 1.11 2.16 0.00 0.012 | Putative_DnaJ_homolog_subfamily B_m | xr>G20560
ember_4
TC09G018700 1.09 213 0.00 0.005 Pumilio,_putative AT3G20250
TC00G089300 1.09 2.12 0.00 0.005 Heat_shock_protein_101 AT1G74310
TC05G003590 1.09 212 0.00 0.038 Putative_uncharacterized_protein AT5G02020
NEDDS-
TC04G023080 1.08 2.12 0.00 0.005 activating_enzyme_E1_catalytic_subunit AT5G19180
TC04G003830 1.08 2.1 0.00 0.018 Cytochrome_b559_subunit_alpha ATCG00550
NAD(P)H-
TC04G003720 1.08 2.1 0.00 0.005 quinone_oxidoreductase_subunit_5,_chl ATCG01010
oroplastic_(Fragment)
TC09G014710 1.05 2.07 0.00 0.029 NA NA
TC05G000880 1.04 2.06 0.00 0.002 Hypothetical_protein NA
TC01G033560 1.01 2.02 0.00 0.028 Putative_Protein_LHY AT1G01060
TC02G009700 1.01 2.01 0.00 0.014 Putative_uncharacterized_protein AT2G15020
TC00G080910 1.00 2.01 0.00 0.006 Bifunctional_protein_folD NA
TC09G016580 1.00 2.00 0.00 0.010 STS14_protein,_putative AT4G25780
TC09G012660 0.98 1.98 0.00 0.016 NA NA
Putative_Two-
TC00G035130 0.98 1.97 0.00 0.031 component_response_regulator- AT5G44190
like_APRR2
TC03G022890 0.98 1.97 0.00 0.008 Putative_Methionine_gamma-lyase AT1G64660
TC03G016040 0.97 1.96 0.00 0.000 Predicted_protein AT5G61820
TC04G003920 0.97 1.96 0.01 0040 | 308-ribosomal_protein_S4, chioroplasti | arcGo03g0
TC04G003730 0.95 1.94 0.01 0.039 Uncharacterized_protein_ycf68 NA
TC09G004830 0.95 1.94 0.00 0.000 | Glvcine_dehydrogenase _[decarboxylatin | xr4G33010
g],_mitochondrial
TC01G021030 0.95 1.93 0.00 0.004 70_kDa_peptidyl-prolyl_isomerase AT3G25230
TC03G021040 0.94 1.92 0.00 0.004 Predicted_protein AT5G53020




TC09G019330 0.94 1.92 0.00 0.000 Putative_uncharacterized_protein AT5G24710
TC05G023590 0.94 1.92 0.00 0.006 Putative_Speckle-type_POZ_protein AT3G03740
TC00G032610 0.92 1.90 0.00 0.035 Putative_Subtilisin-like_protease AT5G59810
TC03G012370 0.91 1.88 0.00 0.024 Hypothetical_protein AT4G26190
Putative_Transforming_growth_factor-
TC06G011310 0.90 1.87 0.00 0.000 beta_receptor- AT1G22860
associated_protein_1_homolog
TC01G003880 0.90 1.87 0.00 0.002 BEL1-like_homeodomain_protein_2 NA
TC02G030610 0.90 1.86 0.00 0.008 Glutamate_receptor_3.7 NA
TC04G002800 0.88 1.84 0.00 0.038 NA NA
TC04G003880 0.88 1.84 0.00 0010 | DNAY 4 RNA polymerase subunit beta | ATCG00180
TC04G015080 0.88 1.84 0.00 0.004 NA NA
TC01G033460 0.88 1.83 0.00 0.008 Hypothetical_protein AT1G33060
TC02G029930 0.88 1.83 0.00 0.000 Predicted_protein AT1G67960
TC05G000780 0.87 1.83 0.00 0.000 Hypothetical_protein ATMG00030
TC05G001060 0.86 1.82 0.00 0.036 Hypothetical_protein NA
TC106003040 0.86 1.81 0.00 0.000 gfgf:iixeﬁgggsaz'gﬁg—”biq”i“”' AT3G55580
TC09G006720 0.86 1.81 0.00 0.010 {p;g;i'_pi’r‘]ﬁ}bitor_heavy_chain!_putaﬁve AT1G19110
TC01G026000 0.86 1.81 0.00 0.001 gfg?g‘s’:iﬁ';ﬁ;gg"i% AT1G04080
TC03G027270 0.84 1.79 0.00 0.011 Cpgéitz";%ge/io’;';m‘:lase AT3G48990
TC02G006670 0.84 1.79 0.00 0.035 NA NA
TC05G001010 0.83 1.78 0.00 0.002 Hypothetical_protein ATMG00580
Alpha-
TC04G010170 0.83 1.78 0.00 0.011 1,4_glucan_phosphorylase_L_isozyme, AT3G29320
chloroplastic/amyloplastic
TC02G031640 0.83 1.78 0.00 0.024 Putative_Nucleolar_protein_14 AT1G69070
TC07G007410 0.83 1.77 0.00 0.000 Transcription_factor, putative AT5G54470
TC08G006100 0.82 1.77 0.00 0.003 Putative_uncharacterized_protein AT1G58230
TC04G026780 0.81 1.76 0.00 0.018 Beta-amylase_1,_chloroplastic AT3G23920
TC00G061020 0.81 1.76 0.00 0.003 Putative_uncharacterized_protein NA
TC00G080340 0.81 1.75 0.00 0.036 Putative_Predicted_protein AT4G15248
TC10G016440 0.80 1.75 0.00 0.023 NA NA
TC05G031900 0.80 1.74 0.00 0.015 Phytochrome_A AT1G09570
TC08G009450 0.80 1.74 0.00 0.030 Putative_Acetyl-CoA_carboxylase AT1G36160
TC06G012620 0.80 1.74 0.00 0.029 Putative_Calcyclin-binding_protein AT1G30070
TC00G057520 0.79 1.73 0.00 0.000 Putative_uncharacterized_protein AT3G54500
TC03G029250 0.79 1.73 0.00 0.007 Electron_transporter,_putative AT1G64500
TC02G023370 0.79 1.73 0.00 0.007 Putative_uncharacterized_protein AT1G60200
TC09G006990 0.78 1.72 0.00 0.022 NA NA
TC02G012180 0.78 1.72 0.00 0.002 Probable_ WRKY _transcription_factor_19 | AT5G64550
TC07G004100 0.78 1.72 0.00 0.000 Predicted_protein AT4G27030




TC01G033080 0.77 1.71 0.01 0.047 Predicted_protein AT3G62070
ATP-dependent_Clp_protease_ATP-

TC03G015700 0.77 1.71 0.00 0.003 binding_subunit_clpC_homolog,_chloropl | AT5G50920
astic
Bromodomain-

TC09G013650 0.77 1.70 0.00 0.002 containing_ protein, putative AT5G65630

TC05G019340 0.77 1.70 0.00 0.017 Aspartic_proteinase-like_protein_2 NA

TC09G033330 0.76 1,69 0.00 0.001 | 4hydroxy-3-methylbut-2-en-1- AT5G60600
yl_diphosphate_synthase

TC03G013700 0.76 1.69 0.01 0.046 Cytochrome_P450_71A25 AT3G48280
Putative_Pre-rRNA-

TC08G012200 0.76 1.69 0.00 0.013 processing_protein_esf1 AT3G01160

TC01G034610 0.76 1.69 0.01 0.049 Abscisic_acid_receptor_PYL9 AT1G01360

TC09G032580 0.75 1.69 0.01 0.049 18.5_kDa_class_|_heat_shock_protein AT2G29500

TC00G006890 0.75 1.69 0.00 0.004 Putative_uncharacterized_protein AT5G05140

TC09G001070 0.75 1.69 0.00 0.028 Zinc_finger_protein_CONSTANS-LIKE_4 | AT5G24930

TC09G018460 0.75 1.68 0.00 0.005 Predicted_protein AT5G56360

TC05G003840 0.75 1.68 0.00 0.000 Delta-1-pyrroline-5-carboxylate_synthase | AT2G39800

TC06G003440 0.74 1.67 0.00 0.015 Putative_F-box/LRR-repeat_protein_14 AT1G15740

TC03G006290 0.73 1.66 0.00 0.000 Predicted_protein AT5G17300

TC00G012490 0.73 1,66 0.00 0.001 | Digalactosyldiacylglycerol_synthase 1. | Ar3G11670
chloroplastic

TC05G006130 0.73 1.66 0.01 0.045 Putative_uncharacterized_protein AT2G42760

TC01G018530 0.73 1.66 0.00 0.005 Putative_Heat_shock_protein_90 AT3G07770

TC03G030500 0.72 1.65 0.00 0.000 Putative_uncharacterized_protein AT1G72030
2-

TC08G011870 0.72 1.65 0.00 0.008 oxoisovalerate_dehydrogenase_subunit_ | AT1G21400
alpha, _mitochondrial
Protein_STRUBBELIG-

TC06G019780 0.72 1.65 0.00 0.014 RECEPTOR_FAMILY 8 NA

TC01G019270 0.71 1.64 0.00 0.000 Putative_uncharacterized_protein AT2G04240

TC05G001160 0.71 1.64 0.00 0.038 NA NA

TC04G024360 0.71 1.64 0.00 0.003 | Earvlight . AT4G14690
induced_protein, chloroplastic

TC10G002920 0.70 163 0.00 0.020 | Ribulose_bisphosphate_carboxylase/oxy | AraG39730
genase_activase_1,_chloroplastic

TC05G020320 0.70 1,62 0.00 0008 | Serinefarginine_rich_splicing_factor,_put | - At3G13570

TC04G030230 0.70 1.62 0.00 0.036 NA NA

TC05G007180 0.70 1.62 0.00 0.009 NA NA

TC09G000610 0.69 1.61 0.00 0.033 Plasma_membrane_ATPase_4 AT2G24520

TC04G003790 0.68 161 0.00 0002 | 208-ribosomal_protein_S8,_chioroplasti | arcgoo740

TC07G000690 0.68 1.60 0.00 0.011 Putative_uncharacterized_protein AT3G13225
Uncharacterized_UDP-

TC01G020510 0.68 1.60 0.00 0.000 glucosyltransferase_At1g05670 AT1G05680
DNA_repair_and_recombination_protein

TC01G025400 0.68 1.60 0.00 0.020 RAD26, putative AT2G18760

TC04G016790 0.67 1.60 0.00 0.003 Protein_transporter,_putative AT2G38410

TC06G014190 0.67 1.59 0.01 0.040 CBL-interacting_protein_kinase_5 AT5G45820

TC01G028390 0.67 1.59 0.01 0.042 NA NA




TC01G014610 0.67 1.59 0.00 0.038 AML1 AT1G29400
TC00G017110 0.67 1.59 0.00 0.006 Hypothetical_protein AT4G03420
TC08G010800 0.67 1.59 0.00 0.000 Putative_Protein_tolB AT1G21680
TC01G022340 0.67 1,59 0.00 0.000 | Putative_PPPDE_peptidase_domain- AT3G07090
containing_protein_2
TC04G020820 0.66 1.58 0.00 0.003 Predicted_protein AT4G00440
TC03G015720 0.66 1.58 0.00 0.000 Auxin_response_factor_2 AT5G62000
TC04G021580 0.66 1.58 0.00 0.021 Protein_ABC1,_mitochondrial,_putative AT3G24190
TC09G023620 0.66 1.58 0.00 0.000 Serine--glyoxylate_aminotransferase AT2G13360
TC01G001040 0.65 1.57 0.00 0.011 Phospholipase_D_delta AT4G35790
TC04G001640 0.65 1.57 0.00 0.001 Hypothetical_protein AT5G40450
TC01G017530 0.65 1.57 0.00 0.001 NA NA
TC04G015630 0.65 1.57 0.00 0.014 NA NA
TC05G014280 0.65 1.57 0.00 0.002 NA NA
TC05G015130 0.65 1.56 0.01 0.047 | N-acylneuraminate-9- AT2G41250
phosphatase, putative
TC03G019930 0.64 1.56 0.00 0.002 Beta-carotene_hydroxylase AT5G52570
TC02G011760 0.64 1.56 0.00 0.000 Putative_uncharacterized_protein AT5G64170
TC03G015550 0.64 1.56 0.00 0.000 Putative_uncharacterized_protein AT3G26890
TC09G027160 0.64 1.56 0.00 0.005 | Ubiquitin_carboxyl- AT3G11910
terminal_hydrolase_12
Probable_serine/threonine-
TC09G035070 0.64 1.55 0.00 0.003 protein_kinase WNK4 AT3G51630
TC04G003870 0.63 1.55 0.00 0.027 Photosystem_|_assembly_protein_ycf3 ATCG00360
TC09G034390 0.63 1.55 0.00 0.035 Ubiquitin-activating_enzyme_E1_2 AT2G30110
TC09G030000 0.63 1.54 0.01 0.044 Predicted_protein_(Fragment) AT5G58770
CBL-interacting_serine/threonine-
TC06G012200 0.62 1.54 0.00 0.010 protein_kinase 23 AT1G30270
TC06G014280 0.62 1.54 0.00 0.013 Putative_Cysteine_proteinase_RD21a AT1G09850
TC02G031310 0.62 1.54 0.00 0.000 | Imositol_or_phosphatidylinositol kinase._| - xr1G26270
putative
TC03G029940 0.62 1.53 0.00 0.002 Predicted_protein AT1G32230
TC05G005790 0.62 1.53 0.00 0.024 Putative_Myb-like_protein_G AT3G09600
TC01G017060 0.62 1.53 0.00 0.000 Putative_Predicted_protein_(Fragment) AT1G05320
TC03G029370 0.61 1.53 0.00 0.000 Transcription_factor, _putative AT1G64530
Prolyl_4-
TC00G036580 0.61 1.53 0.00 0.014 hydroxylase_alpha_subunit, putative AT3G28480
ATP-
TC04G003820 0.61 1.53 0.00 0.000 dependent_Clp_protease_proteolytic_su ATCG00660
bunit
Putative_copper-
TC09G005690 0.61 1.52 0.00 0.010 transporfing ATPase_PAA1 AT5G21930
TC03G021560 0.61 1.52 0.00 0.002 Putative_uncharacterized_protein AT5G53620
TC10G007380 0.61 1.52 0.00 0.001 Putative_RING_finger_protein_B NA
TC00G054350 0.61 1,52 0.00 0011 | putative_Protein_transport_protein SEC | - A15G27460
TC09G034240 0.61 1.52 0.00 0.006 Putative_uncharacterized_protein AT5G26760
TC03G022970 0.61 1.52 0.00 0.021 Metal-nicotianamine_transporter_YSL1 AT5G53550




TC08G002840 0.60 1.51 0.00 0.003 NA NA
Putative_Pre-mRNA-
TC02G015800 0.60 1.51 0.00 0.013 processing_factor 6 AT4G03430
TC09G003520 0.59 1.51 0.00 0.005 Predicted_protein AT5G11490
TC00G092080 0.59 1.51 0.01 0.042 Putative_uncharacterized_protein NA
Putative_Two-
TC01G033650 0.59 1.50 0.00 0.000 component_response_regulator- AT5G24470
like_PRR95
Putative_SAP_domain-
TC05G005640 0.58 1.50 0.00 0.001 containing, ribonucleoprotein AT5G02770
TC07G004210 0.58 1.50 0.00 0.036 DNA_polymerase_|,_putative AT1G50840
TC03G017540 0.58 1.49 0.00 0.000 igﬁv—epo'ymerase—s'gma—faCtor—rp"D’—p AT5G24120
TC02G034270 0.58 1.49 0.01 0.043 Prp4,_putative AT3G16460
TC03G002220 0.58 1.49 0.00 0.001 Zinc_ion_binding_protein,_putative AT4G24690
TC01G029220 0.57 1.49 0.00 0.000 Probable_gibberellin_receptor_GID1L2 AT3G63010
TC03G016980 0.57 1.49 0.00 0.000 NA NA
TC02G006330 0.57 1.49 0.00 0.008 Arginine_decarboxylase AT2G16500
TC03G017610 0.57 1.49 0.00 0011 | putalive_Solute_carrier_family_25mem | - a14G27940
TC06G004130 0.57 1.48 0.00 0.030 Putative_uncharacterized_protein AT1G15910
TC09G002820 0.57 1.48 0.00 0.001 | Putative_Ubiquitin_carboxyl- AT5G57990
terminal_hydrolase
TC04G012450 0.56 1.48 0.00 0.013 Zinc_finger_protein_CONSTANS-LIKE_2 | AT3G02380
TC00G035340 0.56 1.47 0.00 0.002 F-box/ankyrin_repeat_protein_SKIP35 AT3G59910
TC08G004140 0.56 1.47 0.00 0.028 Putative_Nucleoredoxin AT1G60420
Putative_Probable_E3_ubiquitin-
TC01G012570 0.56 1.47 0.00 0.004 protein_ligase HERCA AT5G63860
TC06G019980 0.56 1.47 0.00 0.006 E3_ubiquitin-protein_ligase_COP1 AT2G32950
Putative_UDP-
TC02G033820 0.55 1.47 0.00 0.002 galactose_transporter_homolog_1 AT1G14360
TC09G024910 0.55 1.46 0.00 0.001 Transcription_factor, putative AT2G26770
TC09G026080 0.55 1.46 0.00 0.003 Aluminum-activated_citrate_transporter AT1G51340
TC03G021650 0.55 1.46 0.00 0.003 RNA-binding_protein,_putative AT3G49390
TC09G033190 0.54 1.46 0.00 0.038 NA NA
TC00G035620 0.54 1.45 0.00 0.036 Hypothetical_protein NA
TC00G001500 0.54 1.45 0.01 0.042 NBS_resistance_protein NA
Probable_UDP-N-acetylglucosamine--
TC00G030570 0.53 1.45 0.00 0.021 peptide_N- NA
acetylglucosaminyltransferase_SPINDLY
TC04G000980 0.53 1.45 0.00 0.017 Carbonic_anhydrase,_chloroplastic AT5G14740
TC09G019460 0.53 1.45 0.00 0.001 Putative_mRNA-capping_enzyme AT3G09100
TC00G089850 0.53 1.45 0.01 0.048 Putative_uncharacterized_protein AT4G29950
TC02G002350 0.53 1.44 0.00 0.018 Pinin,_putative AT4G33740
TC08G011380 0.53 1.44 0.01 0.049 gl';‘:t?csysmm—' .22 _kDa_protein, chloro |- \r1644575
TC04G024350 0.53 1.44 0.00 0.014 Putative_Dymeclin AT1G04200
TC04G024900 0.52 1.44 0.00 0.036 Predicted_protein AT1G04300
TC05G006380 0.52 1.44 0.00 0.000 Aquaporin_PIP2-2 AT2G37170




Probable_fructose-

TC02G006400 0.52 1.44 0.00 0.000 bisphosphate._aldolase_1, chloroplastic AT4G38970
TCO1G037190 0.52 1.44 0.00 0.005 ATP_binding_protein,_putative AT2G45590
TC07G013070 0.52 1.44 0.00 0.003 Molybdenum_cofactor_sulfurase AT1G16540
TC04G010580 0.52 1.44 0.00 0.008 Protein_RIK AT3G29390
TC02G024970 0.52 1.43 0.00 0.026 Protein_binding_protein,_putative AT1G24580
TC01G030930 0.52 1.43 0.00 0.003 Predicted_protein AT4G02260
TC09G026580 0.51 1.43 0.00 0.037 At3g45600 AT3G45600
TC08GO13850 0.51 1.43 0.00 0.002 Ei‘:]ﬁtr:‘é‘}fgt;—i‘r‘ﬁz"eam—e'eme”t' AT1G33680
TC01G001330 0.51 1.42 0.00 0.003 Z:;iﬂ}’;—egaggﬁg—pggm”—50”"‘9' AT2G17790
TC05G002580 0.51 1.42 0.00 0.017 Predicted_protein AT5G01520
TC06G011960 0.51 1.42 0.00 0.036 Putative_uncharacterized_protein NA

TC05G020250 0.51 142 0.00 0.001 | Eukaryotic_translation_initiation_factor_3 | 13556150

_subunit_C

TC07G000190 0.50 1.42 0.00 0.013 Probable_ WRKY _transcription_factor_2 NA

TC00G061630 0.50 1.42 0.00 0006 | butative DNA-binding_protein SMUBP- 1 ar5G03270
TC02G003500 0.50 1.41 0.00 0.000 Putative_uncharacterized_protein AT4G35270
TC04G016190 0.50 1.41 0.00 0.006 Vacuolar-sorting_receptor_1 AT2G30290
TC01G037820 0.49 1.41 0.00 0.008 Transketolase,_chloroplastic AT2G45290
TC09G001560 0.49 1.41 0.00 0.012 Nucleic_acid_binding_protein,_putative AT4G31880
TC09G025680 0.49 1.41 0.00 0.005 Nucleic_acid_binding_protein,_putative AT5G66730
TC08G007190 0.49 1.41 0.01 0.043 Putative_Group_XV_phospholipase_A2 AT1G27480
TC02G014240 0.49 1.41 0.01 0.041 Predicted_protein AT3G21890
TC10G009100 0.49 1.40 0.00 0.004 Putative_uncharacterized_protein NA

ATP-

TC02G034460 0.49 1.40 0.00 0.000 gegle;nsdent_CIp_protease_adapter_protei AT1G68660
TC03G001040 0.49 1.40 0.00 0.008 F'?I‘;ﬁtiic"e—PFOtei”—EXECUTERJ —chloro | At1627510
TC00G089400 0.49 1.40 0.00 0.001 Isoamylase_1,_chloroplastic AT2G39930
TC03G003190 0.48 1.40 0.00 0.001 Putative_uncharacterized_protein AT1G68490
TC01G037720 0.48 1.40 0.00 0.000 Predicted_protein AT2G45380
TC05G029630 0.48 1.40 0.00 0.035 Putative_Cation/calcium_exchanger_4 AT2G24960
TC02G030700 0.48 1.39 0.00 0.010 Aconitate_hydratase_2,_mitochondrial AT2G05710
TC05G028270 0.48 1.39 0.00 0.033 ﬁ‘lfg’”;fggﬁra;ﬁg 54570, chioroplastic | AT1G54570
TC08G008390 0.48 1.39 0.01 0.042 Hypothetical_protein NA

TC01G010150 0.47 1.39 0.00 0.014 ABC_transporter_F_family_member_5 AT5G64840
TC03G012980 0.47 1.39 0.00 0018 | hutativeDofzine finger_protein DOFS. 1 ar5660850
TC02G010610 0.47 1.39 0.00 0.001 Protein_ EXECUTER_1,_chloroplastic AT4G33630
TC05G026260 0.47 1.39 0.00 0003 | Putaliv ?Egvgarti?:ajé AT3G05090
TC05G023570 0.47 1.39 0.00 0.020 Z‘ﬁf;’ﬁ;g?&afi”ity—Ca“O”ic—ami”O—a AT1G58030
TC05G001000 0.47 1.39 0.00 0.000 | Uncharacterized tatC- ATMG00070

like_protein_ymf16




TC02G020210 0.47 1.39 0.00 0.000 REF/SRPP-like_protein_At1g67360 AT1G67360
TC08G003310 0.47 1.38 0.00 0.013 Putative_Protein_IQ-DOMAIN_32 AT1G19870
TC01G002070 0.47 1.38 0.00 0.004 Putative_uncharacterized_protein AT4G38960
TC02G015630 0.47 1.38 0.00 0.036 Putative_uncharacterized_protein AT4G28260
TC04G015180 0.47 1.38 0.00 0.000 ERD15 AT2G41430
TC06G009310 0.47 1.38 0.01 0.048 Glutamate_dehydrogenase,_putative AT1G51720
TC10G003400 0.46 1.38 0.01 0.044 Heat_shock_cognate_70_kDa_protein AT3G09440
Arogenate_dehydratase/prephenate_deh
TC09G028840 0.46 1.38 0.00 0.028 ydratase_6, chioroplastic AT1G08250
TC09G002180 | 0.46 137 0.00 0012 | [HEIS-clainsssemblyprotein A2 1 aragas430
Plastid-lipid-
TC06G019930 0.46 1.37 0.00 0.029 associated_protein,_chloroplastic AT4G22240
TC03G003480 0.45 1.37 0.00 0.002 Putative_Protein_sel-1_homolog_2 AT1G18260
TC10G002710 0.45 1.37 0.00 0.037 Putative_Telomere-binding_protein_1 AT5G13820
TC00G035750 0.45 1.37 0.01 0.048 Putative_ ALG-2_interacting_protein_X AT1G15130
TC04G003700 0.45 1.36 0.00 0.021 Putative_membrane_protein_ycf1 ATCG01130
TC08G004940 0.45 1.36 0.00 0.000 1,4-alpha-glucan-branching_enzyme AT2G36390
TC00G081420 0.44 1.36 0.00 0.039 Remorin,_putative AT2G41870
TC01G004540 0.44 1.36 0.00 0.030 Putative_uncharacterized_protein AT2G03500
Pentatricopeptide_repeat-
TC09G034320 0.44 1.36 0.01 0.049 containing_protein_At2g30100,_chloropl AT2G30100
astic
TC02G014630 0.44 1.36 0.00 0.010 Putative_uncharacterized_protein AT4G27310
TC06G016270 0.44 1.36 0.00 0.036 NA NA
TC09G007820 0.44 1.35 0.01 0.044 NA NA
TC02G000970 0.44 1.35 0.00 0.000 DNA_damage-binding_protein_1 AT4G05420
TC02G027730 0.44 1.35 0.00 0.029 Myosin_heavy_chain,_clone,_putative AT1G14840
TC02G034700 0.43 1.35 0.00 0.019 Predicted_protein NA
Probable_metal-
TC04G004120 0.43 1.35 0.00 0.003 nicotianamine_transporter YSL6 AT3G27020
TC01G002780 0.43 1.35 0.00 0.013 Putative_uncharacterized_protein AT5G66450
TC01G040610 0.43 1.35 0.00 0.000 | Carotenoid_9,10(9,10)- AT3G63520
cleavage_dioxygenase_1
TC08G002030 0.43 1.34 0.00 0.000 Predicted_protein AT1G75180
TC04G010110 0.42 1.34 0.00 0.027 Chaperone_protein_clpB_2 AT5G15450
TC00G064020 0.42 1.34 0.00 0.000 NA NA
DEAD-box_ATP-
TC05G020530 0.42 1.34 0.00 0.019 dependent RNA helicase_37 AT2G42520
TC09G012470 0.42 1.34 0.01 0.043 NA NA
TC09G033150 0.42 1.34 0.00 0.000 Protein_ETHYLENE_INSENSITIVE_3 AT3G20770
TC10G014650 0.42 1.34 0.00 0.001 NA NA
TC00G062210 0.42 1.34 0.00 0.035 Predicted_protein AT1G73460
Beta-
TC03G018200 0.42 1.34 0.01 0.048 fructofuranosidase,_soluble_isoenzyme_ AT1G12240
|
TC01G036980 0.42 133 0.00 0.015 Putative_Peroxisomal_membrane_protei NA

n_PEX16




Ubiquitin_carboxyl-

TC05G020130 0.42 1.33 0.00 0.035 terminal_hydrolase_12 AT3G11910
Pyrophosphate-

TC06G003340 0.42 1.33 0.00 0.003 energized_vacuolar_membrane_proton_ AT1G15690
pump

TC09G022990 0.42 1.33 0.00 0.000 Predicted_protein AT5G12950

TC03G010330 0.41 1.33 0.00 0.029 Probable_methyltransferase_ PMT2 AT1G26850

TC04G019150 0.41 1.33 0.00 0.003 Putative_uncharacterized_protein AT3G59430

TC02G006270 0.41 1.33 0.00 0.011 DNA_binding_protein,_putative AT4G38900

TC06G019040 0.41 1.33 0.00 0.025 UPF0051_protein_ABCI8,_chloroplastic AT4G04770

TC026010520 0.41 1.33 0.00 0.000 | Putative glutamine amidotransferase Y | aroG23970
LR126C

TC07G000930 0.41 1.32 0.00 0.035 Putative_uncharacterized_protein AT4G03090

TC01G000560 0.40 1.32 0.00 0.023 Catalase_isozyme_2 AT4G35090
Glyceraldehyde-3-

TC08G005260 0.40 1.32 0.00 0.001 phosphate_dehydrogenase_B,_chloropla | AT1G42970
stic
Putative_BTB/POZ_domain-

TC01G006260 0.40 1.32 0.00 0.000 containing,_protein At5g48800 AT5G67385

TC06G019120 0.40 1.32 0.00 0.018 Predicted_protein AT1G11700
Peptidyl-prolyl_cis-

TC09G014930 0.40 1.32 0.00 0.002 trans_isomerase_cyp5 AT4G32420
1,2-dihydroxy-3-keto-5-

TC04G024320 0.40 1.32 0.00 0.002 methylthiopentene. dioxygenase_4 AT5G43850

TC01G027890 0.39 1.31 0.00 0024 | puiatve_Protein_of_unknown_function_ | - 1402720
Stromal_70_kDa_heat_shock-

TC04G017390 0.39 1.31 0.00 0.020 related_protein, chloroplastic AT5G49910

TC07G014720 0.39 1.31 0.00 0.009 Predicted_protein AT1G79090

TC02G023910 0.38 1.31 0.00 0.008 Naphthoate_synthase AT1G60550

TC03G020070 0.38 1.30 0.00 0.009 Scarecrow-like_protein_8 AT5G52510

TC03G006490 0.38 1.30 0.00 0.023 Transcription_factor_Myb1 AT1G19000

TC00G017640 0.38 1.30 0.00 0.000 Putative_97_kDa_heat_shock_protein AT1G79930
Succinate-

TC07G017290 0.38 1.30 0.00 0.004 semialdehyde_dehydrogenase,_mitocho AT1G79440
ndrial

TC09G033490 0.38 1.30 0.00 0.000 Putative_uncharacterized_protein AT1G07990
Probable_inosine-5'-

TC09G001730 0.38 1.30 0.01 0.041 monophosphate_dehydrogenase AT1G16350

TC08G004960 0.38 1.30 0.00 0.008 Predicted_protein AT2G30600

TC03G011030 0.38 1.30 0.01 0.043 | Geranylgeranyl diphosphate_reductase, | 1174470
_chloroplastic

TC04G023490 0.38 1.30 0.00 0.000 Lipoxygenase_5,_chloroplastic AT3G22400

TC01G027440 0.38 1.30 0.00 0.012 DNA_repair_helicase_UVH6 AT1G03190

TC01G008030 0.37 1.29 0.00 0.001 Putative_uncharacterized_protein AT5G10490

TC026032380 0.37 1.29 0.01 0047 | Probableinactive_purple_acid_phospha | - 1413900
Putative_KH_domain-

TC04G014850 0.37 1.29 0.00 0.012 containing_protein_At4g18375 NA

TC07G010350 0.37 1.29 0.01 0.043 Predicted_protein AT5G54830

TC09G022300 0.36 1.29 0.00 0.000 Lipoxygenase_2, chloroplastic AT3G45140

TC06G001640 0.36 1.29 0.00 0.002 Phospholipase_D_alpha_1 AT1G52570
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TC03G025820 0.36 1.29 0.00 0.028 Primary_amine_oxidase AT4G12290
TC08G001240 0.36 1.29 0.00 0016 | Molybdopterin_cofactor_sulfurase, putatl | - A15G23520
TC04G029780 0.36 1.29 0.01 0.047 Transcription_factor_bHLH148 AT3G06590
TC09G022580 0.36 1.28 0.00 0.036 Lipoxygenase_2, chloroplastic AT1G17420
TC01G030890 0.36 1.28 0.00 0.001 Sucrose_synthase_2 AT4G02280
TC05G000810 0.36 1.28 0.00 0.011 Putative_uncharacterized_protein NA
TC03G023110 0.36 1.28 0.00 0.005 Transcription_factor_MYC2 AT4G17880
TC09G022240 0.36 1.28 0.00 0.001 Actin-related_protein_4 AT1G18450
TC09G000280 0.36 1.28 0.01 0.042 Galactokinase,_putative AT4G16130
TC04G015710 0.36 1.28 0.01 0.049 Protein_binding_protein,_putative AT5G01960
TC02G012930 0.36 1.28 0.00 0.012 Sphingoid_long-chain_bases_kinase_1 AT5G23450
TC05G010830 0.36 1.28 0.00 0.021 BEL1-like_homeodomain_protein_1 AT2G35940
TC06G016740 0.36 1.28 0.01 0.049 Pre-mRNA-splicing_factor_SYF1 AT5G28740
TC00G033720 0.35 1.28 0.00 0.000 Putative_Protein_thiJ AT1G53280
Putative_Probable_ADP-
TC02G028560 0.35 1.28 0.00 0.015 ribosylation_factor_GTPase- AT1G70790
activating_protein_AGD11
TC10G011790 0.35 1.27 0.00 0.000 DnaJ_protein_homolog AT3G44110
Serine/threonine_protein_phosphatase_
TC09G013050 0.35 1.27 0.01 0.048 2A_57_kDa_regulatory_subunit_B' iota_ | AT5G25510
isoform
TC00G009420 0.35 1.27 0.00 0.027 Putative_uncharacterized_protein AT5G22120
TC00G037930 0.35 1.27 0.00 0.001 Hypothetical_protein AT4G25340
TC09G000780 0.34 1.27 0.01 0.048 Probable_ WRKY _transcription_factor_11 AT2G24570
TC00G033840 0.34 1.27 0.00 0.009 Predicted_protein AT5G16260
TC09G032890 0.34 1.27 0.00 0.000 Phototropin-1 AT3G45780
TC02G032180 0.34 1.27 0.00 0.008 Predicted_protein AT4G09350
TC02G012690 0.34 1.26 0.01 0.041 NA NA
TC00G089630 0.34 1.26 0.00 0.002 ATPase_11,_plasma_membrane-type AT5G62670
TC00G051020 0.34 1.26 0.00 0.000 Putative_uncharacterized_protein AT1G43700
TC01G040260 0.33 1.26 0.00 0.008 Gd2b,_putative AT5G13760
TC04G026120 0.33 1.26 0.00 0.017 Putative_uncharacterized_protein AT5G13890
TC04G018640 0.33 1.26 0.01 0.047 NA NA
TC09G029150 0.33 1.26 0.00 0.010 At5g22830 AT5G22830
TC09G017990 0.33 1.25 0.00 0.000 Adagio_protein_1 AT5G57360
TC05G031960 0.33 1.25 0.00 0.011 NA NA
TC01G009250 0.32 125 0.00 0.038 i‘gﬁg;’:itmﬁg‘z‘ripﬁon coctor ERFO0 | ATAG39780
TC05G026200 0.32 1.25 0.00 0.005 Predicted_protein AT1G54450
TC07G002930 0.32 1.25 0.00 0.033 Aspartic_proteinase AT1G11910
TC04G023040 0.32 1.25 0.00 0.012 Putative_Stem-specific_protein_TSJT1 AT5G19140
TC09G013770 0.32 1.25 0.00 0.005 Polyol_transporter_5 AT3G18830
TC01G000990 0.31 1.24 0.00 0.025 Predicted_protein AT4G35780
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TC03G020770 0.31 1.24 0.00 0.004 Putative_uncharacterized_protein AT5G52230
Zinc_finger_CCCH_domain-

TC01G018610 0.31 1.24 0.00 0.028 containing protein 18 AT2G05160

TC06G001480 0.31 1.24 0.00 0.000 Putative_uncharacterized_protein AT5G49820

TC01G040090 0.31 1.24 0.00 0.017 Predicted_protein AT3G63460
Probable_beta-1,3-

TC02G022530 0.31 1.24 0.00 0.028 galactosyliransferase_19 AT5G62620

TC09G009310 0.31 1.24 0.01 0.047 Hypothetical_protein AT1G65660
Calmodulin-

TC04G029190 0.31 1.24 0.00 0.021 binding_transcription_activator_5 AT3G16940

TC02G011710 0.31 124 0.00 0000 | Serinefarginine_rich_splicing_factor,_put | - At5G64200
Myristoyl-

TC09G010360 0.31 1.24 0.00 0.009 acyl_carrier_protein_thioesterase,_chlor AT1G08510
oplastic

TC02G009740 0.31 1.24 0.00 0.028 Predicted_protein NA

TC01G006960 0.31 1.24 0.01 0.049 Squalene_monooxygenase AT4G37760

TC01G003540 0.31 1.24 0.00 0.001 Probable_protein_phosphatase_2C_80 AT4G16580
CBL-interacting_serine/threonine-

TC09G002870 0.31 1.24 0.00 0.020 protein_kinase, 6 AT4G30960

TC01G030450 0.31 1.24 0.00 0.009 DNA_binding_protein,_putative AT2G47700
Eukaryotic_initiation_factor_iso-

TC09G014720 0.30 1.24 0.01 0.041 4F subunit_p82-34 AT2G24050

TC09G017350 0.30 1.23 0.00 0.038 NADPH--cytochrome_P450_reductase AT4G24520
Zinc_finger_CCCH_domain-

TC01G040660 0.30 1.23 0.00 0.004 containing_ protein 30 AT2G41900

TC03G021030 0.30 1.23 0.00 0.000 PP2A_regulatory_subunit_TAP46 AT5G53000

TC01G020450 0.30 1.23 0.00 0.000 Putative_uncharacterized_protein AT5G48385

TC01G021920 0.30 1.23 0.00 0.008 Putative_G3BP-like_protein NA
Serine/threonine-

TC05G020520 0.30 1.23 0.00 0.000 protein_phosphatase_PP2A- AT3G58500
3_catalytic_subunit

TC09G033080 0.30 1.23 0.00 0.035 Serrate_ RNA_effector_molecule AT2G27100

TC09G004540 0.30 1.23 0.01 0.04g | Putative UPFOS87 protein C1orf123 h | \14G30030
omolog

TC04G020340 0.29 1.23 0.00 0.001 Putative_selenium-binding_protein AT4G14030

TC07G011910 0.29 1.23 0.00 0.029 Secologanin_synthase AT3G14690

TC05G002480 0.29 1.23 0.00 0.011 Ubiquitin-protein_ligase,_putative AT5G01450

TC03G030630 0.29 1.22 0.00 0.016 Uncharacterized_protein_At4g19112.1 AT4G19110

TC01G038370 0.29 1.22 0.00 0.008 Transcription_factor_UNE10 AT4G00050

TC01G015990 0.29 1.22 0.00 0.012 Z‘;ﬁtiic"e—/’"'e”e—°Xide—Sy”thaSB'—Ch'°r° AT4G15440

TC00G088660 0.29 1.22 0.01 0.040 Putative_Intracellular_protease_1 AT3G02720

TC03G014790 0.29 1.22 0.00 0.030 Putative_uncharacterized_protein AT5G50380

TC09G008570 0.29 1.22 0.00 0.000 6-phosphofructokinase_3 AT4G26270

TC00G016810 0.29 1.22 0.00 0.000 Ring_finger_protein,_putative NA

TC09G005830 0.29 1.22 0.00 0.000 Predicted_protein AT2G26280

TC03G014110 0.28 1.22 0.00 0.036 | Zincfinger CCCH_domain- AT5G63260
containing_protein_43

TC08G011990 0.28 1.22 0.00 0.000 F-box/LRR-repeat_protein_5 AT1G21410
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Putative_ TGACG-sequence-

TC05G014010 0.28 1.21 0.00 0.000 specific_DNA-binding_protein_TGA- AT2G40950
1B_(Fragment)
RuBisCO_large_subunit-

TC09G033720 0.28 1.21 0.00 0.026 binding_protein_subunit_alpha,_chloropl AT2G28000
astic

TC01G029580 0.28 1.21 0.00 0.000 Tubby-like_F-box_protein_3 AT2G47900

TC05G031720 0.28 1.21 0.00 0.001 Predicted_protein AT3G05830
Putative_[Pyruvate_dehydrogenase_[lipo

TC04G030560 0.27 1.21 0.00 0.007 amide]] kinase, mitochondrial AT3G06483

TC01G037650 0.27 1.21 0.00 0.000 Putative_Dihydroflavonol-4-reductase AT2G45400
26S_proteasome_non-

TC00G035090 0.27 1.21 0.01 0.045 ATPase. regulatory_subunit 2 AT2G20580

TC08G010740 0.27 1.21 0.01 0.044 Predicted_protein AT1G21660

TC01G013340 0.27 1.21 0.00 0.011 PHD_finger_protein_At1g33420 AT1G33420

TC01G021990 0.27 1.21 0.00 0.037 Predicted_protein AT3G25120
Probable_xyloglucan_endotransglucosyl

TC02G029750 0.27 1.21 0.00 0.032 ase/hydrolase_protein_28 AT1G14720

TC06G010070 0.27 1.20 0.00 0.032 Protein_phosphatase_2C_16 AT1G72770

TC00G092360 0.27 1.20 0.00 0.016 Putative_uncharacterized_protein AT3G22970

TC10G007040 0.26 1.20 0.00 0.001 NAC_domain-containing_protein_78 AT5G04410

TC08G001680 0.26 1.20 0.00 0.000 Metalloendopeptidase,_putative AT5G42620

TC06G019520 0.26 1.20 0.00 0.000 Aspartic_proteinase AT1G11910

TC09G002670 0.26 1.20 0.00 0.011 | Probable_cyclic_nucleotide- AT2G23980
gated_ion_channel_5
Putative_B3_domain-

TC08G001250 0.26 1.20 0.00 0.036 containing_protein Os11g0197600 AT4G34400
Pentatricopeptide_repeat-

TC03G030120 0.26 1.19 0.00 0.002 containing_protein_At1g31920 AT1G31920

TC00G056860 0.26 1.19 0.00 0.001 | Putative Zinc finger_protein CONSTAN | s74G25440
S-LIKE_16

TC05G019370 0.25 1.19 0.00 0.011 Thioredoxin_F-type_2, chloroplastic AT3G02730

TC01G022350 0.25 1.19 0.00 0.021 Transcriptional_corepressor_LEUNIG AT2G32700

TC03G017290 0.25 1.19 0.00 0.001 Putative_Splicing_factor_3A_subunit_3 AT5G06160

TC04G008190 0.25 1.19 0.00 0003 | brobable inactive_receplor_kinase Atlg | ar4G27190

TC08G008900 0.25 1.19 0.00 0031 | Frobable_pectin_methyltransferase QU | - o14G7g240

TC08G002400 0.25 1.19 0.00 0.000 Mannan_endo-1,4-beta-mannosidase_7 AT5G66460

TC02G002990 0.25 1.19 0.00 0.000 Predicted_protein AT5G24690

TC00G028320 0.25 1.19 0.00 0.036 Beta-glucosidase_42 AT5G36890
Serine/threonine-

TC00G029800 0.25 1.19 0.00 0.001 protein_phosphatase_PP2A_catalytic_su | AT3G58500
bunit

TC06G007960 0.25 1.19 0.00 0.015 Probable_esterase_At1g33990 AT1G33990

TC04G030270 0.25 1.19 0.00 0.012 Yth_domain-containing_protein,_putative AT1G48110
Serine/threonine-

TC00G075330 0.25 1.19 0.00 0.029 protein_phosphatase_PP2A_catalytic_su | AT1G10430
bunit

TC06G015290 0.24 1.18 0.00 0.000 | Iriose_phosphate/phosphate _translocat | \r5G46110
or,_chloroplastic

TC09G025520 0.24 1.18 0.00 0.004 | CBL-interacting serine/threonine- AT2G26980
protein_kinase_3

TC05G015330 0.24 1.18 0.00 0.020 Putative_uncharacterized_protein AT3G10250
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Splicing_factor,_arginine/serine-

TC01G005040 0.24 18 0.00 0.038 rich, putative AT4G36980
TC04G025230 0.24 18 0.00 0.022 NA NA
TC03G027640 0.24 18 0.00 0.000 Putative_Aminopeptidase_N AT1G63770
TC01G012600 0.24 18 0.00 0.006 Putative_Neutral_alpha-glucosidase_AB AT5G63840
TC00G023330 0.23 18 0.00 0.036 | >/_kDa_inner_envelope_membrane _pro | Ar3Ge34q0
tein,_chloroplastic
TC04G022640 0.23 18 0.00 0.009 Catalytic,_putative AT4G14290
TC03G025700 0.23 A7 0.00 0.013 Putative_Hsc70-interacting_protein AT4G22670
TC09G000110 0.23 A7 0.00 0.009 Putative_uncharacterized_protein AT2G24360
VHS_domain-
TC06G007940 0.23 A7 0.00 0.027 containing_protein_At3g16270 AT3G16270
Probable_histone-
TC04G028120 0.23 A7 0.00 0.038 arginine_methyltransferase CARM1B AT3G06930
TC05G000050 0.23 A7 0.00 0.024 Lupus_la_ribonucleoprotein,_putative AT2G43970
TC05G028520 0.23 A7 0.00 0.022 Casein_kinase,_putative AT3G03940
TC02G034690 0.23 A7 0.01 0.042 Protein_CHUP1,_chloroplastic AT3G25690
TC00G044800 0.23 A7 0.00 0.001 F-box_protein_At1g47056 AT3G50080
Probable_calcium-
TC07G000040 0.23 A7 0.01 0.040 binding_protein CML21 AT4G26470
TC02G014990 |  0.23 A7 0.00 0.005 | Protein_THYLAKOID_FORMATION_1._ | 15620890
chloroplastic
TC00G019720 0.22 A7 0.00 0.031 | Putative serinefthreonine- AT2G19130
protein_kinase_receptor
TC04G023260 0.22 .16 0.00 0.031 Protein_phosphatase_2C_70 AT5G19280
TC01G003290 0.22 .16 0.00 0.000 Scarecrow-like_protein_4 AT5G66770
TC09G008250 0.21 16 0.00 0.023 Xaa-Pro_dipeptidase AT4G29490
TC10G001470 0.21 .16 0.01 0.041 Phosphoinositide_phospholipase_C_2 AT3G08510
TC08G013910 0.21 16 0.01 0.049 | Putative_TVP38/TMEMG4 family_memb | 11620850
rane_protein_slIr0305
TC03G002290 0.21 .16 0.00 0.000 Elongation_factor_Tu,_chloroplastic AT4G20360
TC09G010660 0.21 15 0.00 0.003 | Serine-threonine_kinase_receptor- AT1G15470
associated_protein
TC09G025090 0.20 15 0.00 0.010 F-box_protein_At2g32560 AT2G26850
TC05G014020 0.20 15 0.00 0.005 Predicted_protein AT2G40960
TC03G014050 0.20 15 0.01 0043 | Puative_Programmed_cell death_protel | - ar4Ga4800
TC03G019640 0.20 15 0.01 0.047 Predicted_protein AT4G25520
TC04G023960 0.20 15 0.01 0.048 Transporter,_putative AT2G32040
TC02G005290 0.20 15 0.01 0.042 Protein_translocase,_putative AT3G16620
TC00G022300 0.20 15 0.00 0.039 Putative_uncharacterized_protein AT2G07360
TC08G001020 0.20 15 0.00 0.015 Predicted_protein AT5G36210
TC06G013220 0.20 15 0.01 0.050 Putative_uncharacterized_protein AT1G29370
TC08G001760 0.20 15 0.00 0.007 Predicted_protein AT1G80950
TC06G001720 0.20 15 0.00 0.021 Nucleosome-binding_protein,_putative AT1G15340
Putative_Protein_CHLOROPLAST_IMP
TC00G004350 0.20 15 0.01 0.048 ORT APPARATUS 2 AT4G25990
TC00G037090 0.20 15 0.00 0.000 Putative_uncharacterized_protein AT1G70160
TC10G000200 0.20 15 0.00 0.008 Putative_Zinc_finger_CCCH_domain- AT3G51950
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containing_protein_53

TC01G002900 0.19 1.14 0.01 0.041 Putative_uncharacterized_protein AT3G50910
TC00G014550 0.19 1.14 0.00 0.017 Predicted_protein AT5G61960
TC00G059940 0.19 1.14 0.00 0.002 | Svtochrome ci-— . AT5G40810
1, _heme_protein, mitochondrial
Zinc_finger_CCCH_domain-
TC01G006660 0.19 1.14 0.00 0.028 containing_ protein 49 AT1G07360
TC04G004860 0.19 1.14 0.00 0.032 Protein_ AUXIN_SIGNALING_F-BOX_2 AT1G12820
TC09G029990 0.18 1.14 0.00 0.013 NA NA
Putative_Uncharacterized_WD_repeat-
TC07G000110 0.18 1.13 0.00 0.013 containing_protein C2A9.03 AT1G55680
TC08G005720 0.18 1.13 0.00 0.007 Glucose-6-phosphate_isomerase AT4G24620
TC03G020210 0.17 1.12 0.00 0.035 Putative_transporter_arsB AT1G02260
TC04G014440 0.16 1.12 0.00 0.020 Plastidic_glucose_transporter_4 AT5G16150
TC03G028900 0.16 1.12 0.00 0.022 Putative_Fatty _acyl-CoA_synthetase_A AT4G23850
TC04G022810 0.16 1.12 0.00 0.018 Predicted_protein AT4G14240
TC02G008970 0.16 1.12 0.00 0.001 Protein_binding_protein,_putative AT4G34040
Putative_Ubiquitin_and_WLM_domain-
TC01G018000 0.16 1.12 0.00 0.004 containing_protein_C1442.07¢ AT5G35690
TC02G034730 0.15 1.1 0.00 0.000 Predicted_protein AT1G26110
TC04G013930 0.15 1.1 0.00 0.039 Putative_L-Ala-D/L-Glu_epimerase AT3G18270
TC05G005830 0.13 1.09 0.00 0.010 Predicted_protein NA
TC01G026730 0.13 1.09 0.00 0.033 Transcription_factor_bHLH3 AT4G16430
Putative_Mitochondrial_substrate_carrier
TC01G034790 0.10 1.07 0.01 0.048 family_protein B AT4G01100
TC00G080870 -0.11 -1.08 0.01 0.040 Putative_uncharacterized_protein AT5G01010
TC03G014720 -0.12 -1.08 0.00 0.009 Putative_uncharacterized_protein AT5G63440
TC03G014630 2012 1.09 0.00 0024 | Argininosuccinate_synthase, chioroplast | - 1424830
TC04G019020 -0.13 -1.10 0.00 0.018 Putative_Probable_importin-7_homolog AT2G31660
TC02G011840 -0.13 -1.10 0.00 0.020 Putative_uncharacterized_protein AT5G64160
TC00G019560 -0.14 -1.10 0.01 0.041 Predicted_protein_(Fragment) AT1G15420
Putative_Translation_machinery-
TC09G007780 -0.14 -1.10 0.01 0.043 associated_protein_22 AT5G11900
TC04G024750 -0.14 -1.10 0.00 0.035 40S_ribosomal_protein_S15 AT5G09510
TC04G002630 -0.15 -1.11 0.00 0.015 Putative_uncharacterized_protein AT5G14310
Bifunctional_aspartokinase/homoserine_
TC08G013960 -0.15 -1.11 0.00 0.024 dehydrogenase 2, chloroplastic AT1G31230
TC00G092380 -0.15 -1.11 0.00 0.030 ADP-ribosylation_factor-like_protein_5 AT3G22950
TC09G004320 | -0.15 111 0.01 0.045 | Mitochondrial_import_inner_membrane_t | \rG37410
ranslocase_subunit_Tim17
TC02G023160 -0.15 -1.11 0.00 0.031 Putative_Protein_LSM12_homolog AT1G24050
Putative_U-box_domain-
TC01G009540 -0.16 -1.11 0.01 0.050 containing_protein 13 AT2G01490
TC05G018910 -0.16 -1.11 0.00 0.036 Putative_uncharacterized_protein AT5G13020
TC04G009070 -0.16 -1.11 0.01 0.045 AT3g57280/F2809_130 AT3G57280
TC08G010320 -0.16 -1.12 0.00 0.030 Predicted_protein AT4G08240
TC05G018850 |  -0.16 112 0.00 0.001 | Zincfinger CCCH_domain- AT3G12130

containing_protein_14

15




TC08G006080 -0.16 -1.12 0.00 0.018 Putative_uncharacterized_protein AT5G65520
TC05G017360 -0.16 -1.12 0.00 0.029 Uncharacterized_protein_At2g41620 AT2G41620
TC10G001890 -0.17 -1.12 0.00 0.030 Syntaxin-31 AT5G05760
TC03G024520 -0.17 -1.12 0.00 0.032 UPF0326_protein_At4g17486 AT5G47310
TC04G028190 -0.17 -1.12 0.00 0.011 Kif4,_putative AT4G15885
Putative_3-hydroxybutyryl-
TC04G029650 -0.17 -1.12 0.01 0.043 CoA_dehydratase AT4G16210
TC05G020730 | -0.17 113 0.01 0.039 | "entatricopeptide_repeat AT5G36290
containing_protein, putative
TC09G006690 -0.17 -1.13 0.00 0.030 Lsm1,_putative AT3G14080
TC10G016730 -0.17 -1.13 0.00 0.023 60S_ribosomal_protein_L10 AT1G26910
TC05G017270 -0.17 -1.13 0.00 0.026 Transcription_initiation_factor_|1B-2 AT3G10330
TC04G002110 | -0.17 113 0.00 0.03g | Putative_Pre-rRNA- AT3G56510
processing_protein_ESF2
Putative_Ubiquitin_carboxyl-
TC07G012610 -0.18 -1.13 0.00 0.017 terminal_hydrolase_15 AT1G17110
TC07G012770 -0.18 -1.13 0.00 0.035 Ethylene_receptor AT1G66340
TC03G019870 -0.18 -1.13 0.00 0.025 40S_ribosomal_protein_S10-1 AT4G25740
TC00G020830 -0.18 -1.13 0.00 0.022 Putative_Porin%2C_eukaryotic_type AT5G57490
TC09G001360 -0.18 -1.13 0.00 0.035 Probable_protein_phosphatase_2C_60 AT4G31860
Putative_Probable_methionyl-
TC00G061280 -0.18 -1.13 0.00 0.036 {RNA_synthetase AT2G40660
Asparaginyl-
TC09G008410 -0.18 -1.13 0.00 0.011 {RNA_synthetase, cytoplasmic_1 AT1G70980
TC09G032010 -0.18 -1.13 0.01 0.048 Putative_Sec14_cytosolic_factor AT3G46450
TC02G020990 | -0.18 113 0.00 0.027 | Probable_small nuclear_ribonucleoprote | \r3G60g40
in_Sm_D2
TC09G011850 -0.18 -1.13 0.00 0.018 Putative_uncharacterized_protein AT5G32440
TC01G030330 -0.18 -1.13 0.00 0.015 Putative_Thiamin_pyrophosphokinase_1 AT2G44750
TC00G026740 -0.18 -1.13 0.00 0.021 Glutaminyl-tRNA_synthetase AT1G25350
TC09G025160 -0.18 -1.13 0.00 0.002 Probable_diphthine_synthase AT4G31790
TC06G014610 -0.18 -1.13 0.00 0.007 Predicted_protein AT1G29040
TC09G003510 -0.18 -1.14 0.00 0.002 GTP-binding_protein_At2g22870 AT5G11480
Squamosa_promoter-binding-
TC08G008260 -0.18 -1.14 0.00 0.033 like_protein_ 14 NA
TC04G024770 -0.18 -1.14 0.00 0.038 Xpa-binding_protein,_putative AT4G21800
TC03G029930 -0.19 -1.14 0.00 0.036 Shikimate_kinase-like_protein AT2G35500
Asparaginyl-
TC03G024980 -0.19 -1.14 0.00 0.037 tRNA_synthetase,_chloroplastic/mitocho AT4G17300
ndrial
TC00G054340 | -0.19 .14 0.00 0.011 | 116_kDa_US_small nuclear_ribonucleop | sr5Go5230
rotein_component
TC00G000380 -0.19 -1.14 0.00 0.003 Putative_uncharacterized_protein NA
TC09G000140 -0.19 -1.14 0.00 0.026 Putative_endonuclease_FLJ39025 AT4G31150
TC00G012470 | -0.19 .14 0.01 0.043 2‘2&590me—bi"ge”eSiS—prOtei”—N SA2_ho | AT5G06360
TC01G035200 -0.19 -1.14 0.00 0.012 Golgin_candidate_4 AT2G46180
TC04G021120 -0.19 -1.14 0.01 0.049 ER_lumen_protein_retaining_receptor AT3G25040
TC03G002590 -0.19 -1.14 0.00 0.019 Protein_CASP AT3G18480
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TC03G017430 -0.19 -1.14 0.01 0.048 Cyclic_nucleotide-gated_ion_channel_1 AT5G53130
TC08G008960 -0.20 -1.14 0.00 0.001 14-3-3_protein_7 AT1G34760
TC02G024000 -0.20 -1.14 0.00 0.036 Nucleic_acid_binding_protein,_putative AT2G27790
TC01G033270 -0.20 -1.15 0.01 0.048 Putative_Cathepsin_B AT1G02305
TC10G006430 | -0.20 1.15 0.00 0028 | ropable_exocyst complex_component | ar3G10380
TC05G002830 | -0.20 1.15 0.00 0.001 Z?;’;:;eigjgfgf;e:‘jgmt—go”' AT3G11270
TC00G023340 -0.20 -1.15 0.00 0.000 Putative_uncharacterized_protein AT3G63400
TC03G000380 | -0.20 1.15 0.00 0.010 gﬁﬂ)‘;}‘;—u';"_znu;ﬁ’t‘r;nSferase_alpha AT1G74910
TC04G028720 -0.20 -1.15 0.00 0.014 Predicted_protein AT5G11240
TC00G045330 -0.20 -1.15 0.01 0.047 Callose_synthase_9 AT3G07160
TC01G003610 -0.20 -1.15 0.00 0.001 Minor_allergen_Alt_a_7 AT4G36750
TC00G069990 -0.20 -1.15 0.00 0.000 Predicted_protein AT2G26590
TC01G035490 -0.20 -1.15 0.01 0.045 CAAX_prenyl_protease_1_homolog NA

TC09G008850 -0.20 -1.15 0.00 0.029 Hexokinase-1 AT2G 19860
TC03G024770 -0.20 -1.15 0.01 0.045 NA NA

TC10G010860 -0.20 -1.15 0.01 0.049 Nicastrin AT3G52640
TC05G006520 | -0.20 1.15 0.00 0005 | Ribonucleoprotein_At2g37220,_chloropl | A15G37220
TC02G006750 | -0.20 1.15 0.00 0002 | Putative Isoflavone_reductase_homolog | 1434540
TC01G010180 -0.20 -1.15 0.00 0.035 Putative_Cytochrome_P450_86B1 AT4G39490
TC02G034470 -0.20 -1.15 0.00 0.027 NA NA

TC01G036550 | -0.20 1.15 0.00 0005 | PuiativeMetbionine_adenosyltransferas | ataGoosso
TC00G035490 | -0.20 1.15 0.00 0003 | {uative_Uncharacterized protein RP12 | - A15622350
TC09G003050 -0.20 -1.15 0.00 0.009 Predicted_protein AT4G30996
TC09G009380 -0.20 -1.15 0.00 0.035 Methyltransferase-like_protein_5 AT4G28830

Fructose-
TC05G008450 -0.21 -1.15 0.00 0.011 bisphosphate_aldolase_cytoplasmic_iso AT2G36460
zyme

TC03G029180 -0.21 -1.15 0.00 0.000 Predicted_protein AT4G23940
TC05G015710 -0.21 -1.15 0.00 0.022 Predicted_protein AT3G13540
TC01G039970 -0.21 -1.16 0.01 0.048 Acyl_carrier_protein,_mitochondrial AT2G44620
TC04G019550 021 116 0.00 0.034 Pgltfl;ive_FIowering_time_control_protein NA

TC10G004930 -0.21 -1.16 0.00 0.023 Putative_UPF0363_protein AT5G63220
TC00G089790 -0.21 -1.16 0.00 0.030 tRNA-specific_adenosine_deaminase_2 AT1G48175
TC02G029760 -0.21 -1.16 0.01 0.039 NA NA

TC08G007130 -0.21 -1.16 0.01 0.043 Predicted_protein AT1G59520
TC09G002040 | -0.21 1.16 0.00 0.001 Zggigﬁe—(ﬁ%ﬁf&_ 1 homolog 7 AT1G80780
TC05G002500 -0.21 -1.16 0.00 0.014 GDSL_esterase/lipase_ CPRD49 AT2G38180
TC01G028010 -0.21 -1.16 0.00 0.000 WD-repeat_protein,_putative AT1G03110
TC01G027040 -0.21 -1.16 0.00 0.016 Ring_finger_protein,_putative AT1G06770
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TC02G011700 -0.21 -1.16 0.00 0.038 Potassium_transporter_7 AT5G09400
TC05G001470 -0.21 -1.16 0.00 0.035 F-box/LRR-repeat_protein_3 AT5G01720
TC00G014270 -0.21 -1.16 0.01 0.040 NA NA
TC02G009820 | -0.21 1.16 0.00 0.033 | Ihioredoxin_domain- AT2G18990
containing_protein_9 homolog
TC09G013700 -0.21 -1.16 0.00 0.022 Hypothetical_protein AT1G11750
Probable_N(2),N(2)-
TC00G011720 -0.21 -1.16 0.00 0.038 dimethylguanosine_tRNA_methyltransfer | AT5G15810
ase_2
TC06G016460 -0.22 -1.16 0.00 0.024 UPF0559_protein AT1G61150
Mitochondrial_outer_membrane_protein_
TC01G006480 -0.22 -1.16 0.00 0.018 porin_of 34_kDa AT5G67500
TC01G039860 022 116 0.00 0.036 Putative_Eukaryotic_translation_initiation AT3G60240
factor_4G
Tryptophanyl-
TC09G026930 -0.22 -1.16 0.00 0.002 {RNA_synthetase, cytoplasmic AT3G04600
Putative_Uncharacterized_protein_KIAA
TC09G003820 -0.22 -1.16 0.00 0.004 0090_homolog AT5G11560
TC09G014980 -0.22 -1.16 0.00 0.028 Cytochrome_b-c1_complex_subunit_7 AT4G32470
TC05G018330 -0.22 -1.16 0.00 0.028 60S_ribosomal_protein_L6 AT1G74050
TC01G003740 | -0.22 1.16 0.00 0.020 | Seranylgeranyl pyrophosphate_synthas | 1436810
e, chloroplastic
TC02G022670 -0.22 -1.16 0.00 0.004 Phospholipid-transporting_ATPase_3 AT1G59820
TC10G004680 -0.22 -1.17 0.00 0.006 Putative_Leukotriene_A-4_hydrolase AT5G13520
Putative_Sodium-
TC04G012020 -0.22 -1.17 0.00 0.028 coupled_neutral_amino_acid_transporter | AT3G30390
3
Probable_NADH_dehydrogenase_[ubiqu
TC09G026910 -0.22 -1.17 0.00 0.027 inone] 1 alpha_subcomplex_subunit 12 AT3G03100
TC05G015340 -0.22 -1.17 0.00 0.001 Cystathionine_beta-lyase,_chloroplastic AT3G57050
TC03G017040 -0.22 -1.17 0.00 0.011 NA NA
TC00G026230 | -0.22 117 0.00 0.020 | Putative_Zinc finger HIT_domain- AT4G28820
containing_protein_3
TC07G002140 -0.22 -1.17 0.00 0.000 40S_ribosomal_protein_S8 AT5G20290
TC04G018490 -0.22 -1.17 0.00 0.015 Bromodomain_protein AT1G05910
TC00G049090 -0.22 -1.17 0.01 0.050 Biotin/lipoyl_attachment AT1G52670
TC05G005930 -0.22 -1.17 0.01 0.040 40S_ribosomal_protein_S23 AT5G02960
TC10G005050 -0.23 -1.17 0.00 0.015 Cyclin-L1-1 NA
Putative_ DNA-
TC01G010170 -0.23 -1.17 0.00 0.007 directed_RNA_polymerase_II_subunit_R AT5G09920
PB4
TC06G006840 -0.23 -1.17 0.00 0.024 Plastidic_ ATP/ADP-transporter AT1G15500
TC09G007210 | -0.23 117 0.00 0.031 | Putative_Replication_protein A 70 kDa | srGog510
DNA-binding_subunit
TC01G019290 -0.23 -1.17 0.00 0.003 Putative_uncharacterized_protein AT5G48240
TC05G022350 -0.23 -1.17 0.00 0.004 Cellulose_synthase-like_protein_D3 AT3G03050
TC01G002980 -0.23 -1.17 0.01 0.040 Isoflavone_reductase_homolog_A622 AT4G39230
TC02G024400 -0.23 -1.17 0.00 0.014 NA NA
TC08G011150 -0.23 -1.17 0.00 0.036 Protein_disulfide-isomerase AT1G21750
TC04G002730 -0.23 -1.17 0.00 0.029 Ribosomal_protein_L2_(Fragment) AT2G44065
TC04G024650 023 417 0.00 0.001 Putative_Mitochondrial_inner_membrane AT5G09690

magnesium_transporter_mrs2

18




TC05G003070 -0.23 -1.17 0.00 0.022 Ataxin-3_homolog AT3G54130
TC06G015070 | -0.23 117 0.01 0.042 ifa—b'TeDap—hh:Sa;;‘i”p‘iaf;ﬁ' outative AT5G46020
TC04G028770 -0.23 118 0.00 0.009 E::s;ﬁ‘i’tt’icp—):t:":ﬁ"':tio”—i”itiatio”—famr—3 NA
TC02G010240 -0.23 -1.18 0.00 0.010 Predicted_protein AT3G19650
TC03G023400 -0.23 -1.18 0.00 0.038 Protein_ABCI7,_chloroplastic AT1G32500
TC01G040870 -0.23 -1.18 0.01 0.048 60S_ribosomal_protein_L31 AT5G56710
TC00G034250 -0.24 118 0.01 0.040 Iflf‘;";crgl'inogalactan orotein_17 NA
TC06G017680 -0.24 -1.18 0.00 0.036 Predicted_protein AT1G71730
TC05G030440 -0.24 -1.18 0.00 0.005 Malignant_T_cell-amplified_sequence_1 AT1G09150
TC02G004980 -0.24 -1.18 0.00 0.006 DNA_binding_protein,_putative AT2G16770
D-3-
TC02G009410 -0.24 -1.18 0.00 0.038 phosphoglycerate_dehydrogenase,_chlo AT4G34200
roplastic
ATP-
TC04G013210 -0.24 -1.18 0.00 0.008 dependent_Clp_protease_proteolytic_su AT1G66670
bunit_3, chloroplastic
TC09G029210 -0.24 -1.18 0.00 0.023 Predicted_protein AT1G08220
TC06GO18700 | -0.24 1.18 0.00 0001 | Putaliv ?E;_ep”rﬁg:ﬁ‘_’%?fgg?T;%peat' AT4G21170
TC03G003730 -0.24 -1.18 0.00 0.011 Predicted_protein NA
TC01G033350 | -0.24 1.18 0.00 0000 | renslocase_of_chloroplast 33, chloropl | - 1402280
TC01G029630 -0.24 -1.18 0.00 0.015 Putative_uncharacterized_protein AT4G03180
TCO1G000080 |  -0.24 1.18 0.00 0001 | putaive_AP-3_complex_subunitsigma- | - 13650860
TC06G004380 -0.24 -1.18 0.00 0.036 Transporter,_putative AT1G79710
TC07G012860 -0.24 -1.18 0.00 0.001 Transcription_regulator,_putative AT1G61730
TC08G008940 -0.24 -1.18 0.01 0.048 Predicted_protein AT1G34780
TC06G012100 -0.24 -1.19 0.00 0.008 Auxin_response_factor_6 AT1G30330
TC08G005960 -0.25 -1.19 0.00 0.024 Argininosuccinate_lyase AT5G10920
TC06G020140 -0.25 -1.19 0.00 0.029 Putative_uncharacterized_protein AT3G01435
TCO1G003060 |  -0.25 1.19 0.00 0.000 on?wggﬁlfg;compIex_subunit_1 0 AT2G18290
TC03G001670 -0.25 -1.19 0.00 0.015 Putative_uncharacterized_protein AT5G63050
TC01G030740 -0.25 -1.19 0.00 0.019 40S_ribosomal_protein_S4 AT5G58420
TC03G029450 -0.25 -1.19 0.00 0.000 ABC_transporter_F_family_member_3 AT1G64550
TC00G054510 -0.25 -1.19 0.00 0.018 40S_ribosomal_protein_S14 AT3G52580
TC01G016740 -0.25 -1.19 0.00 0.005 60S_ribosomal_protein_L18a AT2G34480
TC06G019480 -0.25 -1.19 0.00 0.027 Bcr-associated_protein,_bap,_putative AT1G11905
TC03G010290 -0.25 -1.19 0.01 0.048 Putative_Protein_SET AT1G18800
TC06G012800 -0.26 -1.19 0.00 0.033 60S_ribosomal_protein_L18a AT2G34480
TC01G036620 -0.26 -1.19 0.01 0.040 Acyl-CoA_thioesterase,_putative AT3G61200
TC09G005450 -0.26 -1.19 0.01 0.047 Omega-amidase_NIT2-B AT5G12040
TC10G009540 -0.26 -1.19 0.00 0.030 Uncharacterized_protein_At2g38710 AT2G38710
TC01G002480 -0.26 -1.19 0.00 0.031 508_ribosomal_protein_L7/L12,_putative | AT4G36420
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TC03G003140 -0.26 -1.19 0.00 0.036 | Predicted_protein NA

TC06G017640 0.26 -1.20 0.00 0.025 | 50S_ribosomal_protein_L13 AT3G01790
TC03G023760 0.26 -1.20 0.00 0.024 | NA NA

TC03G020090 -0.26 -1.20 0.00 0.002 | Putative_Fibrillarin AT4G25630
TC10G004670 -0.26 -1.20 0.00 0.001 FGFR1_oncogene_partner,_putative AT3G55000
TC05G026750 0.26 -1.20 0.00 0.017 | 60S_ribosomal_protein_L10a-3 AT1G08360
TC04G028630 -0.26 -1.20 0.00 0.031 | 60S_ribosomal_protein_L19-2 AT1G02780
TC01G038820 -0.26 -1.20 0.00 0.001 Predicted_protein NA

TC02G010560 0.26 -1.20 0.00 0.023 | Predicted_protein AT3G21175
TC02G002800 0.26 -1.20 0.00 0.012 | Putative_Protein_RMD5_homolog A AT5G09630
TC05G025270 -0.26 -1.20 0.00 0.031 Predicted_protein AT1G73177
TC02G008740 -0.26 -1.20 0.00 0.003 | Putative TP53RK-binding_protein ATAG34412
TC05G014990 0.26 -1.20 0.00 0.012 | Transcription_factor BTF3 AT1G73230
TC10G005060 -0.27 -1.20 0.00 0.005 Elongation_factor_1-alpha AT5G60390
TC08G003640 -0.27 -1.20 0.00 0.000 | Tubulin_beta-6_chain AT1G75780
TC01G025590 027 1.20 0.00 0.001 %So”rfnﬁin”gy]'fﬁ?@"ﬁ’aﬁ;ﬁéﬁ'ﬁéchon s AT2G20420
TC05G000450 -0.27 -1.21 0.00 0.011 :i:;;ag‘r’g@ﬁ"g',"'Coha;(')mplasﬁc AT3G44370
TC09G032400 -0.27 -1.21 0.00 0.029 | 60S_ribosomal_protein L35 AT5G02610
TC08G005230 -0.27 -1.21 0.00 0.016 Glutamate_receptor_3.3 NA

TC02G000670 -0.27 -1.21 0.00 0.036 Hypothetical_protein NA

TC07G002720 -0.28 1.21 0.00 0.024 fgspﬁ:;?ée—carbamoy'”a”Sferase—z'—Ch'° AT3G20330
TC09G026420 -0.28 -1.21 0.01 0.050 Elongation_factor_1-alpha AT1G07930
TC00G026820 -0.28 -1.21 0.01 0.047 Putative_uncharacterized_protein NA

TC10G002550 -0.28 1.21 0.00 0011 | Putatve Folvipolyglutamate_synthase._ | ar3Gss630
TC03G002720 -0.28 1.21 0.00 0010 | Putatv ?Eg'g‘r’é‘t’x){epeat' AT1G49040
TC00GO15780 -0.28 -1.21 0.00 0.005 | 60S_ribosomal_protein L35 AT3G09500
TC03G013550 0.28 -1.21 0.00 0.010 | 50S_ribosomal_protein_L19, putative AT4G11630
TC09G022160 -0.28 -1.21 0.00 0.001 Predicted_protein AT3G57930
TC00G013740 -0.28 -1.21 0.00 0.024 | 40S_ribosomal_protein_S9-2 AT5G39850
TC08G002520 0.28 -1.21 0.01 0.047 | NA NA

TC09G011260 0.28 -1.22 0.00 0.032 | Predicted_protein AT5G15050
TC07G002420 -0.29 122 0.00 0014 | Futative Casein_kinase_Lisoform delta | 13623340
TC01G011220 -0.29 -1.22 0.00 0.005 | Uridylate_kinase AT3G18680
TC08G001140 0.29 -1.22 0.00 0.024 | Serpin-zX AT1GA7T10
TC00G025180 -0.29 -1.22 0.00 0.013 Putative_uncharacterized_protein AT5G17210
TC09G008940 -0.29 -1.22 0.00 0.013 Putative_uncharacterized_protein AT3G21600
TC01G025360 -0.29 -1.22 0.01 0.050 Probable_methyltransferase_ PMT8 AT3G23300
TC03G027490 0.29 -1.22 0.00 0.007 | Predicted_protein AT4G23330

20




TC06G003160 -0.29 -1.22 0.00 0.000 Putative_Checkpoint_protein_HUS1 AT1G52530
TC01G024270 | -0.29 .22 0.00 003g | Eukanotic_peplide_chain_release facto | ar3Goe618
TC05G021520 -0.29 -1.22 0.00 0.010 At1g09815 AT1G09815
TC02G020400 -0.29 -1.22 0.00 0.000 Putative_uncharacterized_protein AT3G56820
TC08G002870 -0.29 -1.22 0.00 0.031 Auxin-induced_protein_5NG4 AT1G75500
TC03G005730 -0.29 -1.22 0.01 0.041 Putative_Protein_phosphatase_inhibitor AT2G31305
TC00G020790 -0.29 -1.22 0.00 0.036 Transcription_factor, putative AT3G13040
TC02G003710 | -0.29 1.22 0.01 0.040 ';ﬁiﬁ”a‘l‘éfﬁg{éﬁn_?i”i"g-GP" AT2G17120
TC04G025930 | -0.29 1.23 0.00 0025 | 20S-ribosomal_protein_L28,_chloroplast | - 15633450
TC01G007950 -0.29 -1.23 0.00 0.027 Nucleobase-ascorbate_transporter_11 AT4G38050
TC01G008500 -0.30 -1.23 0.00 0.026 Putative_LanC-like_protein_2 AT5G65280
TC05G031090 |  -0.30 1.23 0.00 0012 | putative_Peptide_chain_release_factor_ | - 1456350
TC04G012530 -0.30 -1.23 0.00 0.003 NA NA

TC09G027220 -0.30 -1.23 0.00 0.004 Putative_uncharacterized_protein AT1G08480
TC03G022040 -0.30 -1.23 0.00 0.010 Uncharacterized_protein_C16G5.07c AT4G27585
TC09G034150 -0.30 -1.23 0.00 0.038 Ran-binding_protein_1_homolog_c AT1G07140
TC05G001880 -0.30 -1.23 0.00 0.036 Putative_Importin_subunit_beta-1 AT5G53480
TC02G000990 -0.30 -1.23 0.00 0.001 ABC_transporter_C_family_member_2 AT2G34660
TC04G019750 -0.30 -1.23 0.00 0.014 Predicted_protein NA

TC01G016490 -0.30 -1.23 0.00 0.003 60S_ribosomal_protein_L13-1 AT3G49010
TC09G031460 -0.30 -1.23 0.00 0.023 Putative_uncharacterized_protein NA

TC09G025850 -0.30 -1.23 0.01 0.045 40S_ribosomal_protein_S2-3 AT3G57490
TC07G008920 -0.30 -1.23 0.00 0.030 NA NA

TC08G008470 -0.30 -1.23 0.00 0.002 Predicted_protein AT1G20870
TC04G017820 -0.30 -1.23 0.00 0.002 Putative_uncharacterized_protein AT5G40520
TC01G012930 -0.30 -1.23 0.00 0.020 Predicted_protein NA

TC05G004950 -0.30 -1.24 0.00 0.000 Putative_Retinol_dehydrogenase_12 AT2G37540
TC04G013830 | -0.30 1.24 0.00 0.000 g,”tf;il‘(’) ?agf’;‘:ﬁghOSphate—phOSphatase— AT3G02600
TC04G023310 -0.31 -1.24 0.00 0.001 40S_ribosomal_protein_S16 AT2G09990
TC09G010180 |  -0.31 1.24 0.00 0.014 gfgf;iixe%sggma—fador—“gB—reg“'aﬁO”— AT3G24420
TC08G003620 -0.31 -1.24 0.00 0.011 Predicted_protein AT1G19990
TC06G014840 -0.31 -1.24 0.00 0.011 Nudix_hydrolase_15,_mitochondrial AT1G28960
TC09G027090 -0.31 -1.24 0.00 0.010 Putative_Lysosomal_beta_glucosidase AT5G20950
TC03G010150 -0.31 -1.24 0.00 0.008 40S_ribosomal_protein_S9-2 AT5G39850
TC02G031380 -0.31 -1.24 0.00 0.024 Predicted_protein AT1G26300
TC08G008760 -0.31 -1.24 0.00 0.027 40S_ribosomal_protein_S6 AT5G10360
TC03G014890 -0.31 -1.24 0.01 0.041 Deoxycytidylate_deaminase AT3G48540
TC04G010210 | -0.31 1.24 0.00 0.024 | Fropable_UDP-glucose 6- AT3G29360

dehydrogenase_1
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TC05G028110 -0.31 -1.24 0.00 0.001 Predicted_protein AT5G27990
TC09G020550 -0.31 -1.24 0.00 0.004 Fasciclin-like_arabinogalactan_protein_9 AT1G03870
TC07G017060 -0.31 -1.24 0.00 0.024 40S_ribosomal_protein_S19-3 AT5G61170
TC00G086510 -0.31 -1.24 0.00 0.035 NA NA
TC09G011200 -0.31 -1.24 0.00 0.021 NHP2-like_protein_1 AT5G20160
TC09G021860 -0.31 -1.24 0.00 0.022 Auxin_response_factor_2 AT5G20730
TC00G025590 -0.32 -1.24 0.00 0.021 Putative_RNA-binding_protein_38 NA
TC05G030220 -0.32 -1.25 0.00 0.024 F-actin-capping_protein_subunit_alpha AT3G05520
TC08G012990 -0.32 -1.25 0.00 0.008 Thioredoxin-like_protein_sIr0233 AT1G76760
TC05G019890 -0.32 -1.25 0.00 0.003 Calreticulin-3 AT1G65290
TC01G006940 | -0.32 1.25 0.00 0.004 EE[Q%Z%ZQI&JE}“%%J 6 AT4G34910
TC00G014640 -0.32 -1.25 0.00 0.013 Pantoate--beta-alanine_ligase AT5G48840
TC03G010910 -0.32 -1.25 0.00 0.021 NA NA
TC08G013470 -0.32 -1.25 0.00 0.000 NA NA
TC03G025070 | -0.32 1.25 0.01 0.044 E;;ﬁi‘g}':gfgﬂfg—t”ad—””C'e"ﬁde' AT4G16566
TC00G037760 -0.32 -1.25 0.00 0.036 NA NA
TC07G010830 | -0.32 1.25 0.00 0008 | >0S-fibosomal_protein LT3, chioroplast | ar4G7gg30
TC02G016150 -0.32 -1.25 0.00 0.011 Prohibitin-2 AT4G28510
TC01G033710 -0.32 -1.25 0.00 0.031 60S_acidic_ribosomal_protein_P1-1 AT5G24510
TC01G028890 -0.33 -1.25 0.00 0.036 Elongation_factor_Tu,_mitochondrial AT4G02930
TC04G015810 -0.33 -1.25 0.00 0.021 Putative_uncharacterized_protein AT3G08600
TC01G010870 -0.33 -1.25 0.00 0.005 Predicted_protein NA
TC01G040350 -0.33 -1.25 0.00 0.006 Notchless_protein_homolog AT5G52820
1-(5-phosphoribosyl)-5-[(5-
TC05G009080 | -0.33 1.25 0.01 0.04g | ProsPhotbosylamimomethylideneaminel | At2g3s230
carboxamide_isomerase,_chloroplastic
TC04G026210 -0.33 -1.25 0.00 0.000 60S_ribosomal_protein_L23 AT1G04480
TC03G029950 -0.33 -1.25 0.00 0.022 Predicted_protein NA
Putative_Probable_LRR_receptor-
TC05G023650 -0.33 -1.26 0.00 0.011 like_serine/threonine- AT3G03770
protein_kinase At1g14390
TC09G014740 -0.33 -1.26 0.00 0.020 Hypothetical_protein NA
TC01G034330 | -0.33 1.26 0.00 0009 | Molybdopterin_biosynthesis_protein CN | - A11G01290
TC01G035210 -0.33 -1.26 0.00 0.014 Reticulon-like_protein_B5 AT2G46170
TC09G011790 -0.33 -1.26 0.01 0.042 Predicted_protein NA
TC01G009570 -0.34 -1.26 0.00 0.018 Predicted_protein AT5G10070
TC01G039950 -0.34 -1.26 0.00 0.008 Putative_uncharacterized_protein AT2G44640
TC07G017420 -0.34 -1.26 0.00 0.010 Putative_uncharacterized_protein AT3G12685
TC08G003530 -0.34 -1.26 0.00 0.012 NA NA
TC02G000470 -0.34 -1.26 0.00 0.014 Protein_OSB2,_chloroplastic AT4G20010
TC01G029100 -0.34 -1.26 0.00 0.013 40S_ribosomal_protein_S7 AT3G02560
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TC01G037770 -0.34 -1.26 0.00 0.009 40S_ribosomal_protein_S13 AT4G00100
TC01G017780 -0.34 -1.26 0.00 0.010 Triacylglycerol_lipase_2, putative AT1G04985
LL-
TC02G012120 -0.34 -1.26 0.00 0.036 diaminopimelate_aminotransferase,_chlo NA
roplastic
TC05G030450 -0.34 -1.26 0.00 0.032 60S_ribosomal_protein_L18-2 AT3G05590
TC09G003040 -0.34 -1.27 0.00 0.032 NA NA
TCO1GO11080 |  -0.34 127 0.00 0018 | ATP_synthase_subunit_epsilon._mitoch | - 1451650
TC01G039910 -0.35 -1.27 0.00 0.033 40S_ribosomal_protein_S11 AT5G23740
TC02G003200 -0.35 -1.27 0.00 0.027 mRNA_turnover_protein_4_homolog AT1G25260
TC05G027990 -0.35 -1.27 0.00 0.001 40S_ribosomal_protein_S24-2 AT3G04920
TC02G010630 -0.35 -1.27 0.01 0.048 Putative_uncharacterized_protein AT4G33625
TC01G025870 -0.35 -1.27 0.00 0.011 60S_ribosomal_protein_L23 AT2G33370
TC02G025170 -0.35 -1.27 0.00 0.001 Putative_uncharacterized_protein AT1G13030
TC00G027040 -0.35 -1.27 0.00 0.029 Probable_methyltransferase_ PMT25 AT1G29470
TC05G007060 -0.35 -1.27 0.00 0.020 Predicted_protein AT2G36930
TC05G003150 -0.35 -1.28 0.00 0.030 60S_ribosomal_protein_L35a-3 AT1G74270
TC06G013850 -0.35 -1.28 0.00 0.011 Predicted_protein AT4G18820
TC03G019700 | -0.35 1.28 0.00 0.000 ?;ﬁic’;;%e’faegtigf'gcshé 40 AT4G25500
TC09G001220 -0.35 -1.28 0.00 0.036 Putative_uncharacterized_protein AT2G24860
TC02G024050 -0.36 -1.28 0.00 0.028 Ubiquitin AT2G47110
TC09G014300 -0.36 -1.28 0.00 0.014 Putative_ GDP-L-fucose_synthase_2 AT1G17890
TC03G016690 -0.36 -1.28 0.00 0.007 Putative_uncharacterized_protein AT5G51220
TC05G009030 -0.36 -1.28 0.00 0.039 60S_ribosomal_protein_L10a-1 AT1G08360
TC03G031020 -0.36 -1.28 0.00 0.000 Predicted_protein AT1G31650
TC01G022240 -0.36 -1.29 0.00 0.002 Catalytic,_putative AT3G07060
TC07G012650 | -0.36 1.29 0.00 0036 | [neractor_of_constitutive_active_ROPs_ | - 11678430
TC03G021500 -0.37 -1.29 0.00 0.012 Ubiquitin AT3G52590
TC10G008390 -0.37 -1.29 0.00 0.001 60S_ribosomal_protein_L24 AT2G36620
TC02G020140 | -0.37 1.29 0.00 0000 | Mitochondrialimport_feceptor_subunit_ | - A11G27390
TC05G019600 -0.37 -1.30 0.00 0.027 Eirlfl’ dbiilg"ep—r';‘t‘;'ﬁozar—ew' NA
Enoyl-[acyl-carrier-
TC05G018860 -0.38 -1.30 0.01 0.046 protein]_reductase_[NADH],_chloroplasti AT2G05990
o
TC09G025120 -0.38 -1.30 0.00 0.022 Predicted_protein AT2G26810
TC06G003210 -0.38 -1.30 0.01 0.047 Eﬁ?f;;ggg%g?;(ﬂi—ta ive NA
TC07G004790 | -0.38 1.30 0.00 0017 | Ihiazole_biosynthetic_enzyme, _chioropl | - 15654770
TC05G019880 -0.38 -1.30 0.00 0.008 Predicted_protein_(Fragment) AT2G43945
TC08G009520 -0.38 -1.30 0.00 0.033 Putative_uncharacterized_protein AT1G22140
TC06G008530 -0.38 -1.30 0.01 0.042 NA NA
TC06G007970 038 130 0.00 0.013 Putative_Zinc_phosphodiesterase_ELAC NA

protein_2
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TC05G020980 -0.39 1.31 0.00 0.036 | DNA-binding_protein RHL1 NA
TC04G017880 -0.39 1.31 0.00 0022 | padtive Disease resistance_protein R | A15G09320
TC02G002860 -0.39 1.31 0.01 0.044 ﬁgﬁat:]":aglgzharaderized—pmtei”—01 6o | ATaG21192
TC01G010280 -0.39 1.31 0.00 0.000 | UPF0202_protein_ At1g10490 AT3G57940
TC05G028310 -0.39 -1.31 0.00 0.001 Probable_nucleolar_protein_5-1 AT5G27120
TC02G009030 -0.39 1.31 0.00 0.005 | 40S_ribosomal_protein_S16 AT2G09990
TC02G009470 -0.40 132 0.00 0.010 | Putative_Transcription_factor MYB44 AT4G37260
TC06G020520 -0.40 132 0.00 0.000 | NA NA

TC04G020880 -0.40 132 0.00 0018 | Frobabletibonuclease PIMRP_protein_ | aT1G04635
TC05G011670 -0.40 -1.32 0.00 0.009 Putative_uncharacterized_protein AT3G11660
TC09G003430 -0.40 -1.32 0.00 0.002 Putative_uncharacterized_protein NA

TC00G068320 -0.40 132 0.00 0.010 | NA NA

TC06G002570 -0.40 132 0.00 0.010 | Putative_Elongation_factor P AT4G26310
TC01G037950 -0.40 132 0.00 0.007 | Putative_Auxin-induced_protein_X10A | AT3G60690
TC01G002060 -0.40 -1.32 0.00 0.008 Putative_Lactoylglutathione_lyase AT1G15380
TC08G000470 | -0.40 1.32 0.00 0033 | [l o P e P AT5G42890
TC09G019240 -0.40 -1.32 0.00 0.012 Hypothetical_protein AT5G57120
TC06G016840 -0.40 132 0.00 0017 | Putative_Telomerase_Cajal_body_protel | 1421520
TC01G030420 -0.41 -1.33 0.00 0.006 Putative_uncharacterized_protein AT1G02870
TC09G029690 -0.41 133 0.00 0.033 gi‘étf;g’:ﬁaii:bgre"i”—z'beta' AT5G58660
TC10G015880 -0.41 133 0.00 0.014 | Annexin_D3 AT2G38760
TC10G006280 -0.41 133 0.00 0.008 Efgg‘lgj—fxosome—comp'ex—e’“’”“°'eas AT3GO07750
TC03G002170 -0.42 133 0.00 0.022 | Putative_Protein_MAK16_homolog_B AT1G23280
TC06G018680 -0.42 133 0.00 0.036 | NA NA

TC05G021490 -0.42 133 0.01 0.047 | Putative_30S_ribosomal_protein_S5 AT1G64880
TC03G018530 -0.42 1.34 0.00 0.001 | 40S_ribosomal_protein_S13 AT4G00100
TC03G022370 -0.42 1.34 0.00 0.001 | 60S_ribosomal_protein_L9 AT1G33140
TC03G020780 -0.42 134 0.01 0.040 g‘éfg;’g;g”Chara"te”zed—pmte'”—DDB— NA

TC04G009760 -0.42 1.34 0.01 0.040 | NA NA

TC01G034910 -0.42 1.34 0.00 0003 | Sroseme_complex_exonuclease RRP4 | ar3G61620
TC06G007780 -0.42 -1.34 0.00 0.008 Putative_uncharacterized_protein AT3G16310
TC01G033090 -0.42 1.34 0.00 0.038 | Predicted_protein AT2G46930
TC08G003330 -0.42 1.34 0.00 0.006 | Predicted_protein AT5G39600
TC03G018440 -0.42 1.34 0.00 0.006 | 40S_ribosomal_protein_S20-2 AT3G47370
TC03G030020 -0.42 -1.34 0.00 0.000 Z;Z?ﬁxfa’;’;'gggigf‘gﬁeggo”a”Sg'”C"Sy' AT4G18990
TC00G054320 -0.43 1.35 0.00 0.010 | Predicted_protein AT2G27470
TC03G002320 -0.43 1.35 0.00 0.001 | Predicted_protein AT3G18580
TC01G016320 -0.43 135 0.00 0.012 | Pyrophosphate-fructose_6- AT3G08000

phosphate_1-
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phosphotransferase_subunit_beta

TC10G001900 -0.44 -1.35 0.00 0.031 Auxin_transporter-like_protein_2 NA
TC05G020220 -0.45 -1.36 0.00 0.008 40S_ribosomal_protein_S28 AT5G03850
TC05G028430 | -0.45 1.36 0.00 0.032 | Short- AT4G13180
chain_type dehydrogenase/reductase
TC09G015240 -0.45 -1.37 0.00 0.001 UDP-glucuronate_4-epimerase_1 AT4G30440
TC05G020310 -0.45 -1.37 0.00 0.000 Putative_Protein_RRP5_homolog AT3G11964
Putative_Pentatricopeptide_repeat-
TC10G001180 -0.45 -1.37 0.00 0.004 containing_protein_At3g56030 AT2G40240
TC02G007060 -0.45 -1.37 0.00 0.022 NA NA
TC05G005730 | -0.46 137 0.00 0014 | Probable_adenylate_kinase_T,_chloropl | - 15637250
60S_ribosome_subunit_biogenesis_prot
TC04G027980 -0.46 -1.38 0.00 0.006 ein_NIP7_homolog AT4G15770
TC03G013270 | -0.46 1.38 0.00 0.001 | H/ACA. ribonucleoprotein_complex_subu | - yr5G0g81g0
nit_2-like_protein
DNA-
TC04G012070 -0.46 -1.38 0.00 0.005 directed_RNA_polymerase_2,_chloropla AT5G15700
stic/mitochondrial
TC04G002710 -0.46 -1.38 0.00 0.004 Prohibitin-1,_mitochondrial AT3G27280
TC03G013880 -0.46 -1.38 0.00 0.016 Putative_Predicted_protein NA
TC08G000320 -0.47 -1.38 0.00 0.025 Predicted_protein AT3G49180
TC03G016330 -0.47 -1.39 0.00 0.008 NA NA
TC04G005100 -0.47 -1.39 0.00 0.008 Aspartokinase_2, chloroplastic AT5G13280
TC02G028660 -0.47 -1.39 0.00 0.015 MLP-like_protein_28 AT1G70830
TC07G008960 | -0.48 1.39 0.00 0.037 Eg‘”sc”p“°”—e'°”gat'°”—f""0t°r—1—h°m° AT5G46030
TC06GO16960 |  -0.48 1.39 0.00 0.037 | Putative_Dynein_light_chain_LC6, flagel | Ar4G57360
lar_outer_arm
TC01G012470 -0.48 -1.40 0.00 0.006 NA NA
TC01G005520 -0.49 -1.40 0.00 0.037 NA NA
TC03G012450 -0.49 -1.40 0.00 0.007 Protein_COBRA AT5G60920
TC09G010980 -0.49 -1.40 0.00 0.006 NA NA
TC03G025500 -0.49 -1.40 0.00 0.024 NA NA
TC08G011180 -0.49 -1.41 0.01 0.050 NA NA
TC09G003710 -0.50 -1.41 0.00 0.005 Uncharacterized_protein_At1g55205.2 AT1G55205
TC09G006410 -0.50 -1.42 0.00 0.033 Putative_uncharacterized_protein AT1G19240
TC06G014600 -0.51 -1.42 0.00 0.013 Predicted_protein AT1G29050
TC09G005750 -0.52 -1.43 0.00 0.012 | Putative_Chalcone-- NA
flavonone_isomerase_2-B
TC00G051081 -0.52 -1.43 0.00 0.005 NA NA
TC00G030840 -0.52 -1.43 0.01 0.047 Predicted_protein AT2G20515
TC10G003410 -0.52 -1.43 0.00 0.003 Putative_uncharacterized_protein AT3G04020
DEAD-box_ATP-
TC01G034580 -0.52 -1.43 0.00 0.001 dependent RNA_helicase_26 AT5G63630
TC09G031410 -0.52 -1.44 0.00 0.005 Predicted_protein AT5G59500
TC03G023410 -0.52 -1.44 0.00 0.007 NA NA
TC03G020580 -0.53 -1.44 0.00 0.000 Hypothetical_protein AT5G23760
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TC00G013030 -0.53 -1.44 0.00 0.008 Putative_uncharacterized_protein NA
Peptidyl-prolyl_cis-

TC10G001540 -0.53 -1.44 0.00 0.006 trans isomerase CYP19-4 AT3G55920
Pentatricopeptide_repeat-

TC00G026710 -0.53 -1.44 0.00 0.002 containing_protein_At1g80270,_mitocho AT1G80270
ndrial

TC00G020080 -0.53 -1.44 0.00 0.035 Putative_Sulfotransferase_16 AT5G07010

TC10G011460 -0.53 -1.45 0.00 0.018 Cytochrome_P450_77A3 AT3G10570

TC04G005410 -0.53 -1.45 0.00 0.011 40S_ribosomal_protein_S27-2 AT3G61110

TC10G016810 -0.54 -1.45 0.00 0.022 Predicted_protein AT2G40820

TC06G009980 -0.54 -1.45 0.00 0.013 Putative_Midasin AT1G67120

TC01G000260 -0.54 -1.46 0.01 0.041 NA NA

TC10G012980 -0.54 -1.46 0.00 0.018 Putative_uncharacterized_protein AT3G12390

TC09G012290 |  -0.54 1.46 0.00 0000 | Aregenate_dehydrogenase_1,_chloropla | - 1415710

TC00G026330 -0.55 -1.46 0.00 0.035 Putative_uncharacterized_protein NA

TC02G033190 -0.55 -1.46 0.00 0.001 Transcription_factor, putative AT1G69580

TC05G013900 -0.55 -1.47 0.00 0.009 G2/mitotic-specific_cyclin_S13-6 AT5G06150

TC05G005490 -0.55 -1.47 0.00 0.017 NA NA
DNA_gyrase_subunit_A,_chloroplastic/m

TC00G015920 -0.56 -1.47 0.00 0.006 itochondrial AT3G10690

TC05G016800 -0.57 -1.48 0.00 0.012 Putative_uncharacterized_protein NA

TC01G025640 -0.57 -1.48 0.00 0.029 Rho_GDP-dissociation_inhibitor_1 AT3G07880

TC02G013230 | -0.57 1.49 0.00 0.006 | Mitochondrial_import_receptor_subunit_ | Ar3G20000
TOM40_homolog_1
Glycine-rich_RNA-

TC04G020530 -0.58 -1.50 0.00 0.000 binding_protein 2, mitochondrial AT4G13850

TC05G022200 |  -0.58 1.50 0.00 0001 | Fuative_Uncharacterized protein G388 | - A15G43650

TC01G019970 -0.58 -1.50 0.01 0.040 Putative_uncharacterized_protein AT5G48500

TC09G030630 |  -0.59 150 0.00 0.016 | Mitochondrial_import_inner_ membrane_t | \rGog530
ranslocase_subunit_Tim10

TC02G006970 -0.59 -1.50 0.00 0.000 Hypothetical_protein AT2G21660

TC01G034940 -0.59 -1.50 0.00 0.027 GDSL _esterasel/lipase_At4g01130 AT4G01130

TC09G006140 -0.59 151 0.01 0.043 g;cég‘gsmrase’ pectinesterase_inhibitor_ | 14533290

TC09G023330 -0.60 -1.51 0.00 0.035 Putative_copper-transporting_ATPase_3 AT5G44790
Putative_Oxygen-

TC03G014200 -0.60 -1.52 0.00 0.015 independent_coproporphyrinogen- AT5G63290
Ill_oxidase-like_protein_sll1917

TC04G015700 -0.62 -1.54 0.00 0.010 NA NA

TC00G012140 -0.62 -1.54 0.00 0.018 NA NA
ATP-

TC00G087940 -0.62 -1.54 0.00 0.021 dependent_RNA_and_DNA _helicase,_p NA
utative
Probable_protein_arginine_N-

TC10G014000 -0.63 -1.54 0.00 0.000 methyliransferase_3 AT3G12270

TC03G026830 -0.64 -1.56 0.00 0.036 Putative_uncharacterized_protein AT4G23060
Putative_Pentatricopeptide_repeat-

TC06G017480 -0.65 -1.57 0.00 0.001 containing_ protein At3g13150 AT1G55890

TC03G028600 -0.65 -1.57 0.00 0.031 NA NA

TC06G021200 -0.67 -1.59 0.00 0.026 NA NA

26




TC04G005150 -0.68 -1.60 0.00 0.005 | NA NA
TC04G022740 -0.68 -1.60 0.00 0.007 Eﬁﬁg::r';‘iidgdudase el chain A | AT3G23580
TC00GO87770 068 161 0.00 0.038 grobable_peptide_transporter_At1 g5219 NA
TC03G029820 -0.69 161 0.00 0.001 | 50S._ribosomal_protein AT4G23620
TC08G007520 -0.70 162 0.00 0004 | Outerplastidial membrane_protein_pori | - Ar5G67500
TC06G011110 -0.71 -1.64 0.00 0.006 | 60S._ribosomal_protein_L44 AT4G14320
TC04G030320 072 -1.65 0.00 0.036 E”gﬂq"i‘ff'?::mffZ?}asc‘fq/:qu‘é‘;f;i—i') AT5G15940
TC06G016980 -0.73 -1.65 0.00 0.002 Sugar_carrier_protein_C AT1G11260
TC03G025560 073 -1.66 0.00 0.004 a‘:)tlig"’_eaﬁ’g;?ff(}ﬂ—;rOtei”—08"”38—“0 AT1G62730
TC09G026710 073 -1.66 0.01 0.045 iffgg‘é%gmbab'e—peptide—tra”Sp"”er— AT3G45680
TC07G016420 -0.74 -1.66 0.00 0.018 Hypothetical_protein NA
TC02G033730 -0.77 -1.70 0.00 0.012 Origin_recognition_complex_subunit_6 AT1G26840
TC07G002090 077 .71 0.00 0.006 | NA NA
TC08G014320 -0.78 .71 0.00 0.024 gigaz:z'("i”;)rotein 2. putative AT1G75750
TC01G006720 -0.78 .71 0.00 0.004 | NA NA
TC04G001330 -0.82 1.76 0.00 0.005 | NA NA
TC03G027850 -0.83 .78 0.00 0.002 | NA NA
TC05G002920 -0.84 1.79 0.01 0.040 | Peptide_transporter PTR1 AT3G54140
TC05G028950 -0.87 1.82 0.00 0.037 | NA NA
TC09G034060 -0.92 -1.89 0.00 0.035 | NA NA
TC01G006680 -0.93 1.91 0.00 0020 | NA NA
TC10G001550 -1.03 -2.04 0.00 0.000 Putative_uncharacterized_protein AT2G40080

® Mean differences and p values were calculated by fitting a general linear model in which the SA to H,0

differences (within leaf type) were modeled against overall_mean + leaf type + error, then testing if

overall_mean was significantly different than zero. Fold change columns show transformed and

untransformed values of overall_mean. A BH multiple testing adjustment was used for determination of

significance.
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Supplemental Table 2 - Genes with statistically significant differential regulation
in genotype ICS1

Log, Fold Alf;r: I BH- AThal
TCID Change ch p-value® corrected Arabidopsis Annotation BestHitID
(SA-H,0)°" ange p-value® esthl
(SA-H,0)

Glucan_endo-1,3-beta-

TC04G029300 2.70 6.49 0.00 0.001 glucosidase,_basic_vacuolar_isof | AT3G57270
orm

TC05G009360 2.33 5.03 0.00 0.028 NA NA
Branched-chain-amino-

TC08G006890 2.24 4.72 0.00 0.010 acid_aminotransferase_2, chloro | AT1G10070
plastic

TC10G012390 2.24 4.72 0.00 0.011 Hypothetical_protein NA

TC02G003890 2.18 4.54 0.00 0.012 Endochitinase_1 AT3G12500

TC09G034930 2.15 4.45 0.00 0.015 Peroxidase_4 AT5G05340

TC03G003050 2.09 4.25 0.00 0.020 Predicted_protein AT1G68320

TC04G016440 2.04 4.11 0.00 0.005 NA NA

TC03G021520 2.02 4.06 0.00 0.016 Homeobox_protein, putative NA

TC05G025040 2.02 4.04 0.00 0.025 NAC_domain- AT3G04070
containing_protein_29

TC04G027520 1.99 3.99 0.00 0.026 UPF0497_membrane_protein_12 | ATAG15610

TC09G029650 1.90 3.73 0.01 0.050 Asparagine_synthetase_[glutami | r13547340
ne-hydrolyzing]

TC01G019270 1.77 3.41 0.00 0.000 Putative_uncharacterized_protein | AT2G04240

TC05G003590 1.70 3.24 0.00 0.005 Putative_uncharacterized_protein | AT5G02020

TC09G012750 1.62 3.07 0.00 0.006 NA NA

TC03G016070 1.60 3.03 0.00 0.028 NA NA

TC02G011270 157 2.98 0.00 0.002 pBC_transporter_G_famiy_mem | AT1G17840

TC03G022890 1,55 293 0.00 0.001 :3:/ :tsa;i"e—'\"ethi"”i”e—gamma' AT1G64660

TC01G035050 1.50 2.83 0.00 0.003 Acidic_endochitinase AT5G24090
2-

TC08G011870 1.50 2.82 0.00 0.000 oxoisovalerate_dehydrogenase_s | AT1G21400
ubunit_alpha,_mitochondrial

TC01G000770 1.44 2.72 0.01 0.040 Endochitinase AT3G12500

TC03G026900 144 2.71 0.00 0006 | poaLstress transaription_factor_ |

TC06G001520 1.43 2.69 0.00 0.016 NA NA
Epidermis-

TC07G009500 1.43 2.69 0.00 0.020 specific_secreted_glycoprotein_E | AT1G78850
P1

TC05G003840 137 259 0.00 0.000 Delta-1-pyrroline-5- AT2G39800
carboxylate_synthase
Putative_DNA-damage-

TC03G017810 1.36 2.57 0.00 0.005 ropait/ialeration. protam DRT100 | AT1G33590

TC09G015270 1.34 2.53 0.00 0.014 NA NA

TC00G016740 1.31 2.47 0.00 0.009 GHMYB10 NA
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Putative_Probable_glutamate_ca

TC09G008760 1.30 2.46 0.00 0.009 . AT5G19740
rboxypeptidase_2
TC03G025490 1.30 2.46 0.00 0.005 Acid_beta-fructofuranosidase AT1G12240
TC09G024830 127 2.41 0.00 0.013 Putative_Epoxide_hydrolase 2 | AT3G05600
TC03G014450 127 2.41 0.00 0.036 Predicted_protein AT5G63350
TC03G016040 1.23 235 0.00 0.000 Predicted_protein AT5G61820
TC09G010220 1.19 2.29 0.01 0.043 Putative_DVL AT4G13395
TC04G004670 118 2.26 0.00 0.020 Transcription_factor,_putative AT3G15510
TC09G009610 118 2.26 0.00 0.011 i'?:y”Ei”—”ght—Chai”J —Cytoplasm | 13546120
TC06G020410 116 223 0.00 0.009 Cystatin-like_protein AT5G47550
TC01G029220 114 2.21 0.00 0.000 qul_bzab'e—gibbere'"”—meptor—e' AT3G63010
TC09G024130 1.11 2.15 0.00 0.000 Lichenase AT4G16260
TC01G005850 110 2.15 0.00 0.019 Predicted_protein AT4G37300
TC02G002100 1.10 2.14 0.00 0.001 COR413-PM2,_putative AT2G15970
TC00G089300 1.08 211 0.00 0.005 Heat_shock_protein_101 AT1G74310
DNA-damage-
TC09G023030 1.06 2.09 0.00 0.029 o olartan. protein DRT100 | AT3620820
TC09G033260 1.06 2.09 0.00 0.007 Predicted_protein_(Fragment) AT3G43790
TC02G032090 1.06 2.08 0.00 0.025 Ureide_permease_2 AT2G03530
TC06G015310 1.05 2.07 0.00 0.016 Putative_DnaJ_homolog_subfami | »15c50560
ly B_member_4
TC03G030500 1.04 2.06 0.00 0.000 Putative_uncharacterized_protein | AT1G72030
TC06G001650 1.03 2.05 0.00 0.014 Predicted_protein AT1G52565
TC04G028750 1.03 2.05 0.00 0.003 P;“at"’e—Major—a"erge”—Pr”—a" NA
TC03G027270 1.01 2.01 0.00 0.005 Putative_peroxisomal- AT3G48990
coenzyme_A_synthetase
TC05G006380 1.00 2.01 0.00 0.000 Aquaporin_PIP2-2 AT2G37170
TC05G002060 1.00 2.00 0.00 0.005 Ey;“"ate—decarboxy'ase—is°zym AT4G33070
TC00G014360 1.00 1.99 0.01 0.044 Cytokinin-N- AT3G11340
glucosyltransferase 1
TC03G019840 0.98 1.98 0.00 0.034 Putative_uncharacterized_protein | AT1G01490
TC03G025670 0.97 1.95 0.00 0.019 21_KkDa_protein AT4G12390
TC04G028730 0.96 1.94 0.00 0.005 Putative_uncharacterized_protein | NA
TC01G035600 0.96 1.94 0.00 0.013 Predicted_protein AT4G23490
TC03G004830 0.95 1.93 0.00 0.008 Beta-glucosidase_44 AT3G18070
TC08G012700 0.95 1.93 0.00 0.018 Peroxidase_43 AT1G77100
TC09G035070 0.95 1.93 0.00 0.000 Probable_serine/threonine- AT3G51630
protein_kinase WNK4
TC05G028550 0.93 1.90 0.00 0.017 Glutamate_dehydrogenase_1 AT5G18170
TC03G006290 0.92 1.90 0.00 0.000 Predicted_protein AT5G17300
Serine/threonine-
TC04G016080 0.91 188 0.00 0.027 i Kate APKIS NA
TC10G016440 0.90 187 0.00 0.014 NA NA
TC00G022640 0.89 185 0.00 0.009 UPF0131_protein_At3g02910 AT3G02910
TC01G030720 0.88 185 0.00 0.000 Indole-3-acetic_acid- AT4G02380
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induced_protein_ARG2

Putative_Adipocyte_plasma_me

TC01G000680 0.88 1.84 0.00 0.000 : . AT3G51430
mbrane-associated_protein

TC04G026780 0.88 1.84 0.00 0.013 Beta-amylase_1, chloroplastic | AT3G23920

TC09G012660 0.86 1.82 0.00 0.028 NA NA

TC02G010120 0.86 1.82 0.01 0.050 Putative_uncharacterized_protein | AT1G27730

TC08G013300 0.86 1.81 0.00 0.009 Peroxidase_12 AT1G71695

TC01G033460 0.86 1.81 0.00 0.009 Hypothetical_protein AT1G33060

TC04G020200 0.86 1.81 0.00 0.017 Brassinosteroid- AT4G14130
regulated_protein_BRU1
Alanine--

TC00G045560 0.85 1.81 0.00 0.018 glyoxylate_aminotransferase_2_h | AT2G38400
omolog_3,_mitochondrial

TC09G001650 0.84 1.79 0.00 0.010 Putative_Zinc_finger _protein_ 3 | AT5G10970

TC03G003610 0.84 1.79 0.00 0.000 F-box_protein_At2g32560 AT2G26850

TC03G013700 0.84 1.79 0.00 0.029 Cytochrome_P450_71A25 AT3G48280

TC08G012130 0.84 178 0.00 0.033 Predicted_protein AT4G19950

TC04G002800 0.83 1.78 0.01 0.045 NA NA

TC03G024660 0.83 178 0.00 0.023 Putative_1-aminocyclopropane-1- | )14 46770
carboxylate _oxidase

TC09G033430 0.82 1.77 0.01 0.038 Predicted_protein AT5G60680

TC01G004380 0.82 1.77 0.00 0.030 Polyneuridine-aldehyde_esterase | AT2G23620

TC08G009250 0.82 1.76 0.00 0.003 Predicted_protein NA

TC05G026300 0.81 1.76 0.00 0.012 Hypothetical_protein AT1G08630
Isovaleryl-

TC09G026340 0.81 1.75 0.00 0.000 CoA_dehydrogenase_1,_mitocho | AT3G45300
ndrial

TC03G019930 0.81 1.75 0.00 0.001 Beta-carotene_hydroxylase AT5G52570

TC09G011650 0.80 1.74 0.01 0.043 Putative_Blue_copper_protein NA

TC05G006130 0.80 1.74 0.00 0.030 Putative_uncharacterized_protein | AT2G42760

TC09G026080 0.80 1.74 0.00 0.000 Aluminum- AT1G51340
activated_citrate_transporter

TC04G020270 0.79 173 0.00 0.028 Indole-3-acetate_beta- AT1G05560
glucosyltransferase_2

TC07G006560 0.79 1.73 0.00 0.021 Putative_Stem- AT4G27450
specific_protein_TSJT1

TC02G010600 0.78 1.72 0.01 0.039 Putative_Uncharacterized_isocho | 1555557
rismatase_family protein_pncA
ABSCISIC_ACID-

TC02G008840 0.77 1.71 0.00 0.002 NSENSITVE. Sike protein 6 | NA

TC06G012620 0.77 1.71 0.00 0.030 Putative_Caloyclin- AT1G30070
binding_protein

TC08G008850 0.77 1.70 0.00 0.000 Cytokinin-O- AT1G22360
glucosyltransferase 2

TC08G000980 0.77 1.70 0.00 0.001 Serine_carboxypeptidase_I1-3 AT2G24010

TC01G003940 0.77 1.70 0.00 0.023 STS14_protein,_putative AT5G66590

TC10G003040 0.75 168 0.00 0.000 Putative_Probable_E3_ubiquitin- | sr3:55550
protein_ligase HERC2

TC09G027430 0.75 168 0.01 0.049 DnaJ_protein_homolog AT3G44110

TC00G024440 0.74 167 0.00 0.017 NA NA

TC00G033180 0.74 167 0.00 0.000 Putative_Predicted_protein NA
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TC01G016700 0.74 167 0.00 0.016 Hypothetical_protein NA

TC05G015130 0.74 1.66 0.00 0.027 N-acylneuraminate-9- AT2G41250
phosphatase, putative

TC08G007840 0.74 1.66 0.00 0.002 Cytochrome_P450_81D1 AT1G66540

TC09G003640 0.73 1.66 0.00 0.017 Aspartate_aminotransferase,_chl | 15311520
oroplastic

TC03G025660 0.73 1.66 0.00 0.018 Putative_21_kDa_protein AT5G62360

TC00G044630 0.73 1.66 0.00 0.037 Cytochrome_P450_71D10 AT2G45550

TC00G015660 0.73 1.66 0.00 0.002 NA NA

TC07G007460 0.73 165 0.00 0.007 Putative_serine/threonine- AT4G03230
protein_kinase_receptor

TC00G017110 0.72 165 0.00 0.004 Hypothetical_protein AT4G03420

TC00G013500 0.72 165 0.00 0.003 Predicted_protein AT1G72510

TC08G004140 0.72 165 0.00 0.009 Putative_Nucleoredoxin AT1G60420

TC07G007090 0.71 163 0.00 0.024 NA NA

TC09G008500 0.70 163 0.00 0.005 Zinc_finger_CCCH_domain- AT2G19810
containing_protein_49

TC10G001870 0.70 1.62 0.00 0.000 Putative_uncharacterized_protein | AT2G40000

TC03G013020 0.69 1.62 0.01 0.040 Putative_Disease_resistance_res |
ponse_protein_206

TC02G014240 0.69 1.61 0.00 0.010 Predicted_protein AT3G21890

TC07G007410 0.69 1.61 0.00 0.001 Transcription_factor, _putative AT5G54470

TC03G022970 0.68 1.60 0.00 0.009 Metal- AT5G53550
nicotianamine_transporter_YSL1

TC00G035350 0.67 1.59 0.00 0.020 Predicted_protein NA

TC02G000010 0.66 158 0.00 0.025 CTP_synthase AT3G12670

TC08G007780 0.66 158 0.00 0.032 NA NA

TC00G092080 0.65 1.57 0.00 0.028 Putative_uncharacterized_protein | NA

TC02G025720 0.65 157 0.01 0.039 NA NA

TC07G009970 0.65 157 0.00 0.003 Hypothetical_protein NA

TC09G012140 0.64 156 0.00 0.015 S:;“Sr;di2°6”a'—p”rp'e—aCid—phOSph AT5G34850

TC00G035500 0.64 155 0.00 0.005 Capsanthin/capsorubin_synthase | Ar3:10230
,_chromoplast

TC03G022640 0.63 155 0.00 0.029 NA NA
Uncharacterized_UDP-

TC01G020510 0.63 154 0.00 0.000 Slucoeaneionse At1gose70 | AT1605680
Ethylene-

TC06G015470 0.62 1.54 0.00 0.000 responsive_transcription_factor_ | AT1G28360
12

TC03G028600 0.62 154 0.01 0.039 NA NA

TC01G035370 0.62 153 0.00 0.020 Putative_uncharacterized_protein | AT1G01490

TC04G024360 0.62 153 0.00 0.007 Early_light- . AT4G14690
induced_protein, chloroplastic

TC00G052720 0.61 153 0.00 0.013 Pathogen-related_protein AT1G78780

TC05G014480 0.61 153 0.00 0.034 Hypothetical_protein NA
Acyl-

TC05G002270 0.61 1.52 0.00 0.001 coenzyme_A_oxidase_4, peroxis | NA
omal

TC07G002090 0.60 152 0.00 0.037 NA NA
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TC08G005980 0.60 152 0.00 0.016 Putative_uncharacterized_protein | AT5G65480

TC06G017320 0.60 152 0.00 0.010 Putative_serine/threonine- AT1G65800
protein_kinase_receptor

TC06G013590 0.60 1.51 0.00 0.010 Cyclic_phosphodiesterase AT4G18930

TC01G031060 0.59 1.51 0.00 0.000 Ethylene_receptor 1 AT2G40940

TC04G015230 0.59 1.50 0.00 0.017 NA NA

TC01G030430 0.59 1.50 0.00 0.031 E3_ubiquitin- AT1G02860
protein_ligase BAH1

TC02G004940 0.58 1.50 0.00 0.009 Putative_uncharacterized_protein | AT3G12920
Tyrosine-

TC00G055300 0.58 1.50 0.00 0.034 sulfated_glycopeptide_receptor_ | AT1G72300
1

TC01G030310 0.58 1.50 0.01 0.038 Stress-related_protein AT2G47780

TC01G030440 0.58 1.49 0.00 0.010 Putative_Universal_stress_protei | rr5547719
n_A-like_protein

TC04G015180 0.58 1.49 0.00 0.000 ERD15 AT2G41430
4

TC01G015210 0.57 1.49 0.00 0.020 hydroxyphenylpyruvate_dioxygen | AT1G06570
ase
Prolyl_4-

TC00G036580 0.57 1.49 0.00 0.019 hydroxylase_alpha_subunit, puta | AT3G28480
tive

TC00G001530 0.57 148 0.00 0.003 E‘;tat've—':e”“de—tra”SPO”er—PT AT1G69870

TC02G028120 0.57 148 0.00 0.031 g;ghara‘:te”zed—pmtei”—A“ 914 | AT1G14870

TC05G001360 0.56 147 0.00 0.031 Probable_cytochrome_c_biosynt |\ +\1500830
hesis_protein

TC10G006460 0.55 147 0.00 0.005 Hypothetical_protein NA

TC08G015910 0.55 146 0.00 0.000 g”Crose—tra”Sp"”—pr°te'”—SUC AT1G22710

TC01G013181 0.54 146 0.00 0.026 NA NA

TC09G031960 0.54 146 0.00 0.020 gtz?r:—ShOCk—mg”ate—m—kDa—pr AT3G12580

TC09G030440 0.54 145 0.00 0.006 Predicted_protein AT1G07350

TC06G007990 0.54 145 0.01 0.046 Aquaporin_TIP2-1 AT3G16240

TC02G015760 0.54 145 0.00 0.001 Putative_LanC-like_protein_2 AT2G20770
Putative_Ethylene-

TC04G028610 0.53 1.44 0.00 0.019 responsive_transcription_factor_ | AT3G16770
RAP2-3

TC01G028670 0.53 1.44 0.00 0.028 Putative_Uncharacterized_isome | s14503210
rase BH0283

TC03G022200 0.53 1.44 0.00 0.001 Probable_aquaporin_NIP5-1 AT4G10380

TC09G007600 0.53 1.44 0.00 0.006 Putative_Diacylglycerol_O- NA
acyltransferase_1

TC03G021310 0.53 1.44 0.01 0.050 Protein_yippee-like At4g27740 | ATAG27740

TC05G003410 0.53 1.44 0.00 0.003 Putative_Cytokinin-O- AT5G05860
glucosyltransferase 2
NADPH--

TC08G006000 0.52 1.44 0.00 0.001 Svtoetrome. P40, reductase AT4G24520

TC04G026120 0.52 143 0.00 0.002 Putative_uncharacterized_protein | AT5G13890
S-

TC04G015650 0.52 1.43 0.00 0.025 adenosylmethionine_decarboxyla | AT3G25570
se_proenzyme

TC01G022340 0.52 143 0.00 0.000 Putative_PPPDE_peptidase_dom | s13547090
ain-containing_protein_2

TC04G023840 0.51 143 0.00 0.000 Putative_Lactoylglutathione_lyas | AT2G32090
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e

Riboflavin_biosynthesis_protein_r

TC02G011450 0.51 143 0.00 0.024 ; \ AT5G64300
ibBA,_chloroplastic
TC08G000200 0.51 143 0.00 0.016 Putative_uncharacterized_protein | ATAG36930
TC04G000850 0.51 143 0.00 0.028 Eg&’:;;te—de“ydroge”ase’—mito‘:h AT5G14780
TC01G037720 0.51 142 0.00 0.000 Predicted_protein AT2G45380
TC08G007820 0.51 142 0.00 0.029 Putative_lsoflavone_2"- AT4G37360
hydroxylase
REF/SRPP-
TC02G020210 0.50 142 0.00 0.000 o orotem At1g67360 AT1G67360
TC01G001220 0.50 1.41 0.00 0.035 Aquaporin_PIP2-7 AT4G35100
TC01G014990 0.50 1.41 0.00 0.031 ﬁ:taﬁ"e—wa”smp“O”—faCtor—P' AT2G20180
TC06G009210 0.50 1.41 0.00 0.017 Aspartic_proteinase_nepenthesin | 15540779
-2, putative
TC04G022980 0.49 1.41 0.00 0.015 Putative_Basic_7S_globulin AT1G03230
TC08G008390 0.49 1.40 0.00 0.036 Hypothetical_protein NA
TC08G001820 0.49 1.40 0.00 0.004 m‘;‘t’i'\féc—add—bi”ding—pmtei”’—p AT1G03840
TC00G051081 0.49 1.40 0.00 0.007 NA NA
TC06G010330 0.49 1.40 0.00 0.000 Probable_peroxisomal_(8)-2- AT3G14130
hydroxy-acid_oxidase 2
TC03G019800 0.49 1.40 0.00 0.023 Putative_Uncharacterized_protei | Ar5a59610
n_P11E10.01
TC01G038850 0.48 1.40 0.00 0.022 NA NA
TC02G001130 0.48 1.40 0.00 0.037 NA NA
TC03G022190 0.48 1.40 0.01 0.039 NA NA
TC03G011070 0.48 1.40 0.00 0.016 NA NA
TC07G003370 0.48 1.39 0.00 0.022 NA NA
TC05G013900 0.48 1.39 0.00 0.027 G2/mitotic-specific_cyclin_S13-6 | AT5G06150
TC08G011990 0.47 1.39 0.00 0.000 F-box/LRR-repeat_protein_5 AT1G21410
Putative_calcium-
TC05G017380 0.47 1.39 0.00 0.010 transporting_ATPase_11,_plasm | AT3G57330
a_membrane-type
Ankyrin_repeat-
TC05G005370 0.47 1.38 0.00 0.000 o i Atsgo2620 | AT1807710
TC00G061020 0.46 1.38 0.01 0.042 Putative_uncharacterized_protein | NA
TC03G028470 0.46 1.38 0.00 0.017 Arabinogalactan_peptide_20 AT5G24105
TC08G002840 0.46 137 0.00 0.028 NA NA
TC01G036960 0.46 137 0.00 0.024 ATPase_GET3 AT1G01910
TC05G020320 0.45 1.37 0.01 0.047 Serine/arginine_rich_splicing_fact | )+354357¢
or, putative
Putative_Uncharacterized_UDP-
TC09G034560 0.45 137 0.00 0.014 oy ometoraa AaG5670 | AT2630140
TC00G035780 0.45 137 0.00 0.022 Serine/threonine- AT5G03730
protein_kinase CTR1
TC07G007210 0.45 1.36 0.00 0.009 Cyclic_nucleotide- AT5G54250
gated_ion_channel 4
TC03G018860 0.44 1.36 0.00 0.020 Putative_uncharacterized_protein | AT5G62200
TC00G033120 0.44 1.36 0.00 0.037 Putative_Laccase-14 AT5G03260
TC05G019710 0.44 135 0.00 0.003 Phosphatidylcholine-sterol_O- AT3G03310

acyltransferase, putative
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Putative_Polyadenylate-

TC10G000750 0.44 135 0.00 0.022 binding,_ protein- AT2G41430
interacting_protein_2

TC09G007190 0.43 135 0.00 0.029 Predicted_protein NA

TC02G015080 0.43 135 0.01 0.046 Putative_uncharacterized_protein | ATAG28240
Beta-

TC03G018200 0.43 135 0.01 0.040 fructofuranosidase,_soluble_isoe | AT1G12240
nzyme_|

TC00G081420 0.43 135 0.01 0.044 Remorin,_putative AT2G41870

TC09G035000 0.43 1.35 0.00 0.025 Putative_uncharacterized_protein | AT5G58375
-

TC02G012120 0.43 1.35 0.00 0.013 diaminopimelate_aminotransfera NA
se, chloroplastic

TC04G029200 0.43 1.34 0.00 0.031 GTP-binding_protein_SAR1A AT3G62560

TC02G010520 0.43 1.34 0.00 0.000 Putative_glutamine_amidotransfe | s15c53979
rase_YLR126C

TC02G018870 0.42 1.34 0.00 0.009 %’ggharader'zed—pmte'”—Amg14 AT4G14100

TC04G025890 0.42 1.34 0.01 0.041 PSR%‘;‘Z’ma'—membra”e—pmtem AT4G14305

TC05G031750 0.42 1.34 0.00 0.004 SP:ta“"e—'SOPe”iCi'"”—N—epimera AT5G26600

TC01G003260 0.42 1.34 0.00 0.002 UPF0195_protein_At1g68310 AT3G50845

TC05G000230 0.42 1.34 0.00 0.033 Predicted_protein AT1G05870

TC09G012860 0.42 1.34 0.00 0.004 Predicted_protein AT2G12462

TC01G014200 0.42 1.34 0.00 0.016 Citrate_synthase_2,_peroxisomal | AT2G42790

TC02G007500 0.42 133 0.00 0.025 Predicted_protein AT4G34630

TC04G005190 0.42 1.33 0.00 0.000 Putative_Lysosomal_alpha- AT3G26720
mannosidase

TC01G037060 0.41 133 0.00 0.014 Putative_Lysophosphatidyicholin |
e_acyltransferase_2

TC01G034930 0.41 133 0.00 0.001 C1°mm°”—p'a”t—reg“'atory—fador AT2G46270

TC03G015780 0.41 133 0.01 0.049 Putative_Lysosomal_alpha- AT3G26720
mannosidase

TC09G029570 0.41 1.33 0.00 0.013 Pheophorbide_a_oxygenase,_chl | \13:44850
oroplastic

TC02G027350 0.41 1.33 0.00 0.011 Putative_uncharacterized_protein | NA

TC10G016760 0.40 132 0.00 0.007 Hydroxyacylglutathione_hydrolas | sr3:10g50
e_cytoplasmic
Putative_Probable_serine/threoni

TC02G022220 0.40 132 0.01 0.043 ooy oass Aot 390 NA

TC00G060510 0.40 1.32 0.00 0.030 Predicted_protein AT1G68440

TC05G027410 0.40 1.32 0.00 0.037 Light-inducible_protein CPRF2 | AT5G28770

TC09G030360 0.40 1.32 0.00 0.001 Peptide_transporter PTR1 AT3G54140

TC01G027700 0.40 1.32 0.00 0.029 Mavicyanin NA

TC08G004300 0.40 1.32 0.00 0.025 Putative_uncharacterized_protein | AT5G27280

TC03G023190 0.40 1.32 0.01 0.042 Putative_Predicted_protein NA

TC06G012100 0.39 1.31 0.00 0.000 Auxin_response_factor_6 AT1G30330
Methylcrotonoyl-

TC01G028230 0.39 1.31 0.00 0.011 CoA_carboxylase_subunit_alpha, | AT1G03090

mitochondrial
TC02G028060 0.39 1.31 0.00 0.003 Putative_uncharacterized_protein | NA
TC03G031100 0.39 1.31 0.00 0.009 Putative_Protein_notum_homolo | ATAG19420
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g

TC00G047240 0.39 1.31 0.00 0.002 Sphingosine-1-phosphate_lyase | AT1G27980
TC00G089680 0.39 1.31 0.01 0.046 Putative_Probable_peptide_trans | sr3:47960
porter_At1952190
TC00G092550 0.38 1.31 0.00 0.012 Protein_PINHEAD AT5G43810
TC03G020770 0.38 1.30 0.00 0.000 Putative_uncharacterized_protein | AT5G52230
TC05G003500 0.38 1.30 0.00 0.020 Putative_Universal_stress_protel | \r3c53999
n_A-like_protein
TC00G038750 0.38 1.30 0.00 0.037 Predicted_protein AT2G01190
TC01G021990 0.37 1.30 0.00 0.009 Predicted_protein AT3G25120
TC05G009830 0.37 1.29 0.00 0.024 g”;agive—vacuo'ar—promi”—S°r“” AT3G11530
TC03G015550 0.37 1.29 0.00 0.002 Putative_uncharacterized_protein | AT3G26890
TC01G002780 0.37 1.29 0.00 0.026 Putative_uncharacterized_protein | AT5G66450
TC02G004320 0.37 1.29 0.00 0.032 Protein_kinase,_putative NA
TC06G001170 0.37 1.29 0.00 0.031 Putative_Predicted_protein NA
TC08G004760 0.37 1.29 0.00 0.005 Putative_Protein_ TSSC1 NA
TC09G004540 0.36 1.29 0.00 0.020 Putative_UPFO587_protein_C1or | s14c35939
f123_homolog
L-
TC09G033010 0.36 1.29 0.00 0.019 ascorbate_peroxidase_2,_cytosol | AT1G07890
ic
Putative_Lectin-
TC05G004100 0.36 1.29 0.00 0.022 domain_containing_receptor_kin AT3G55550
ase A4.2
TC01G029910 0.36 1.29 0.00 0.008 Metal_tolerance._protein_C1 NA
TC01G011950 0.36 1.29 0.00 0.005 Predicted_protein AT4G19950
TC10G002680 0.36 1.8 0.00 0.004 NA NA
TC08G009800 0.36 1.8 0.00 0.005 Predicted_protein AT1G36380
TC09G013770 0.36 1.8 0.00 0.002 Polyol_transporter_5 AT3G18830
Putative_Probable_ADP-
TC02G028560 0.36 1.8 0.00 0.015 ribosylation_factor_GTPase- AT1G70790
activating_protein_AGD11
TC10G013670 0.35 1.8 0.00 0.011 z‘rB%”a”Spmer—'—fam"y—memb AT1G67940
TC03G009710 0.35 1.8 0.00 0.012 Predicted_protein NA
TC03G021650 0.35 1.8 0.00 0.025 RNA-binding_protein, putative | AT3G49390
TC01G010800 0.35 1.8 0.00 0.005 Putative_uncharacterized_protein | AT3G18800
TC02G004610 0.35 1.8 0.01 0.049 Sgytoe”e—dehydroge”ase’—p“ta“ NA
TC00G022810 0.35 127 0.00 0.000 Histidine_kinase_3_(Fragment) | AT1G27320
TC05G002660 0.35 127 0.00 0.033 Putative_Clathrin_light_chain B | AT2G40060
TC01G021090 0.35 127 0.00 0.009 Putative_uncharacterized_protein | AT3G07310
TC03G021030 0.35 127 0.00 0.000 PP2A_regulatory_subunit TAP46 | AT5G53000
TC01G006280 0.34 127 0.00 0.014 Peroxidase_73 AT4G37530
TC03G029230 0.34 127 0.00 0.028 Putative_Probable_protein_phos | s14c16580
phatase 2C 55
TC01G003540 0.34 127 0.00 0.000 gg’bgaob'e—p“’te'”—ph"Sphatase— AT4G16580
TC05G015450 0.34 127 0.01 0.048 Putative_methyltransferase_DDB | s155413g0

G0268948
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TC01G039930 0.34 127 0.01 0.042 NA NA
TC02G035090 0.34 127 0.00 0.002 Predicted_protein NA
TC09G005201 0.34 1.26 0.00 0.023 NA NA
TC04G022950 0.34 1.26 0.00 0.025 Dual_specificity_protein_phospha | sr3553619
tase, putative
TC10G006740 0.34 1.26 0.00 0.008 I':”;itfz’se—u”CharaCter'Zed—pmte' AT3G10420
TC05G025030 0.34 1.26 0.00 0.034 Putative_uncharacterized_protein | AT2G39050
TC01G005060 0.33 1.26 0.00 0.011 Zeaxanthin_epoxidase, _chloropla | a7sG67030
Calcium-
TC09G032550 0.33 1.26 0.00 0.006 transporting_ATPase_4, endopla | AT1G07810
smic_reticulum-type
TC05G005870 0.33 1.26 0.00 0.019 E3_ubiquitin- AT5G02880
protein_ligase_UPL4
TC04G014040 0.33 1.26 0.00 0.011 Protease_Do-like_7 NA
TC01G002280 0.33 1.26 0.00 0.015 Glutaredoxin-C3 AT1G77370
TC04G004720 0.33 1.26 0.00 0.018 Putative_uncharacterized_protein | AT3G26890
TC00G014550 0.33 1.26 0.00 0.001 Predicted_protein AT5G61960
TC03G000810 0.33 1.26 0.00 0.014 Putative_uncharacterized_protein | AT1G24450
TC07G001320 0.33 1.26 0.00 0.009 Putative_uncharacterized_protein | AT5G55640
TC10G007380 0.33 1.26 0.00 0.030 Putative_RING_finger protein B | NA
TC01G020630 0.33 1.25 0.00 0.008 Ribonuclease_2 AT2G39780
TC04G020340 0.32 1.25 0.00 0.000 Putative_selenium- AT4G14030
binding_protein
TC02G002980 0.32 1.25 0.00 0.027 Putative_uncharacterized_protein | AT1G25290
TC05G031570 0.32 1.25 0.00 0.028 Putative_Pyrrolidone- AT1G56700
carboxylate_peptidase
TC04G018000 0.32 1.25 0.00 0.009 Predicted_protein AT3G54200
TC09G002870 0.31 1.4 0.00 0.016 CBL-interacting_serine/threonine- | s14c40960
protein_kinase 6
TC08G002030 0.31 1.24 0.00 0.001 Predicted_protein AT1G75180
TC01G029870 0.31 1.24 0.00 0.007 Putative_uncharacterized_protein | NA
TC02G010730 0.31 1.24 0.01 0.049 Putative_IgA_FC_receptor AT5G09530
TC02G029760 0.31 1.24 0.00 0.007 NA NA
TC08G007220 0.31 1.4 0.01 0.041 70_kDa_peptidyl- AT3G25230
prolyl_isomerase
TC05G003610 0.31 1.24 0.00 0.028 Probable_proteasome_inhibitor | AT3G53970
TC09G014740 0.30 123 0.00 0.028 Hypothetical_protein NA
TC09G032890 0.30 123 0.00 0.002 Phototropin-1 AT3G45780
TC09G027400 0.30 123 0.00 0.006 NA NA
TC03G000280 0.30 123 0.00 0.032 Lipase,_putative AT3G48080
TC06G001580 0.29 123 0.00 0.019 Putative_uncharacterized_protein | AT5G62200
TC05G021810 0.29 123 0.01 0.041 Hypothetical_protein NA
TC01G018610 0.29 1.23 0.00 0.034 Zinc_finger_CCCH_domain- AT2G05160
containing_protein_18
TC01G020380 0.29 1.22 0.00 0.008 Putative_uncharacterized_protein | AT3G07525
TC00G092230 0.29 1.22 0.00 0.007 Protein_yippee-like At4g27745 | ATAG27745
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TC03G010140 0.29 1.22 0.00 0.015 Hypothetical_protein AT3G47670

TC02G010620 0.29 1.22 0.00 0.005 Beta-ureidopropionase AT5G64370
LRR_repeats_and_ubiquitin-

TC09G034370 0.29 1.22 0.00 0.016 like_domain- AT2G30100
containing_protein_At2g30105

TC02G033920 0.29 1.22 0.00 0.026 Ubiquitin- AT2G02760
conjugating_enzyme E2 2

TC01G025610 0.28 1.22 0.00 0.035 Predicted_protein AT5G44060

TC03G019970 0.28 1.22 0.00 0.026 Putative_uncharacterized_protein | AT5G52550

TC08G006660 0.28 1.22 0.00 0.014 Putative_Xylulose_kinase AT5G49650

TC05G005030 0.28 1.22 0.00 0.027 Putative_uncharacterized_protein | AT3G53670

TC04G025960 0.28 1.22 0.00 0.035 Cyanate_hydratase AT3G23490

TC09G004620 0.28 1.22 0.01 0.045 ﬁ‘gg‘“"e—u PF0424_protein_CTor | A 153525950
Acyltransferase-

TC04G004740 0.28 1.21 0.01 0.047 like_protein_At3g26840, chloropl | AT5G41120
astic

TC09G034530 0.28 1.21 0.01 0.040 Putative_Cytokinin-O- AT2G30150
glucosyltransferase 2
Glycerol-3-

TC10G006340 0.28 1.21 0.01 0.047 phosphate_dehydrogenase_SDP | AT3G10370
6, mitochondrial

TC07G012930 0.28 1.21 0.00 0.007 g PF0497_membrane_protein_f1 | )14 547200

TC01G040610 0.27 1.21 0.00 0.004 Carotenoid_9,10(9',10°)- AT3G63520
cleavage _dioxygenase 1

TC03G000760 0.27 1.21 0.00 0.018 Ubiquitin- AT5G41340
conjugating_enzyme_E2_5

TC09G029950 0.27 1.21 0.00 0.005 Putative_NudC_domain- AT5G58740
containing_protein_2

TC08G000900 0.27 1.21 0.00 0.007 tF;'t?\?:“C'ease—p’ mrp_subunit,_pu | \ o
Putative_ER-

TC05G018110 0.27 1.21 0.00 0.013 foron vesclos. protein ERV14 | AT3G12180

TC06G004850 0.27 1.21 0.00 0.029 Putative_Sorcin NA

TC02G030470 0.27 1.21 0.00 0.027 Triptychon_and_cpc,_putative AT2G46410

TC01G033620 0.27 1.20 0.00 0.028 Metal_tolerance_protein_A2 AT2G46800

TC09G027220 0.27 1.20 0.00 0.008 Putative_uncharacterized_protein | AT1G08480

TC02G002280 0.27 1.20 0.01 0.042 Probable_E3_ubiquitin- AT4G34370
protein_ligase ARI1

TC02G008260 0.27 1.20 0.00 0.001 Putative_Protein_SRG1 AT3G19000

TC03G024560 0.27 1.20 0.00 0.027 Putative_Palmitoyl- NA
protein_thioesterase 1

TC02G032660 0.26 1.20 0.00 0.034 Putative_Uncharacterized_protei | sr4co6640
n_MJ0044

TC10G011790 0.26 1.19 0.00 0.001 DnaJ_protein_homolog AT3G44110

TC04G017500 0.26 119 0.00 0.015 Z’ggharade”zed—pmte'”—A“ 918 | NA

TC09G012560 0.25 119 0.00 0.024 I';'k%mgomx—prmei”—k”°“'3d'1 © | AT5G11060

TC01G020700 0.25 119 0.01 0.049 g eroxisome_biogenesis_factor_1 |z

TC02G010310 0.25 119 0.00 0.011 ADP-ribosylation_factor- AT3G49870
like_protein_8A
ATP-

TC02G034460 0.25 1.19 0.00 0.032 dependent_Clp_protease_adapte | AT1G68660
r_protein_clpS

TC10G005250 0.25 119 0.00 0.010 Putative_Transmembrane_protei | 13547950

n_ 115
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Peptidyl-

TC05G003480 0.25 19 0.00 0.002 o Romerase PASTICCING1 | AT3654010

TC09G001320 0.25 19 0.00 0.026 Eghancer—°f—r“d'me”tary—homO' AT5G10810
Biogenesis_of_lysosome-

TC09G034920 0.25 .19 0.00 0.022 related_organelles_complex_1_s | AT2G30330
ubunit_1
Probable_calcium-

TC05G017590 0.25 19 0.00 0.025 Do et GML35 AT2G41410
Leucine_zipper-ef-

TC00G054890 0.24 .18 0.00 0.009 hand_containing_transmembrane | AT1G65540
protein, putative

TC03G019280 0.24 18 0.00 0.002 L-idonate_5-dehydrogenase AT5G51970

TC03G025700 0.24 18 0.00 0.010 Putative_Hsc70- AT4G22670
interacting_protein

TC03G002410 0.24 18 0.01 0.043 Predicted_protein AT1G73960

TC05G022160 0.24 18 0.00 0.000 N-acetyltransferase, _putative AT5G16800

TC09G014430 0.24 18 0.00 0.002 Putative_uncharacterized_protein | ATAG30780

TC07G007080 0.24 18 0.00 0.002 NA NA

TC01G039090 0.24 18 0.00 0.018 Putative_Uncharacterized_amino | »r4c05040
acid_permease_yfnA

TC09G013680 0.23 18 0.00 0.032 Eﬁé?it;e—APO—pmte'”j'—m'tOCh AT5G57930
Delta-1-pyrroline-5-

TC03G009790 0.23 18 0.00 0.002 carboxylate_dehydrogenase_12A | AT5G62530
1, _mitochondrial
Putative_SNF1-

TC02G033940 0.23 17 0.00 0.034 related_protein_kinase_regulator | AT1G69800
y_subunit_gamma_1

TC09G011440 0.23 17 0.01 0.047 EIN3-binding_F-box_protein_1 | AT2G25490

TC04G029430 0.23 17 0.00 0.025 Putative_Universal_stress_protei | sr3547009
n_A-like_protein

TC02G004260 0.23 17 0.00 0.024 F-box_protein_SKIP23 NA

TC04G015860 0.23 17 0.00 0.004 Putative_Protein_of_unknown_fu | sr+350g640
nction DUF3411

TC09G000200 0.23 17 0.00 0.017 Ubiquitin_carboxyl- NA
terminal_hydrolase_26

TC01G017640 0.23 17 0.00 0.015 Ubiquitin-like_protein_SMT3 AT4G26840

TC09G013850 0.23 17 0.01 0.047 NEDDS- AT2G18600
conjugating_enzyme_Ubc12

TC04G030390 0.23 17 0.00 0.026 BWF1-like_protein AT5G18525

TC04G027110 0.23 17 0.00 0.005 Predicted_protein AT5G18900

TC06G001660 0.23 17 0.00 0.009 Putative_uncharacterized_protein | AT5G25360

TC05G025930 0.23 17 0.00 0.020 Predicted_protein NA

TC08G011390 0.23 17 0.01 0.039 Hypothetical_protein AT4G08330
Putative_[Pyruvate_dehydrogena

TC04G030560 0.22 17 0.00 0.030 se_[lipoamide]]_kinase, mitocho | AT3G06483
ndrial

TC03G003260 0.22 17 0.01 0.041 NADH_dehydrogenase_[ubiquino | s14c49140
ne]_iron-sulfur_protein_6

TC07G009420 0.22 17 0.00 0.010 Putative_uncharacterized_protein | AT3G15010

TC00G006190 0.22 17 0.01 0.049 fgéﬁ“"e—uPF°3°1—pr°tei”—Cag— AT1G33780

TC08G013980 0.22 16 0.00 0.022 Putative_uncharacterized_protein | ATAG10080

TC02G034930 0.22 16 0.00 0.028 Hypothetical_protein AT1G26150

TC08G011110 0.22 16 0.01 0.043 Aldehyde_dehydrogenase_family | 11544170

3 _member H1
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Putative_Uncharacterized_memb

TC01G016020 0.22 16 0.01 0.047 nchar, AT3G21610
rane_protein_yuiD

TC05G000450 0.22 16 0.00 0.029 Putative_ALBINOS- . AT3G44370
like_protein_2, chloroplastic

TC07G001030 0.22 16 0.00 0.027 Putative_RPM1- AT5G55850
interacting_protein_4

TC03G015830 0.22 16 0.01 0.043 RNA-binding_protein, putative | AT5G07290

TC04G001950 0.21 16 0.00 0.009 Golgin_candidate_6 AT3G27530

TC04G029270 0.21 16 0.00 0.025 NA NA

TC01G037650 0.21 16 0.00 0.003 Putative_Dihydroflavonol-4- AT2G45400
reductase

TC00G022710 0.21 16 0.01 0.047 NA NA

TC02G011710 0.20 15 0.00 0.002 Serine/arginine_rich_splicing_fact | Ar5564000
or,_putative

TC01G001110 0.20 15 0.00 0.015 RING-H2_finger_protein ATLAM | AT2G17730

TC03G022260 0.20 15 0.00 0.020 Putative_Transmembrane_protei | 1440430
n_120_homolog
Putative_5-

TC00G027830 0.20 15 0.00 0.003 methylthioadenosine/S- NA
adenosylhomocysteine_deamina
se

TC02G012700 0.20 15 0.01 0.043 NA NA

TC08G005000 0.20 15 0.01 0.041 Predicted_protein AT1G20640

TC03G019310 0.20 15 0.00 0.003 Predicted_protein AT1G12580

TC04G015870 0.20 15 0.00 0.012 Putative_Protein_gufA AT3G08650

TC00G069330 0.20 15 0.00 0.027 NA NA

TC01G016290 0.20 15 0.00 0.000 Ebs-bah-phd_domain- AT4G22140
containing_protein

TC00G033720 0.20 14 0.00 0.017 Putative_Protein_thiJ AT1G53280

TC08G010320 0.19 14 0.00 0.007 Predicted_protein AT4G08240
Putative_Cysteine_and_histidine-

TC03G018810 0.19 14 0.00 0.017 rich_domain- AT5G51700
containing_protein_1

TC04G019120 0.19 14 0.00 0.029 Probable_serine/threonine- AT3G59410
protein_kinase _ GCN2

TC09G013000 0.19 14 0.00 0.007 Putative_uncharacterized_protein | AT5G11440

TC08G009890 0.19 14 0.00 0.029 I':”;%tx’e—“a”Smembra”e—pme‘ AT1G36980

TC09G030850 0.19 14 0.00 0.030 Putative_Universal_stress_protei | 13553990
n_A-like_protein

TC09G026470 0.18 13 0.00 0.010 Predicted_protein_(Fragment) NA

TC02G024240 0.18 13 0.00 0.037 Cysteine-rich_receptor- AT1G70520
like_protein_kinase_2

TC03G017440 0.18 13 0.00 0.019 g&°b7a6b'e—pr°te'”—ph"Sphatase— AT5G53140

TC05G005830 0.18 13 0.00 0.000 Predicted_protein NA

TC09G034140 0.18 13 0.01 0.040 Clathrin_heavy_chain_1 AT3G08530

TC01G001280 0.18 13 0.00 0.024 SKP1-like_protein_1A AT5G42190

TC05G024520 0.18 13 0.00 0.003 Putative_uncharacterized_protein | AT3G05010

TC02G002370 0.18 13 0.00 0.017 Hypothetical_protein NA
Probable_cadmium/zinc-

TC01G005720 0.18 13 0.00 0.020 transporting ATPase_HMA1, chl | AT4G37270
oroplastic

TC08G014060 0.18 13 0.00 0.028 Predicted_protein AT1G71410

39




TC04G022210 0.18 113 0.00 0.026 Putative_uncharacterized_protein | AT3G57170
TC03G024330 0.18 113 0.00 0.008 Protein_BUD31_homolog_2 AT4G21110
TC09G029990 0.18 113 0.00 0.018 NA NA
TC03G027320 0.17 113 0.00 0.034 nGt')”‘athi°”e—per°Xidase—(Fragme AT4G11600
TC01G039280 0.17 113 0.00 0.019 Putative_uncharacterized_protein | AT1G02120
TC00G017590 0.17 112 0.00 0.013 Predicted_protein AT1G79970
TC04G014440 0.17 1.12 0.00 0.016 Plastidic_glucose_transporter_4 AT5G16150
F-box/WD-40_repeat-
TC01G040240 0.16 112 0.00 0.016 g ot s g52030 | AT3G52080
TC08G010710 0.16 112 0.01 0.043 a‘:)tlig"e—':mte'”—KRTCAPZ—m AT1G77350
V_
TC08G011280 0.16 112 0.00 0.025 type_proton_ATPase_16_kDa_pr | AT4G34720
oteolipid_subunit
TC10G006450 0.15 1.11 0.00 0.027 Predicted_protein AT2G39170
TC00G059940 0.15 111 0.00 0.020 Cytochrome_c1- . AT5G40810
1, _heme_protein, mitochondrial
Genomic_DNA,_chromosome_3,
TC09G010070 0.14 1.10 0.00 0.029 o e Mebo4 AT3G24490
TC01G007290 0.14 1.10 0.01 0.043 Egtﬁt"’e—':mte'”—sf"”Ster—h°m°' NA
TC00G045230 0.14 110 0.01 0.038 Putative_uncharacterized_protein | AT1G77220
TC08G008270 0.14 1.10 0.00 0.014 Eftgg"e—bz' P_transcription_fact | 14342990
TC01G000410 0.14 110 0.00 0.005 Predicted_protein NA
TC09G010390 0.14 1.10 0.01 0.046 I':”ﬁag“"e—“a”Smembra”e—pme‘ AT5G19930
TC06G019520 0.13 110 0.01 0.043 Aspartic_proteinase AT1G11910
TC10G016790 0.12 1.09 0.01 0.047 Putative_Quinone_oxidoreductas | ar3a56460
e-like_protein_2_homolog
TC06G006730 -0.11 -1.08 0.00 0.026 Predicted_protein AT3G15610
TC02G032270 -0.11 1,08 0.01 0.042 Putative_COBW_domain- AT1G26520
containing_protein_1
TC02G000290 -0.11 1,08 0.01 0.042 theasome—sub“”'t—a'pha—type' AT3G22110
TC02G007320 -0.11 -1.08 0.01 0.050 Squalene_synthase AT4G34640
TC02G020400 -0.12 -1.09 0.00 0.035 Putative_uncharacterized_protein | AT3G56820
TC00G080870 2012 -1.09 0.00 0.021 Putative_uncharacterized_protein | AT5G01010
TC04G002630 -0.13 110 0.00 0.022 Putative_uncharacterized_protein | AT5G14310
Serine/threonine_protein_phosph
TC06G009360 -0.14 110 0.01 0.042 atase_2A 55 kDa_regulatory_su | AT1G17720
bunit B beta isoform
TC01G040970 -0.14 110 0.00 0.023 Ellét;t"’e—':mte'”—K'AA°664—h°m AT3G52140
TC00G019560 -0.14 110 0.01 0.039 Predicted_protein_(Fragment) AT1G15420
TC01G034650 -0.14 110 0.00 0.018 gggharader'zed—pmte'”—At4901 AT4G01050
TC04G030150 -0.14 110 0.00 0.006 Dihydrolipoyl_dehydrogenase_1, | A14c4g030
mitochondrial
TC09G017030 -0.15 111 0.00 0.012 Predicted_protein AT5G57460
TC10G001890 -0.15 111 0.01 0.044 Syntaxin-31 AT5G05760
TC03G027740 -0.15 111 0.00 0.035 DNA _repair_helicase_XPB1 AT5G41370
TC01G038440 -0.15 111 0.01 0.049 T- AT3G20050

40




complex_protein_1_subunit_alph
a

Zinc_finger_CCCH_domain-

TC05G018850 -0.15 11 0.00 0.001 fin . AT3G12130
containing_protein_14
Putative_Lys-63-

TC00G060130 -0.15 111 0.00 0.035 et daamienitinase BRCGag | AT1680210
Serine/threonine-

TC00G029800 -0.15 111 0.01 0.043 protein_phosphatase_PP2A_cata | AT3G58500
lytic_subunit

TC02G031480 -0.16 111 0.01 0.048 Putative_uncharacterized_protein | AT1G69060

TC00G047370 -0.16 111 0.01 0.047 Putative_GTP- AT5G39960
binding_protein_engA

TC01G028010 -0.16 112 0.00 0.010 WD-repeat_protein, putative AT1G03110

TC06G015690 -0.16 112 0.01 0.047 Eukaryotic_translation_initiation_f | Ar45509g0
actor 3 subunit D

TC09G006690 -0.16 112 0.00 0.034 Lsm1, putative AT3G14080

TC01G033350 -0.16 112 0.00 0.013 Translocase_of_chloroplast_33,_ | 11502280
chloroplastic

TC01G010280 -0.16 112 0.00 0.026 UPF0202_protein_At1g10490 AT3G57940

TC09G001360 0.16 412 0.01 0.049 ;g’%aob'e—p“’te'”—ph"Sphatase— AT4G31860

TC00G065690 017 112 0.01 0.042 Hypothetical_protein AT2G02500

TC05G031720 017 112 0.00 0.009 Predicted_protein AT3G05830

TC01G032990 017 113 0.00 0.024 Protoporphyrinogen_oxidase,_chl | s14501690
oroplastic

TC09G006060 017 113 0.00 0.004 Guanine_nucleotide-exchange- | \r3543300
like_protein
Serine-

TC09G010660 017 113 0.00 0.018 threonine_kinase_receptor- AT1G15470
associated_protein

TC07G002300 017 113 0.01 0.049 DNA_topoisomerase_1 AT5G55300

TC06G001930 017 113 0.01 0.050 Putative_uncharacterized_protein | AT3G15840

TC00G020830 017 113 0.00 0.025 Sgéa“ve—%””%Zc—e“kaWO“C—t AT5G57490

TC07G009470 017 113 0.00 0.002 Uroporphyrinogen_decarboxylas | at3G14930
e _1, chloroplastic

TC05G002500 017 113 0.00 0.032 GDSL_esterase/lipase_ CPRD49 | AT2G38180
ATP-

TC02G010130 017 113 0.01 0.048 dependent_Clp_protease_proteol | 14549970
ytic_subunit-
related_protein_1, chloroplastic

TC02G002990 017 113 0.00 0.006 Predicted_protein AT5G24690

TC10G001430 017 113 0.01 0.039 Putative_uncharacterized_protein | AT3G55960
ATP-

TC03G031270 -0.18 -1.13 0.00 0.001 dependent_Clp_protease_proteol | AT5G45390
ytic_subunit_4,_chloroplastic

TC08G004510 -0.18 113 0.00 0.016 Cytoplasmic_tRNA._2- AT2G44270
thiolation_protein_1
NADH_dehydrogenase_[ubiquino

TC02G026650 -0.18 113 0.00 0.012 ne]_flavoprotein_1, mitochondria | AT5G08530
|

TC09G034680 -0.18 113 0.01 0.042 Putative_uncharacterized_protein | AT5G58430

TC09G006590 -0.18 113 0.01 0.049 Putative_Nucleolysin_TIAR AT1G17370

TC04G022640 -0.18 114 0.01 0.045 Catalytic, putative AT4G14290

TC09G012650 -0.18 114 0.01 0.050 Putative_uncharacterized_protein | AT4G20130

TC08G005720 -0.19 -1.14 0.00 0.006 Glucose-6-phosphate_isomerase | AT4G24620
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TC03G014010 -0.19 114 0.00 0.000 Adenosylhomocysteinase_1 AT3G23810

TC01G017980 -0.19 114 0.01 0.046 NA NA

TC02G034790 -0.19 114 0.00 0.021 Predicted_protein AT1G08660

TC10G004430 -0.19 114 0.00 0.020 At1g28060/F13K9_16 AT1G28060

TC09G010880 -0.19 114 0.01 0.045 Predicted_protein AT3G25910

TC00G024300 -0.19 114 0.01 0.046 Predicted_protein AT4G27500
Probable_LRR_receptor-

TC02G024160 -0.19 114 0.00 0.010 like_serine/threonine- AT1G60800
protein_kinase At2g23950

TC05G026350 019 114 0.01 0.041 Serine/threonine- AT2G39840
protein_phosphatase PP1

TC04G016990 -0.19 114 0.00 0.009 ﬁ‘jﬁitt‘"aCtate—SV”thase—Sma"—S” AT2G31810

TC03G011540 -0.19 114 0.00 0.027 3%53?5—“0”‘0'°9°“S—pr°tei”—s AT5G61210

TC03G005310 -0.19 114 0.00 0.007 Putative_uncharacterized_protein | AT1G18170

TC08G000460 -0.19 114 0.00 0.030 Predicted_protein AT1G07700
UDP-

TC01G030580 -0.19 114 0.00 0.021 glucuronic_acid_decarboxylase_ | AT3G62830
1

TC01G004520 -0.20 115 0.01 0.049 Serine/threonine- AT5G66880
protein_kinase_SRK2I

TC00G041300 -0.20 115 0.00 0.029 Putative_Protein_sym-1 AT5G19750

TC03G027640 -0.20 115 0.00 0.000 Putative_Aminopeptidase_N AT1G63770

TC06G018700 -0.20 115 0.00 0.005 Putative_Pentatricopeptide_repe | \14c51479
at-containing_protein_At4g21170

TC03G023650 -0.20 115 0.01 0.042 Putative_uncharacterized_protein | AT5G46560

TC02G001650 -0.20 115 0.00 0.013 Yth_domain- . AT1G09810
containing_protein, putative

TC01G024040 -0.20 115 0.00 0.000 Putative_uncharacterized_protein | AT5G47860

TC02G008240 -0.20 115 0.00 0.019 Predicted_protein AT2G15860

TC05G028240 -0.20 115 0.00 0.027 Putative_defensin- AT3G05100
like_protein_184

TC04G019060 -0.20 115 0.01 0.042 Predicted_protein AT1G05960

TC07G012860 -0.20 115 0.00 0.009 Transcription_regulator,_putative | AT1G61730

TC01G001790 -0.20 115 0.00 0.014 Putative_uncharacterized_protein | AT2G17970

TC02G017370 -0.21 115 0.00 0.022 ATP_synthase_subunit_beta,_mit | 15508670
ochondrial

TC08G007800 -0.21 115 0.00 0.018 Putative_Uncharacterized_protei | a14c04900
n C757.02c

TC05G029270 0.21 1.15 0.00 0.031 Putative_Xaa- AT3G05350
Pro_aminopeptidase 1

TC04G027170 -0.21 115 0.00 0.021 Squamosa_promoter-binding- AT5G18830
like_protein_7
Pre-mRNA-

TC04G026240 -0.21 -1.16 0.00 0.000 processing_factor_19_homolog_ | AT1G04510
1

TC05G004950 -0.21 116 0.00 0.003 P;J;a“"e—Reti”O'—dehydr°ge”ase AT2G37540

TC02G029160 -0.21 116 0.00 0.002 Predicted_protein AT1G14570
DEAD-box_ATP-

TC04G001160 -0.21 116 0.00 0.024 Senenian RNA helicase 46 AT3G06480
Glyceraldehyde-3-

TC00G047130 -0.21 116 0.00 0.016 phosphate_dehydrogenase A, ¢ | AT1G12900

hloroplastic
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TC02G033270 -0.21 116 0.00 0.026 Putative_Predicted_protein NA

TC01G010180 -0.21 116 0.00 0.026 ':”ta“"e—cyto"hrome—P45°—86B AT4G39490
Succinyl-CoA_ligase_[GDP-

TC01G025590 -0.21 116 0.00 0.012 forming]_subunit_befa, mitochon | AT2G20420
drial

TC10G005940 -0.21 116 0.01 0.046 Putative_arsenical_pump- AT3G10350
driving_ATPase

TC01G026730 -0.21 116 0.00 0.000 Transcription_factor_bHLH3 AT4G16430

TC04G020520 -0.21 116 0.00 0.011 Probable_methylenetetrahydrofol | sr5c44160
ate_reductase
Probable_serine/threonine-

TC01G005240 -0.21 116 0.01 0.045 o Winate Ale01640 AT4G02630

TC05G002780 -0.22 116 0.00 0.013 Auxin_transporter-like_protein 2 | AT2G38120

TC09G007620 -0.22 116 0.00 0.010 I(ijkaesei”—ki”ase—'—iSOform—de'ta' AT4G26100

TC01G034380 -0.22 116 0.00 0.004 Putative_uncharacterized_protein | AT2G46500

TC05G029440 -0.22 116 0.01 0.043 g;tsa;i"f—“"“°°h°”d”a'—Rh°—GT AT5G27540
Asparaginyl-

TC09G008410 -0.22 116 0.00 0.002 RO Symhetase. cytoplasmic 1 | AT1670980
Branched-chain-amino-

TC01G007050 -0.22 -1.16 0.00 0.028 acid_aminotransferase_5,_chloro | AT5G65780
plastic

TC07G014350 -0.22 116 0.00 0.016 Hypothetical_protein NA

TC03G017290 -0.22 116 0.00 0.008 Eﬁittaté"e—s""d”g—faCtor—a’A—S“b AT5G06160

TC03G001670 -0.22 147 0.00 0.027 Putative_uncharacterized_protein | AT5G63050

TC01G006730 -0.22 147 0.00 0.004 Serine_carboxypeptidase-like_18 | AT1G33540
DEAD-box_ATP-

TC09G002390 -0.22 147 0.00 0.000 St RNA helicase 56 AT5G11200

TC02G027700 -0.22 147 0.00 0.030 NA NA

TC01G020450 -0.22 147 0.00 0.004 Putative_uncharacterized_protein | AT5G48385

TC00G016810 -0.22 147 0.00 0.002 Ring_ finger_protein,_putative NA

TC04G013440 -0.23 147 0.00 0.005 Predicted_protein AT1G66680

TC04G022720 -0.23 147 0.00 0.021 Endo-1,3-1,4-beta-d- AT3G23600
glucanase, putative

TC01G025370 -0.23 147 0.00 0.002 Predicted_protein AT4G21150

TC03G016690 -0.23 147 0.01 0.049 Putative_uncharacterized_protein | AT5G51220

TC03G006240 -0.23 147 0.01 0.040 Putative_Tetratricopeptide_repea | ar4504130
t_protein_4_homolog

TC00G045000 -0.23 147 0.00 0.013 Hypothetical_protein AT5G49970

TC05G020310 -0.23 118 0.00 0.032 Putative_Protein RRP5_homolog | AT3G11964

TC01G038370 -0.23 118 0.00 0.037 Transcription_factor UNE10 AT4G00050
Succinate-

TC07G017290 -0.23 118 0.01 0.038 semialdehyde_dehydrogenase, | AT1G79440
mitochondrial

TC01G001360 -0.24 118 0.01 0.044 3-dehydroquinate_synthase AT5G66120
Pyruvate_dehydrogenase_E1_co

TC00G037200 -0.24 118 0.00 0.001 mponent_subunit_alpha- AT1G24180
1,_mitochondrial

TC05G031090 -0.24 118 0.00 0.030 fzucttitr“’g—':em'de—"ha'”—re'ease— AT1G56350

TC05G018100 -0.24 118 0.00 0.006 Putative_Transcription_factor_bH | \+3557800

LH60
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Putative_UPF0580_protein_C150

TC07G002760 -0.24 118 0.00 0.030 AT4G26850
rf58_homolog
TC03G029930 -0.24 118 0.00 0.005 Shikimate_kinase-like_protein AT2G35500
TC00G017490 -0.24 118 0.00 0.028 Coatomer_subunit_beta'-2 AT1G52360
TC05G030910 -0.24 118 0.00 0.002 Importin_subunit_alpha-1 AT3G06720
TC05G025780 -0.24 118 0.00 0.020 Putative_uncharacterized_protein | AT3G04310
TC00G068180 -0.24 118 0.00 0.019 Lycopene_beta_cyclase,_chlorop | ars:40230
lastic/chromoplastic
Aminocarboxymuconate-
TC00G027760 -0.24 118 0.00 0.020 semialdehyde_decarboxylase, p | NA
utative
TC01G035460 -0.24 118 0.00 0.032 ggg;{:gosoma'—pmte'”—LS’—Ch'or AT4G01310
TC01G007970 -0.24 118 0.00 0.002 Zg‘;‘ei”—SGﬂ—h°m°'°9—At5965 AT5G65490
TC00G029100 -0.24 118 0.00 0.001 Predicted_protein AT3G13060
TC09G014700 -0.24 1.18 0.00 001 | Putative Translation_initiation_fa | A4G30690
TC02G003530 -0.24 118 0.00 0.006 Putative_Ubiquilin-1 AT2G17190
TC02G035030 -0.25 119 0.00 0.020 Etgﬁv—g epair_helicase_rad5,16, p | r11505120
TC09G030090 -0.25 119 0.01 0.041 Putative_Anthocyanidin_3-O- AT1G07260
glucosyltransferase_1
TC09G003670 -0.25 119 0.01 0.041 Putative_Eukaryofic_translation_i | Ar5c05757
nitiation factor 3 subunit L
TC05G003230 -0.25 119 0.00 0.001 Predicted_protein AT3G09210
Putative_Post-
TC03G019340 -0.25 119 0.00 0.026 GPI_attachment_to_proteins_fact | AT5G62130
or 3
TC03G026360 -0.25 119 0.00 0.037 Predicted_protein AT4G11970
TC09G025870 -0.25 119 0.00 0.001 Sulfite_reductase._[ferredoxin] AT5G04590
TC09G001430 -0.25 119 0.01 0.042 Transmembrane_9_superfamily_ | 15325100
member 4
Putative_Probable_U3_small_nu
TC01G016830 -0.25 119 0.00 0.003 cleolar RNA- AT3G10530
associated_protein_7
Serine/threonine-
TC10G002440 -0.25 119 0.00 0.025 protein_phosphatase_PP1_isozy | AT2G39840
me 4
TC02G032260 -0.25 119 0.01 0.050 Putative_Protein_KTI12_homolog | AT1G13870
TC05G003800 -0.25 -1.19 0.01 0.042 Uracil_phosphoribosyltransferase | AT3G53900
3-
TC00G032120 -0.25 -1.19 0.00 0.023 isopropylmalate_dehydrogenase, | AT1G80560
chloroplastic
TC03G026550 -0.25 119 0.00 0.030 Eukaryotic_translation_initiation_f | »15540290
actor_2_subunit_alpha
Putative_Zinc_finger_protein_CO
TC00G056860 -0.25 119 0.00 0.001 Futaiive._2inc_fing AT1G25440
TC06G000130 -0.25 119 0.00 0.030 Dynamin-28B AT1G10290
TC00G049090 -0.25 119 0.00 0.024 Biotin/lipoyl_attachment AT1G52670
TC01G035210 -0.25 119 0.01 0.043 Reticulon-like_protein_B5 AT2G46170
TC09G029070 -0.25 119 0.00 0.010 Putative_Bifunctional_polymyxin_ | »1450g200
resistance_protein_arnA
TC00G056010 -0.26 119 0.00 0.003 Phosphatidylinositol-4- AT3G09920
phosphate_5-kinase_9
TC03G014740 -0.26 119 0.00 0.014 SWI/SNF_complex_component_ | ar5514170

SNF12_homolog

44




Pyrophosphate--fructose_6-
phosphate_1-

TC08G008280 -0.26 119 0.00 0.000 . AT1G20950
phosphotransferase_subunit_alp
ha

TC09G009270 -0.26 120 0.00 0.000 Probable_lactoylglutathione_lyas | s+ 56780
e, chloroplast
Putative_Malonyl-CoA-

TC09G034600 -0.26 -1.20 0.00 0.030 acyl_carrier_protein_transacylase | AT2G30200
,_mitochondrial
Probable_S-

TC01G017100 -0.26 120 0.00 0.008 e manciarase. Atdq15080 AT4G15080

TC03G020090 -0.26 120 0.00 0.003 Putative_Fibrillarin AT4G25630

TC05G028250 -0.26 120 0.00 0.010 Predicted_protein AT5G27950
2-

TC01G035390 -0.26 120 0.01 0.043 hydroxyacid_dehydrogenase, pu | AT1G01510
tative

TC10G005060 -0.26 120 0.00 0.006 Elongation_factor_1-alpha AT5G60390

TC09G014300 -0.26 120 0.01 0.048 Putative_GDP-L- AT1G17890
fucose_synthase 2

TC02G007920 -0.26 120 0.00 0.000 Transmembrane_9_superfamily_ | 11510950
member_3

TC07G004270 -0.26 120 0.01 0.041 Putative_uncharacterized_protein | AT3G47860
Putative_Uncharacterized_protei

TC09G031170 -0.26 120 0.01 0.039  NDusA450. Shlorapiastis AT3G46780

TC00G087380 -0.26 120 0.00 0.030 I'ﬁg\'jm'”O—ac'd—hydro'ase—'LR1 " | AT1G51760

TC04G021340 -0.26 120 0.00 0.007 Predicted_protein AT3G24160

TC04G013830 -0.26 120 0.00 0.003 Putative_lipid_phosphate_phosp | A13502600
hatase_3, chloroplastic
Oxygen-

TC01G015050 -0.27 -1.20 0.00 0.014 evolving_enhancer_protein_2- AT1G06680
1, chloroplastic

TC01G039330 -027 120 0.01 0.049 Putative_uncharacterized_protein | ATAG16830

TC02G001520 -027 120 0.00 0.002 Predicted_protein AT1G33980

TC02G033190 027 120 0.00 0.037 Transcription_factor,_putative AT1G69580

TC02G008000 027 120 0.00 0.034 I/f”scrip“"”—faCtor—Ran'—p“tat AT1G58110

TC07G008920 027 120 0.01 0.045 NA NA

TC01G040090 027 120 0.00 0.032 Predicted_protein AT3G63460

TC06G003420 027 120 0.01 0.049 Putative_COBW_domain- AT1G80480
containing_protein_2

TC01G030230 027 120 0.00 0.016 Putative_uncharacterized_protein | AT1G02910

TC03G020050 027 120 0.00 0.030 Prolyl-tRNA_synthetase AT5G52520

TC02G034470 027 120 0.00 0.003 NA NA

TC02G025750 027 1.21 0.00 0.020 ALBINO3- . AT1G24490
like_protein_1, chloroplastic

TC02G030620 0.27 1.21 0.01 0.039 50S_ribosomal_protein_L6,_chlor | 14505190
oplastic

TC03G002320 027 1.21 0.00 0.016 Predicted_protein AT3G18580
Pentatricopeptide_repeat-

TC01G031850 027 1.21 0.01 0.043 containing_protein. At1g02370, | AT1G02370
mitochondrial

TC04G010130 027 1.21 0.00 0.027 Eéoﬁgb'e—ga'ad“ronosy"ra”Sfera AT3G01040

TC04G023400 027 1.21 0.00 0.000 Putative_Long-chain-fatty-acid-—- | Ar3505970
CoA _ligase_1

TC01G031900 027 1.21 0.00 0.005 Pentatricopeptide_repeat- AT2G31400

containing_protein_At2g31400, c
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hloroplastic

TC05G002490 -0.27 1.21 0.00 0.009 LIMR_family_protein_At5g01460 | AT3G08930
V-

TC04G004980 -0.27 1.21 0.01 0.046 type proton. ATPase subunit G| AT1G12840

TC02G002580 -0.27 1.21 0.00 0.030 SeryltRNA_synthetase AT5G27470
Putative_Auxin-

TC02G023290 -0.27 1.21 0.00 0.022 induced-rotein, SNG4 AT5G40240
Ferredoxin--

TC06G000230 -0.27 1.21 0.01 0.039 NADP_reductase,_root- AT4G05390
type_isozyme,_chloroplastic

TC10G000790 -0.27 1.21 0.00 0.002 Putative_uncharacterized_protein | AT3G56130

TC07G009520 0.28 1.21 0.00 0.004 Phosphoenolpyruvate_carboxyla | )14 53319
se, housekeeping_isozyme

TC01G028730 -0.28 1.21 0.00 0.035 Putative_uncharacterized_protein | AT1G03270

TC08G003530 -0.28 1.21 0.01 0.044 NA NA

TC10G012330 -0.28 1.21 0.00 0.026 Putative_Predicted_protein AT5G07900
Protein_ TRIGALACTOSYLDIAC

TC04G019680 -0.28 1.21 0.00 0.037 VLGLYCEROL 2. chioroplastic | AT3G20320

TC09G022160 -0.28 1.21 0.00 0.002 Predicted_protein AT3G57930

TC03G019700 -0.28 1.21 0.00 0.000 Arginine/serine-rich- AT4G25500
splicing_factor RSP40
Putative_Uncharacterized_protei

TC10G007210 -0.28 1.21 0.00 0.023 e Arviloleorires AT5G04440

TC07G010830 -0.28 1.21 0.00 0.016 50S_ribosomal_protein_L13,_chl | 14578630
oroplastic

TC07G013200 -0.28 1.21 0.00 0.002 Elongation_factor 2 AT1G56070

TC01G003740 -0.28 1.21 0.00 0.002 Geranylgeranyl_pyrophosphate_ | a14c35g10
synthase, chloroplastic

TC00G022440 -0.28 1.21 0.01 0.046 ATP_binding_protein, putative | AT1G65010
fRNA-

TC02G006260 -0.28 1.21 0.00 0.036 dihydrouridine synthase ke | VA

TC05G019880 -0.28 1.21 0.00 0.030 Predicted_protein_(Fragment) AT2G43945

TC01G035920 -0.28 1.21 0.00 0.011 U-box_domain- AT2G45910
containing_protein_33

TC09G016880 -0.28 1.21 0.00 0.000 Predicted_protein AT2G18750

TC03G020380 -0.28 1.21 0.00 0.022 Predicted_protein AT5G23890

TC04G022630 -0.28 122 0.00 0.035 Glutamine_synthetase_leaf_isozy | ar5a35630
me,_chloroplastic
Magnesium-

TC06G014830 -0.28 1.22 0.00 0.000 chelatase_subunit_chll,_chloropl | AT4G18480
astic

TC06G008030 -0.28 1.22 0.01 0.049 Auxin-responsive_protein_IAA27 | AT3G04730

TC08G005820 -0.28 122 0.00 0.029 Putative_AP- AT4G24550
4 complex_subunit_mu

TC01G003290 -0.28 1.22 0.00 0.000 Scarecrow-like_protein_4 AT5G66770
Pentatricopeptide_repeat-

TC01G014900 -0.28 1.22 0.00 0.030 containing. Broter, ABLE0040 AT3G59040

TC03G015400 -0.28 122 0.00 0.024 Glutamate-1-semialdehyde_2,1- | sr3:4g739
aminomutase_2, chloroplastic

TC00G010560 0.28 122 0.00 0.001 Caloium- o AT1G18890
dependent_protein_kinase_30

TC04G001720 -0.29 1.22 0.00 0.001 Hypothetical_protein NA

TC01G019700 -0.29 122 0.00 0.003 Putative_Transmembrane_9_sup | a14G12650
erfamily_member_4

TC03G013820 -0.29 1.22 0.00 0.018 31_kDa_ribonucleoprotein,_chlor | 14554770

oplastic
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TC02G024980 -0.29 -1.22 0.00 0.021 Putative_uncharacterized_protein | NA

TC02G000550 -0.29 122 0.00 0.012 Putative_Bifunctional_purine_bio | s15a35040
synthesis_protein_purH

TC08G010880 -0.29 122 0.00 0.020 Replication_factor C_subunit 4 | AT1G21690

TC04G018830 -0.29 122 0.00 0.032 Epsin-2,_putative NA

TC09G002670 -0.29 122 0.00 0.007 Probable_cyclic_nucleotide- AT2G23980
gated_ion_channel_5

TC00G014640 -0.29 -1.22 0.00 0.021 Pantoate--beta-alanine_ligase AT5G48840

TC05G022350 -0.29 1.22 0.00 0.000 Cellulose_synthase- AT3G03050
like_protein_D3
Quinone_oxidoreductase-

TC02G023650 -0.29 122 0.01 0.046 like_protein_At1g23740, chloropl | AT1G23740
astic
SNF1-

TC06G020850 -0.29 -1.22 0.01 0.049 related_protein_kinase_regulator | NA
y_subunit_beta-2

TC03G014080 -0.29 122 0.00 0.001 Putative_Protein_cbbY AT3G48420

TC00G050720 -0.29 122 0.00 0.000 Endoglucanase_25 AT5G49720

TC09G027090 -0.29 122 0.00 0.016 E‘;t:;ive—"ysosoma'—bem—g'”Cos AT5G20950

TC06G007890 -0.29 122 0.00 0.012 NA NA

TC08G010630 -0.29 122 0.00 0.034 AT1G21600_protein AT1G21600
D-3-

TC02G009410 -0.29 -1.22 0.00 0.017 phosphoglycerate_dehydrogenas | AT4G34200
e, chloroplastic

TC04G023500 -0.29 122 0.00 0.030 Photosystem_|_reaction_center_ | a14502770
subunit_Il,_chloroplastic

TC08G004420 -0.29 122 0.00 0.011 Putative_Alpha-amylase AT1G76130

TC06G019410 -0.29 123 0.00 0.002 /;‘;‘:j'r';;’l'“ethy'”a”Sferase’—m'to‘:h AT1G11860

TC03G015980 -0.29 123 0.00 0.013 Catalytic, putative AT5G61840
Probable_serine/threonine-

TC08G000220 -0.30 123 0.00 0.012 o Waee Atle01640 AT1G01540

TC04G002840 -0.30 123 0.00 0.029 SET_domain_protein AT5G14260

TC04G013930 -0.30 123 0.00 0.001 Putative_L-Ala-D/L- AT3G18270
Glu_epimerase
Pentatricopeptide_repeat-

TC01G035320 -0.30 123 0.01 0.049 containing_protein. At3g61520, | AT3G61530
mitochondrial

TC09G005220 -0.30 123 0.00 0.023 Putative_Serine/threonine- AT4G33080
protein_kinase_CBK1

TC07G002000 -0.30 123 0.01 0.049 Scarecrow-like_protein_5 AT1G50600

TC01G034960 -0.30 123 0.00 0.033 Uncharacterized_protein_At4g01 | A14501150
150, _chloroplastic

TC01G041020 -0.30 123 0.00 0.007 Predicted_protein AT3G52150

TC04G024450 -0.30 123 0.01 0.048 ATP_binding_protein, putative | AT1G04210

TC06G003950 -0.30 123 0.00 0.005 Rae1-like_protein_At1g80670 AT1G80670

TC04G017560 -0.30 123 0.00 0.027 Protein_IQ-DOMAIN_14 AT2G43680

TC09G012820 -0.30 123 0.00 0.000 Predicted_protein AT2G12400

TC08G013850 -0.30 123 0.00 0.026 Putative_Far_upstream_element- | )14 cq3600
binding_protein_3

TC00G020100 -0.30 123 0.01 0.039 gpgfaﬂve—cat"’”/ calcium_exchan |, 15547850

TC04G027510 -0.30 123 0.00 0.006 Predicted_protein AT5G18660
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Putative_Cytochrome_P450_82A

TC08G001400 -0.30 -1.23 0.01 0.042 3 AT4G31940

TC01G012850 -0.30 123 0.01 0.041 Probable_NADH_dehydrogenase | \r550g740
,_chloroplastic/mitochondrial

TC02G009350 -0.30 123 0.00 0.032 E:tat"’e—Ky”“re”'”e—f"rmam'da AT4G35220
Putative_NADH_dehydrogenase

TC01G026200 -0.30 -1.23 0.00 0.024 _[ubiquinone]_1_alpha_subcompl | AT2G20360
ex_subunit 9, mitochondrial

TC02G023250 -0.30 -1.23 0.00 0.030 Putative_U4/U6_small_nuclear_ri | \+4 560179
bonucleoprotein_Prp31
Two-

TC04G028990 -0.30 -1.23 0.00 0.019 component_response_regulator_ | AT4G16110
ARR2

TC05G020970 -0.30 123 0.00 0.000 Probable_metal- AT1G48370
nicotianamine_transporter_YSL5

TC08G003390 -0.30 -1.23 0.00 0.005 Filament-like_plant_protein_4 AT1G19835

TC10G002550 -0.30 123 0.00 0.005 Putative_Folylpolyglutamate_synt | \r3c55630
hase, mitochondrial

TC02G013990 -0.30 -1.23 0.00 0.000 Hypothetical_protein AT3G18610

TC06G019820 -0.31 1.24 0.00 0.029 50S_ribosomal_protein_L4 AT2G20060

TC04G015810 -0.31 1.24 0.00 0.030 Putative_uncharacterized_protein | AT3G08600
Pentatricopeptide_repeat-

TC05G026240 -0.31 1.24 0.00 0.025 containing, erotein. At1g08610 AT1G08610

TC01G011450 -0.31 124 0.00 0.007 Putative_Zinc_finger CCCH_do | \r3516640
main-containing_protein_38

TC09G030280 -0.31 124 0.00 0.003 SPQOSphomethy'py”m'd'”e—sy”tha AT2G29630

TC00G022300 -0.31 1.24 0.00 0.005 Putative_uncharacterized_protein | AT2G07360
Probable_phosphoribosylformylgl

TC05G006050 -0.31 -1.24 0.00 0.009 ycinamidine_synthase,_chloropla | AT1G74260
stic
6-

TC02G031020 -0.31 -1.24 0.00 0.016 phosphogluconate_dehydrogena | AT3G02360
se,_decarboxylating

TC02G014170 -0.31 124 0.00 0.019 Putative_Zinc_finger_CCCH_do |\
main-containing_protein_40

TC05G007050 -0.31 1.24 0.00 0.000 DP1 AT5G03415

TC05G019320 -0.31 124 0.00 0.022 Putative_Programmed_cell_deat | \14505900
h_protein_2

TC01G005460 -0.31 1.24 0.00 0.024 Polyadenylate-binding_protein_2 | AT1G49760

TC08G007170 -0.31 1.24 0.00 0.014 Putative_uncharacterized_protein | AT3G49800

TC03G030630 -0.31 124 0.00 0.012 %’?charade”zed—pmtei”—At4919 AT4G19110

TC01G031820 -0.31 1.24 0.01 0.049 Putative_uncharacterized_protein | AT4G02010

TC02G000620 -0.31 1.24 0.00 0.033 Hypothetical_protein NA

TC00G000210 -0.31 1.24 0.00 0.036 5é°t'”—°arb°xy'ase—1 —chloroplas |\ 15535360
H_-transporting_two-
sector_ATPase,_alpha/beta_sub

TC04G003930 -0.31 124 0.01 0.038 unit,_central_region;_H_- ATCG00480
transporting_two-
sector_ATPase,_delta/epsilon_su
bunit

TC01G035870 0.32 1.24 0.00 0.000 Aquaporin_PIP1-2 AT1G01620

TC08G003640 0.32 1.24 0.00 0.000 Tubulin_beta-6_chain AT1G75780

TC10G015920 -0.32 124 0.00 0.004 Uroporphyrinogen_decarboxylas | atoc40490
e, chloroplastic

TC00G028210 0.32 1.24 0.01 0.040 Predicted_protein AT3G57880
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Yth_domain-

TC04G030270 -0.32 125 0.00 0.004 or . . AT1G48110
containing_protein,_putative

TC03G029400 -0.32 125 0.00 0.035 Putative_Nephrocystin-3 AT4G10840

TC04G017460 -0.32 125 0.00 0.016 Cysteine_synthase,_chloroplastic | s5c43750
/chromoplastic

TC09G003510 -0.32 125 0.00 0.000 GTP-binding_protein_At2g22870 | AT5G11480

TC04G025310 -0.32 125 0.00 0.005 1-aminocyclopropane-1- AT5G10060
carboxylate_oxidase_homolog_1

TC09G033490 -0.32 125 0.00 0.005 Putative_uncharacterized_protein | AT1G07990

TC01G017460 -0.32 125 0.00 0.000 P;J;ff)'g’e—“”Chara"ter'zed—prme'” AT2G32520

TC01G026020 -0.32 125 0.00 0.015 Putative_G3BP-like_protein AT5G43960

TC01G002060 -0.32 125 0.01 0.039 E”taﬁ"e—"amy'g'“ta‘hione—'yas AT1G15380

TC04G002710 -0.32 125 0.00 0.021 Prohibitin-1,_mitochondrial AT3G27280
Probable_fructose-

TC01G002090 -0.32 125 0.00 0.030 bisphosphate_aldolase_1,_chloro | AT4G38970
plastic

TC07G005140 -0.32 125 0.01 0.043 Predicted_protein_(Fragment) AT3G20680

TC10G014000 -0.32 125 0.00 0.011 Probable_protein_arginine_N- AT3G12270
methyltransferase_3

TC03G024470 -0.32 125 0.00 0.021 Plasminogen_activator_inhibitor_ | »14=16539
1_RNA-binding_protein, putative
Putative_uncharacterized_protein

TC03G014430 -0.33 125 0.00 0.010 045590 AT3G48500

TC02G006530 -0.33 125 0.01 0.047 Putative_Sec14_cytosolic_factor | AT2G21520

TC07G014720 -0.33 125 0.00 0.029 Predicted_protein AT1G79090

TC03G029950 -0.33 125 0.00 0.022 Predicted_protein NA
Dead_box_ATP-

TC00G014920 -0.33 126 0.01 0.038 dependent RNA_helicase, putati | AT4G09730
ve
Pentatricopeptide_repeat-

TC01G037750 -0.33 126 0.01 0.041 containing_protein. At2g45350, ¢ | AT2G45350
hloroplastic

TC00G045910 -0.33 126 0.00 0.014 Predicted_protein AT3G12060

TC07G010310 -0.33 126 0.00 0.031 Putative_uncharacterized_protein | AT3G14860

TC05G029590 -0.33 126 0.01 0.045 Putative_Predicted_protein NA

TC02G000970 -0.33 126 0.00 0.003 DNA_damage-binding_protein_1 | ATAG05420

TC04G020060 -0.33 126 0.00 0.025 Putafive_Protein_transport_protei | 14505520
n SEC23

TC01G000350 -0.33 126 0.00 0.000 Glutamate_receptor_3.6 AT3G51480

TC09G006760 -0.33 126 0.00 0.032 Putative_Adipocyte_plasma_me | \\
mbrane-associated_protein
ATP-

TC01G031790 -0.33 -1.26 0.00 0.000 dependent_Clp_protease_proteol | AT1G02560
ytic_subunit_5,_chloroplastic

TC08G004790 -0.33 126 0.00 0.012 Putative_uncharacterized_protein | AT1G63610

TC05G005640 -0.34 -1.26 0.00 0.013 Putative_SAP_domain- AT5G02770
containing_ribonucleoprotein

} ) Putative_tRNA_(cytosine-5-)-

TC01G008540 0.34 126 0.00 0.014 ot 2t NoUND AT2G22400
Putative_Sorting_and_assembly_

TC07G006570 -0.34 -1.26 0.00 0.020 machinery_component_50_homo | AT5G05520
log

TC00G014190 -0.34 126 0.00 0.013 Pgt:ft"’e—meta'—t°'era”°e—pr°‘e'” AT3G58060

TC00G002000 -0.34 126 0.01 0.047 Arginase AT4G08900
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TC02G008580 -0.34 126 0.01 0.046 Predicted_protein AT3G19130
DEAD-box_ATP-
TC06G001570 -0.34 127 0.00 0.014 St RNA helicase 56 AT5G11200
DNA-
TC04G012070 -0.34 127 0.00 0.022 directed_RNA_polymerase_2, ch | AT5G15700
loroplastic/mitochondrial
TC04G024170 -0.34 127 0.00 0.003 NA NA
TC03G020150 -0.34 127 0.00 0.003 Putative_uncharacterized_protein | AT4G25620
TC00G080410 -0.34 127 0.00 0.025 Uncharacterized_membrane_prot | \14c16g60
ein_At1g16860
TC00G075300 -0.34 127 0.00 0.017 Putative_uncharacterized_protein | AT1G59840
TC03G024830 -0.34 127 0.00 0.036 Putative_Formyltetrahydrofolate_ | )14 547340
deformylase
TC03G012440 -0.34 127 0.00 0.020 Putative_Cleavage_stimulation_f | Ar+5550940
actor subunit 1
TC02G006520 -0.34 127 0.01 0.045 Putative_Ocs_element- AT1G75390
binding_factor_1
TC00G059510 -0.34 127 0.00 0.009 Xfczuo'ar—Ca“O”’ proton_exchang | A
TC00G005690 -0.34 127 0.00 0.030 Putative_Bystin NA
TC01G030930 -0.35 127 0.00 0.024 Predicted_protein AT4G02260
TC02G016150 -0.35 127 0.00 0.009 Prohibitin-2 AT4G28510
TC00G026380 -0.35 127 0.00 0.001 Glutamate_decarboxylase AT2G02010
TC02G013010 -0.35 127 0.00 0.011 Predicted_protein AT5G08415
TC01G012200 -0.35 127 0.01 0.046 ?;%bab'e—methy”ra”Sferase—PM AT5G64030
TC09G028810 -0.35 127 0.00 0.029 Putative_Probable_phosphoglyce | sr5590600
rate_mutase_gpmB
TC00G069140 -0.35 127 0.00 0.001 sgtat"’e—up':m76—pr°te'”—p‘:°3 AT1G17850
TC02G034690 -0.35 127 0.00 0.001 Protein_CHUP1, chloroplastic | AT3G25690
TC04G023970 -0.35 127 0.01 0.039 Predicted_protein AT3G22550
TC09G011030 -0.35 127 0.00 0.008 NA NA
TC04G020730 -0.35 127 0.00 0.009 Predicted_protein AT3G23910
TC06G011030 -0.35 127 0.00 0.032 Putative_uncharacterized_protein | ATAG31440
TC02G012200 -0.35 128 0.01 0.040 Amine_oxidase, putative AT3G09580
TC05G004750 -0.35 128 0.00 0.029 ﬁ‘t‘;‘:it\ilg'ucosam'”y'tra”Sferase’—p NA
TC05G006520 -0.35 128 0.00 0.000 Ribonucleoprotein_At2g37220,_¢ | atoG37220
hloroplastic
TC02G014000 -0.35 128 0.00 0.028 Predicted_protein AT1G50120
TC09G009370 -0.36 128 0.00 0.022 Elongation_factor Ts AT4G29060
TC05G005260 -0.36 128 0.00 0.032 Putative_uncharacterized_protein | AT2G37400
TC09G022300 -0.36 128 0.00 0.000 Lipoxygenase_2, chloroplastic | AT3G45140
TC07G000190 -0.36 128 0.01 0.050 CPtr:rb;b'e—WRKY—”""”SC””“O”—f"" NA
TC04G017700 -0.36 129 0.00 0.013 LysyltRNA_synthetase AT3G11710
TC02G007260 -0.36 1.29 0.00 0005 | Putatve Translation initation.fa | ar4G11160
TC02G003430 -0.36 129 0.00 0.008 Actin-101 AT5G09810
TC08G012990 -0.36 129 0.00 0.004 Thioredoxin-like_protein_sIr0233 | AT1G76760
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Chloroplast_processing_peptidas

TC09G009660 -0.36 129 0.01 0.042 c AT3G24590

TC10G009100 -0.36 -1.29 0.00 0.019 Putative_uncharacterized_protein | NA

TC04G029030 -0.36 129 0.01 0.050 Importin_subunit_alpha-1 AT4G16143
Mitogen-

TC09G032960 -0.36 129 0.01 0.040 activated_protein_kinase_homolo | AT1G07880
g_NTF6

TC06G015710 -0.36 129 0.00 0.000 Putative_Serine/threonine- AT5G58950
protein_kinase HT1

TC08G000150 -0.36 129 0.01 0.047 Polyadenylate-binding_protein 2 | AT1G49760

TC03G002290 -0.37 129 0.00 0.000 Eé"”ga“"”—fador—m'—Ch'°r°p'as AT4G20360

TC05G023510 -0.37 129 0.00 0.022 Putative_amidase_C869.01 AT4G34880

TC00G027040 -0.37 129 0.00 0.023 ?;%bab'e—methy”ra”Sferase—PM AT1G29470
Putative_Probable_LRR_receptor

TC05G023650 -0.37 129 0.00 0.007 -like_serine/threonine- AT3G03770
protein_kinase At1g14390

TC01G001330 -0.37 129 0.00 0.017 Putative_Vacuolar_protein_sortin | s15547799
g-associated_protein_35

TC08G008900 -0.37 129 0.00 0.005 Probable_pectin_methyltransfera | s14a7g240
se QUA2

TC02G029530 -0.37 129 0.00 0.006 Putative_uncharacterized_protein | AT1G68130

TC03G010410 -0.37 129 0.00 0.016 Eukaryotic_peptide_chain_releas | sr5c47gg0
e factor subunit 1-3

TC03G023410 -0.37 129 0.00 0.031 NA NA

TC06G009910 -0.37 129 0.00 0.000 Putative_uncharacterized_protein | AT3G13990

TC00G013030 -0.37 -1.29 0.00 0.035 Putative_uncharacterized_protein | NA

TC03G011020 -0.37 129 0.00 0.009 gﬂji'gte—de“ydroge”ase’—Ch'OrOP' AT3G47520
Putative_Glutamate-

TC09G007960 -0.37 129 0.00 0.013 rich_WD_ repeat- AT2G19540
containing_protein_1

TC02G012620 -0.37 129 0.00 0.023 Glutamyl-tRNA_synthetase AT5G64050

TC09G018550 -0.37 129 0.01 0.048 Hypothetical_protein NA

TC03G003970 0.37 -1.29 0.00 0.005 Ring_finger_containing_protein._ | s+4 547970
putative

TC06G020730 -0.37 129 0.00 0.009 NA NA

TC06G000140 -0.37 129 0.00 0.029 Putative_U3_small_nucleolar_RN | s14551139
A-interacting_protein_2
DEAD-box_ATP-

TC00G029750 -0.37 130 0.00 0.026 Bt RNA helicase 37 AT2G42520

TC05G027350 -0.37 130 0.01 0.050 Auxin-responsive_protein_IAA16 | AT3G04730

TC04G010680 -0.37 130 0.01 0.047 Putative_G3BP-like_protein AT5G60980

TC01G039950 -0.38 130 0.00 0.005 Putative_uncharacterized_protein | AT2G44640
DEAD-box_ATP-

TC01G034580 -0.38 130 0.00 0.008 Genondan_RNA. helicase 26 AT5G63630
Ribose-

TC10G000060 -0.38 -1.30 0.00 0.002 phosphate_pyrophosphokinase_ | AT2G44530
5

TC03G030370 -0.38 130 0.00 0.010 Putative_uncharacterized_protein | AT1G32080

TC02G000950 -0.38 130 0.01 0.040 Eukaryotic_translation_initiation_f | »r55557g0
actor_3_subunit_B

TC03G001710 -0.38 130 0.00 0.026 NA NA

TC05G005020 -0.38 -1.30 0.01 0.049 Arginine_biosynthesis_bifunction | 5537500

al_protein_argJ
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TC04G020470 -0.38 130 0.00 0.008 S$ri”e—hydrOXVmE’thy'tra”Sferase AT4G13930
TC02G006550 -0.38 130 0.00 0.015 Diaminopimelate_decarboxylase | a13G14390
2, chloroplastic

TC07G012790 -0.38 130 0.00 0.029 Probable_peroxisomal_(8)-2- AT3G14420
hydroxy-acid_oxidase 2

TC03G030450 -0.39 -1.31 0.01 0.050 Isoflavone_reductase_homolog AT1G32100

TC06G020660 -0.39 1.31 0.00 0.030 Transcriptional_adapter ADA2b | NA
Pentatricopeptide_repeat-

TC05G005760 -0.39 1.31 0.00 0.018 containing_protein. At5g02830, ¢ | AT5G02830
hloroplastic

TC01G002380 -0.39 -1.31 0.00 0.004 Beta-galactosidase_3 AT1G45130

TC05G028470 -0.39 1.31 0.00 0.031 Putative_uncharacterized_protein | AT1G55370

TC02G001340 -0.39 1.31 0.00 0.024 12- . AT1G76680
oxophytodienoate _reductase 1

TC03G026840 -0.39 1.31 0.00 0.005 Predicted_protein AT1G63120

TC03G028960 -0.39 1.31 0.00 0.010 Putative_E3_ubiquitin- AT4G23860
protein_ligase_UBR7

TC08G006720 -0.39 1.31 0.00 0.000 Lri‘lfjgg"tzetrak'SphOSphateJ - AT4G08170
Putative_uncharacterized_protein

TC05G018890 -0.39 1.31 0.00 0.028 ka7 1% AT2G42150

TC02G000990 -0.39 1.31 0.00 0.000 ﬁfrcitransr’orter—c—fam"y—mem AT2G34660

TC03G002580 -0.39 1.31 0.00 0.000 Putative_Aspartic_proteinase_ne | ar4co5510
penthesin-1

TC02G019690 -0.39 1.31 0.01 0.048 NA NA

TC05G031960 -0.39 1.31 0.00 0.004 NA NA

TC09G030170 -0.39 1.31 0.00 0.017 Predicted_protein AT1G07280

TC02G024400 -0.39 1.31 0.00 0.001 NA NA
Probable_UDP-N-

TC02G000520 -0.39 -1.31 0.00 0.004 acetylglucosamine_pyrophosphor | AT1G31070
ylase

TC06G003200 -0.40 132 0.00 0.018 E:tat"’e—“a'oa'ka”e—deha'oge”a AT1G52510

TC09G015240 -0.40 132 0.00 0.005 UDP-glucuronate_4-epimerase_1 | ATAG30440

TC02G015410 -0.40 132 0.00 0.000 Mannan_endo-1,4-beta- AT2G20680
mannosidase 2

TC06G020840 -0.40 132 0.01 0.041 Oligopeptide_transporter 3 AT4G16370

TC08G005360 -0.40 132 0.00 0.001 Monosaccharide- AT1G20840
sensing_protein_2

TC07G002060 -0.40 132 0.00 0.013 NA NA

TC03G019660 -0.40 132 0.00 0.024 Putative_uncharacterized_protein | AT5G52100

TC09G031410 -0.40 132 0.00 0.019 Predicted_protein AT5G59500

TC00G089630 -0.40 132 0.00 0.000 @;Zaseﬂ 1._plasma_membrane- | \15c60670

TC10G000540 -0.40 132 0.00 0.022 Putative_uncharacterized_protein | AT2G38780

TC00G084630 -0.40 132 0.01 0.040 Pg?}g;ﬂ‘;—qham”°Se—bi°sy”the”° AT1G78570

TC02G029750 -0.40 132 0.00 0.005 Probable_xyloglucan_endotransg | \14c14720
lucosylase/hydrolase_protein_28

TC09G011790 -0.40 132 0.00 0.019 Predicted_protein NA
Ketol-

TC01G013570 -0.40 -1.32 0.00 0.005 acid_reductoisomerase,_chloropl | AT3G58610
astic

TC02G028230 -0.40 132 0.00 0.006 Putative_Thiol.disulfide_interchan | s14c47909

ge_protein_txIA_homolog
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TC08G007770 -0.40 132 0.00 0.037 Putative_uncharacterized_protein | AT1G27700

TC03G027610 -0.40 132 0.01 0.046 Cytochrome_P450_86A2 AT1G63710

TC08G014190 -0.40 132 0.00 0.003 Predicted_protein AT1G22882

TC02G004670 -0.40 132 0.00 0.028 Putative_uncharacterized_protein | AT1G34360

TC02G034540 -0.40 132 0.00 0.035 Methionine_aminopeptidase_1B, | A14513270
_chloroplastic

TC03G029070 -0.41 133 0.00 0.004 ?DSL—eSteraSE” lipase_At4g1095 | 15505260
Probable_ RNA-

TC03G000790 -0.41 133 0.01 0.050 Soondent RNA polymerase 2 | ATAG11130

TC03G025050 -0.41 133 0.00 0.013 Chaperone_protein_dnaJ_13 AT2G35720

TC08G008550 -0.41 133 0.00 0.020 Putative_28_kDa_ribonucleoprot | s14c09040
ein,_chloroplastic

TC06G019200 -0.41 133 0.00 0.000 ATP_synthase_gamma_chain,_¢ | 14504640
hloroplastic

TC01G028890 -0.41 133 0.00 0.014 E;‘I’”gat"’”—fador—m'—m'tOChO”d AT4G02930

TC03G023530 -0.41 133 0.00 0.000 Pyruvate_kinase_isozyme_G,_ch | a14G32440
loroplastic

TC10G008440 -0.41 133 0.00 0.034 Putative_Bark_storage_protein A | ATAG24350
Glucose-6-phosphate_1-

TC04G002670 -0.41 -1.33 0.00 0.024 dehydrogenase,_cytoplasmic_iso | AT3G27300
form

TC02G016420 -0.41 133 0.00 0.007 Protein_binding_protein, putative | AT4G28370
Probable_LRR_receptor-

TC08G002130 -0.41 133 0.01 0.046 like_serine/threonine- AT2G16250
protein_kinase At2g16250

TC02G014650 -0.41 133 0.00 0.035 Protein_phosphatase_1_regulato | 1456350
ry_subunit, putative

TC01G011220 -0.42 133 0.00 0.001 Uridylate_kinase AT3G18680
Mitogen-

TC08G002590 -0.42 133 0.00 0.022 activated_protein_kinase_homolo | AT1G10210
g_NTF3

TC00G026520 -0.42 134 0.00 0.011 Putative_phagocytic_receptor_1b | AT2G01970

TC05G025090 -0.42 134 0.00 0.019 Violaxanthin_de- AT1G08550
epoxidase, chloroplastic

TC01G007950 0.42 -1.34 0.00 0.005 Nucleobase- AT4G38050
ascorbate_transporter_11

TC08G004270 -0.42 1.34 0.00 0.033 le“acyc“”e—tra”SpO”er’—p“ta“" AT2G16990

TC01G029360 -0.43 134 0.00 0.002 \?;pase—a"“"a“”g—pmtei”’—p“ta“ AT4G03100
Sodium-

TC09G030210 -0.43 -1.34 0.00 0.011 dependent_phosphate_transport | AT2G29650
_protein_1,_chloroplastic

TC01G008500 -0.43 134 0.00 0.005 Putative_LanC-like_protein_2 AT5G65280

TC10G012980 -0.43 135 0.01 0.046 Putative_uncharacterized_protein | AT3G12390

TC01G012610 -0.43 135 0.00 0.002 At4g33480 AT4G33480

TC10G013470 -0.43 135 0.00 0.026 S":_ﬁ?;g’e—ﬂa"ono'—s“'fotra”Sfera AT5G07010
Probable_receptor-

TC05G031690 -0.43 135 0.00 0.025 e oot oo Azg42060 | AT1656720

TC01G017530 -0.43 135 0.01 0.041 NA NA

TC00G090890 -0.44 135 0.00 0.000 NA NA

TC09G007590 -0.44 135 0.01 0.049 '15;kary°“°—i”itiaﬁo”—fador—‘m' AT3G13920

TC01G002570 -0.44 135 0.00 0.004 Predicted_protein_(Fragment) AT3G26750
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TC02G012490 -0.44 135 0.00 0.032 Predicted_protein_(Fragment) AT4G38225

TC03G025560 -0.44 136 0.01 0.042 Putative_UPF0551_protein_C8or | \r4cg5739
f38_homolog, mitochondrial

TC02G000690 -0.44 136 0.00 0.016 Coatomer_subunit_delta AT5G05010

TC08G003480 -0.44 136 0.00 0.033 NA NA

TC01G036400 -0.44 136 0.01 0.050 Bifunctional_protein_folD AT4G00620

TC05G023220 -0.44 136 0.00 0.008 Putative_uncharacterized_protein | AT5G17710

TC00G018080 -0.45 -1.36 0.01 0.040 Caffeic_acid_3-O- AT5G54160
methyltransferase
Serine/threonine-

TC09G030990 -0.45 136 0.00 0.035 protein_phosphatase_PP1_isozy | AT2G39840
me 2

TC09G003520 -0.45 136 0.00 0.021 Predicted_protein AT5G11490
Short-

TC05G028430 -0.45 136 0.00 0.030 chain_type_dehydrogenase/redu | AT4G13180
ctase

TC09G001560 -0.45 136 0.00 0.019 m‘;‘t’i'\f:—ac'd—b'”d'”g—pmte'”’—p AT4G31880

TC01G013500 -0.45 136 0.00 0.027 Predicted_protein AT1G78710

TC01G037950 -0.45 -1.36 0.00 0.002 Putative_Auxin- AT3G60690
induced_protein_X10A

TC00G050290 0.45 1.37 0.01 0.045 Somatic_embryogenesis_recepto | arqaagoqg
r_kinase_1

TC03G027850 -0.45 137 0.01 0.040 NA NA

TC06G006840 -0.45 137 0.00 0.000 Plastidic_ATP/ADP-transporter | AT1G15500
Pyrophosphate-

TC06G003340 -0.45 -1.37 0.00 0.002 energized_vacuolar_membrane_ | AT1G15690
proton_pump

TC02G029200 -0.46 137 0.00 0.000 Zinc_finger_protein,_putative AT2G02070
Putative_Adenosine_3'-

TC01G036920 -0.46 137 0.00 0.016 phospho,_ 5'- AT1G12600
phosphosulfate_transporter 2

TC05G020770 -0.46 137 0.00 0.000 Photosystem_|_reaction_center_ | s14512g00
subunit_XI, chloroplastic

TC06G018840 -0.46 137 0.00 0.015 Beta-glucosidase_46 AT1G61820

TC10G002220 -0.46 137 0.00 0.020 Putative_Solute_carrier_family_3 | »r5505g00
5 member E4

TC05G001560 -0.46 137 0.01 0.049 NA NA

TC03G001060 -0.46 138 0.00 0.012 Serine/threonine- AT1G62400
protein_kinase HT1

TC01G009060 -0.46 138 0.00 0.003 Predicted_protein AT4G39840

TC08G002560 -0.46 138 0.00 0.037 Putative_Cyclin-T1-4 AT1G27630

TC09G030140 -047 138 0.00 0.000 Anthranilate_synthase_compone | 15329690
nt_I-2, chloroplastic

TC03G023330 -0.47 -1.38 0.00 0.017 Putative_uncharacterized_protein | NA

TC08G002770 -047 138 0.00 0.000 Beta-galactosidase_5 AT1G45130

TC03G002170 -047 138 0.00 0.013 Estaé've—PFOte'”—MAm 6_homol | \11G23280

TC09G030100 -047 139 0.00 0.007 NA NA

TC01G018100 -047 139 0.00 0.025 Rho_GDP- NA
dissociation_inhibitor_1

TC01G015140 -047 139 0.00 0.002 Glutathione_S- AT2G30860
transferase ERD13
6-

TC03G028380 -0.47 -1.39 0.00 0.017 phosphogluconate_dehydrogena | AT5G41670

se, decarboxylating
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TC03G017410 -047 139 0.00 0.009 Spermidine_synthase AT5G53120
TC10G001820 -047 139 0.01 0.042 Putative_Jasmonate_O- AT1G19640
methyltransferase
DUF246_domain-
TC04G020920 -0.48 140 0.00 0.012 o e Atigodoto | AT1604910
TC02G033690 -0.48 140 0.00 0.017 Cullin-3 AT1G26830
TC04G002380 -0.49 140 0.00 0.003 Uncharacterized_membrane_prot | \r5:40640
ein_At3g27390
TC02G012690 -0.49 -1.40 0.00 0.009 NA NA
TC02G003180 -0.49 1.41 0.00 0.012 Ptm1,_putative AT2G01070
TC02G029590 -0.49 1.41 0.00 0.000 PLE, putative AT2G01910
TC00G054420 -0.50 1.41 0.00 0.000 NA NA
TC08G011180 -0.50 1.41 0.01 0.046 NA NA
D-3-
TC06G002620 -0.50 -1.41 0.00 0.035 phosphoglycerate_dehydrogenas | AT1G17745
e, chloroplastic
TC00G043210 -0.50 1.41 0.00 0.008 RING-H2._finger_protein ATL4E | NA
Putative_Oxygen-
TC03G014200 -0.50 -1.41 0.00 0.032 independent_coproporphyrinogen | AT5G63290
-1ll_oxidase-like_protein_sll1917
TC09G029270 -0.50 1.41 0.00 0.035 Serine_carboxypeptidase-like_51 | AT2G27920
TC03G029820 -0.51 142 0.00 0.005 50S._ribosomal_protein AT4G23620
TC07G016580 -0.51 142 0.00 0.003 E’;I‘;Zi’izog'ycerate—ki”ase'—Ch'or AT1G56190
TC09G006370 -0.51 142 0.00 0.000 Sucrose_synthase AT3G43190
TC00G016020 -0.51 142 0.00 0.032 Hypothetical_protein NA
TC07G006640 -0.51 143 0.01 0.039 Fiber_protein_Fb34 AT4G27435
TC05G008920 -0.51 143 0.00 0.005 Cell_division_protein_ftsZ AT2G36250
TC07G000720 -0.52 -1.43 0.01 0.048 Putative_uncharacterized_protein | AT5G55970
TC01G005590 -0.52 144 0.00 0.000 Glycosyltransferase AT5G67230
TC09G034000 -0.52 144 0.00 0.016 Serine_carboxypeptidase-like_48 | AT3G10410
Serine/threonine_protein_phosph
TC02G026330 -0.52 144 0.00 0.019 atase_2A 59 kDa_regulatory_su | NA
bunit B' eta isoform
TC02G023850 -0.52 144 0.00 0.014 Putative_Glycogenin-1 AT1G60470
TC03G021000 -0.52 144 0.00 0.007 Predicted_protein AT3G49260
TC08G009610 -0.52 144 0.00 0.006 Membrane-anchored_ubiquitin- | A14577g70
fold_protein_6
TC09G013330 -0.53 144 0.01 0.045 ;éogazb'e—p“’te'”—ph"Sphatase— NA
TC10G000880 -0.53 144 0.00 0.035 Putative_uncharacterized_protein | AT2G40320
TC01G015100 -0.53 144 0.00 0.008 NA NA
TC06G010940 -0.53 144 0.00 0.009 4-coumarate--CoA _ligase_1 AT1G51680
Polycomb_group_protein_VERN
TC00G027180 -0.53 144 0.00 0.020 o oombar AT4G16845
Pentatricopeptide_repeat-
TC02G032060 -0.53 144 0.00 0.013 e e mrogoz00 | AT1668290
TC02G024910 -0.53 145 0.00 0.000 Ei"{lta;“’e—ROOt—phOtOtmp'Sm—pmt AT1G67900
TC02G004390 -0.54 145 0.00 0.000 Putative_Hippocampus_abundan |
t_transcript_1_protein
TC02G006970 -0.54 146 0.00 0.000 Hypothetical_protein AT2G21660
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TC07G000770 -0.55 146 0.00 0.018 NA NA
TC10G001550 -0.55 147 0.00 0.016 Putative_uncharacterized_protein | AT2G40080
TC09G010020 -0.55 147 0.00 0.000 Aldehyde_dehydrogenase_family | a13394503
2 member C4
TC08G003420 -0.55 147 0.00 0.006 NA NA
TC05G007120 -0.55 147 0.00 0.018 S- - AT2G36880
adenosylmethionine_synthase 2
TC04G003840 -0.56 147 0.00 0.019 Apocytochrome._f ATCG00540
TC00G020080 -0.56 147 0.00 0.027 Putative_Sulfotransferase_16 AT5G07010
TC08G008560 -0.56 148 0.00 0.017 Blue_copper._protein AT1G22480
TC10G016710 -0.56 148 0.00 0.006 NA NA
TC08G002080 -0.57 148 0.00 0.003 Predicted_protein AT5G42760
TC09G011610 -0.57 149 0.00 0.006 Putative_Glucan_endo-1,3-beta- | sr3515g00
glucosidase_11
TC07G004790 -0.57 149 0.00 0.002 Thiazole_biosynthetic_enzyme._ | 15354770
chloroplastic
Alpha,alpha-trehalose-
TC00G084610 -0.58 149 0.00 0.000 phosphate_synthase_[UDP- AT1G78580
forming]_1
Putative_Probable_UDP-
TC05G000150 -0.58 -1.49 0.00 0.002 sugar_transporter_protein_SLC3 | AT3G43740
5A4
Pentatricopeptide_repeat-
TC06G016510 -0.58 149 0.00 0.007 containing_protein. At3g02650, | AT3G02650
mitochondrial
TC04G003810 -0.58 150 0.00 0.009 Photosystem_II_CP47_chlorophy | 51500680
Il_apoprotein
Ribonucleoside-
TC04G022740 -0.58 -1.50 0.00 0.015 diphosphate_reductase_small_ch | AT3G23580
ain_A
TC01G000260 -0.59 150 0.00 0.029 NA NA
TC06G003470 -0.59 150 0.00 0.016 CTV.2 AT1G80490
TC01G008970 -0.59 151 0.00 0.004 Asparagine_synthetase_[glutami | A15565010
ne-hydrolyzing]
TC03G026830 -0.60 151 0.01 0.045 Putative_uncharacterized_protein | AT4G23060
Glycyl-
TC00G074080 -0.60 151 0.00 0.000 {RNA_synthetase_1, mitochondri | AT1G29880
al
Putative_Auxin-
TC04G000540 -0.60 151 0.00 0.011 doad oraten, SNGA AT5G40230
TC09G004900 -0.60 151 0.00 0.004 Predicted_protein AT5G11890
TC08G000350 -0.61 152 0.00 0.000 NA NA
TC05G013890 -0.61 152 0.00 0.005 Putative_uncharacterized_protein | AT3G56480
TC02G031860 -0.61 152 0.00 0.016 Putative_Fructokinase-2 NA
TC10G015880 -0.62 153 0.00 0.002 Annexin_D3 AT2G38760
TC02G027730 -0.62 154 0.00 0.006 a'\l’l?:/fi”—hea"y—d‘ai”’—C'O”e'—p”t AT1G14840
TC00G035560 -0.62 154 0.00 0.005 Fasciclin- . AT5G06390
like_arabinogalactan_protein_17
TC08G003440 -0.62 154 0.00 0.014 Endoglucanase_2 AT1G19940
TC04G019850 -0.63 155 0.00 0.012 Putative_uncharacterized_protein | AT2G43490
TC03G015870 -0.63 155 0.00 0.001 Putative_Copine-3 AT5G07300
TC04G005560 -0.63 155 0.01 0.041 Putative_uncharacterized_protein | AT1G52140
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TC04G025850 -0.64 155 0.00 0.007 Predicted_protein AT3G23410
TC06G016980 -0.64 156 0.00 0.004 Sugar_carrier_protein_C AT1G11260
TC04G010210 -0.64 156 0.00 0.000 Probable_UDP-glucose_6- AT3G29360
dehydrogenase_1
Pyrophosphate-
TC09G012250 -0.64 -1.56 0.00 0.005 energized_vacuolar_membrane_ | AT1G15690
proton_pump
TC02G010330 -0.65 156 0.00 0.011 NA NA
TC08G006650 -0.66 158 0.00 0.004 Tubulin_alpha-1_chain AT1G50010
TC02G030420 -0.66 158 0.00 0.001 NA NA
TC09G033550 -0.66 159 0.00 0.036 NA NA
TC03G027830 -067 159 0.00 0.032 ggmeObox—pmtem—BE“—h°m°' AT5G41410
TC01G031600 -0.68 1,60 0.00 0.006 NA NA
TC08G001240 -0.68 161 0.00 0.001 Molybdopterin_cofactor_sulfuras | atoc03500
e, putative
TC03G025890 -0.68 161 0.00 0.025 NA NA
TC09G012350 -0.69 161 0.00 0.000 Heparanase-like_protein_3 AT5G34940
TC07G016420 -0.69 162 0.00 0.023 Hypothetical_protein NA
TC02G030290 -0.71 164 0.01 0.048 Inositol_oxygenase_1 AT1G14520
TC09G028950 073 166 0.00 0.003 Glucomannan_4-beta- AT5G22740
mannosyltransferase 2
TC06G003360 074 167 0.00 0.000 Putative_Protein_SRG1 AT1G49390
TC05G004310 074 167 0.00 0.000 NA NA
TC02G017900 074 168 0.00 0.026 NA NA
TC02G006210 075 1,69 0.00 0.013 Putative_Indole-3-acetic_acid- | Ar5510990
induced_protein_ARG7
TC10G000830 -0.76 1,69 0.00 0.024 Laccase-12 AT5G05390
TC04G001330 -0.76 1,69 0.00 0.007 NA NA
TC06G018680 077 170 0.00 0.002 NA NA
TC06G014050 -0.78 172 0.00 0.020 NA NA
TC02G024390 -0.78 172 0.00 0.019 Putative_carboxyl- AT1G70550
terminal_proteinase
TC01G002190 -0.78 172 0.00 0.000 Cytochrome_P450_84A1 AT4G36220
TC10G015870 -0.79 173 0.00 0.013 Annexin_D4 AT2G38750
TC10G001410 -0.80 174 0.00 0.002 Putative_uncharacterized_protein | AT2G29970
TC00G009620 -0.80 174 0.00 0.000 Putative_uncharacterized_protein | AT5G15890
TC05G028950 -0.80 174 0.01 0.047 NA NA
TC01G001190 -0.82 177 0.00 0.015 Peroxidase_64 AT5G42180
TC07G014620 -0.84 179 0.00 0.004 Putative_Probable_gibberellin_re | sr55651g0
ceptor_GID1L3
TC06G017140 -0.84 179 0.00 0.005 ATP_binding_protein, putative | AT4G05150
TC06G002530 -0.89 185 0.00 0.024 Predicted_protein AT5G52060
TC01G018820 -0.95 103 0.00 0.002 Glucose-6-phosphate_1- | ar5aa5799
dehydrogenase_1, chloroplastic
TC01G031530 -1.01 -2.02 0.00 0.024 NA NA
TC02G005170 1.02 -2.02 0.00 0.005 Predicted_protein AT2G16660
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Beta-xylosidase/alpha-L-

TC02G012170 110 215 0.00 0.020 \ ; AT5G64570
arabinofuranosidase_2

TC08G009960 112 217 0.00 0.001 Nitrate_reductase_[NADH] AT1G77760

TC09G026710 115 2.21 0.00 0.006 Putative_Probable_peptide_trans | sr3c45680
porter_At1952190

TC05G004360 116 224 0.00 0.026 NA NA

TC02G023300 150 -2.83 0.00 0.020 NA NA

® Mean differences and p values were calculated by fitting a general linear model in which the SA to H,0O

differences (within leaf type) were modeled against overall_mean + leaf type + error, then testing if

overall_mean was significantly different than zero. Fold change columns show transformed and

untransformed values of overall_mean. A BH multiple testing adjustment was used for determination of

significance.

Supplemental Table 3 - Genes with statistically significant differential

regulation in both genotypes
Scab Log, | ICS1 Log:
Fold Fold
Change Change AThal
TCID SA-H,0* SA-H,0* BestHitID Arabidopsis Annotation
TC04G003810 2.73 -0.58 ATCGO00680 | Photosystem Il CP47 chlorophyll apoprotein
TC06G001520 1.38 1.43 NA NA
TC09G031960 1.28 0.54 AT3G12580 | Heat shock cognate 70 kDa protein
TC01G031600 1.23 -0.68 NA NA
TC04G003840 1.15 -0.56 ATCGO00540 | Apocytochrome f
TC06G015310 1.1 1.05 AT2G20560 | Putative Dnad homolog subfamily B member 4
TC00G089300 1.09 1.08 AT1G74310 | Heat shock protein 101
TC05G003590 1.09 1.70 AT5G02020 | Putative uncharacterized protein
TC09G012660 0.98 0.86 NA NA
TC03G022890 0.98 1.55 AT1G64660 | Putative Methionine gamma-lyase
TC03G016040 0.97 1.23 AT5G61820 | Predicted protein
TC04G002800 0.88 0.83 NA NA
TC01G033460 0.88 0.86 AT1G33060 | Hypothetical protein
TC10G003040 0.86 0.75 AT3G55580 | Putative Probable E3 ubiquitin-protein ligase HERC2
TC03G027270 0.84 1.01 AT3G48990 | Putative peroxisomal-coenzyme A synthetase
TC07G007410 0.83 0.69 AT5G54470 | Transcription factor, putative
TC04G026780 0.81 0.88 AT3G23920 | Beta-amylase 1, chloroplastic
TC00G061020 0.81 0.46 NA Putative uncharacterized protein
TC10G016440 0.80 0.90 NA NA
TC06G012620 0.80 0.77 AT1G30070 | Putative Calcyclin-binding protein
TC00G019560 0.77 -0.60 AT1G15420 | Predicted protein (Fragment)
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TC03G013700 0.76 0.84 AT3G48280 | Cytochrome P450 71A25

TC05G003840 0.75 1.37 AT2G39800 | Delta-1-pyrroline-5-carboxylate synthase
TC03G006290 0.73 0.92 AT5G17300 | Predicted protein

TC05G006130 0.73 0.80 AT2G42760 | Putative uncharacterized protein

TC03G030500 0.72 1.04 AT1G72030 | Putative uncharacterized protein

TC08G011870 |  0.72 1.50 AT1G21400 | -Oxoisovalerate dehydrogenase subunit alpha,
TC01G019270 0.71 1.77 AT2G04240 | Putative uncharacterized protein

TC04G024360 0.71 0.62 AT4G14690 | Early light-induced protein, chloroplastic
TC05G020320 0.70 0.45 AT3G13570 | Serine/arginine rich splicing factor, putative
TC01G020510 068 063 AT1G05680 ;J\;cghoasrg%erized UDP-glucosyltransferase
TC01G022340 067 0.52 AT3G07090 g;Jc)tltilxezPPPDE peptidase domain-containing
TC01G017530 0.65 -0.43 NA NA

TC05G015130 0.65 0.74 AT2G41250 | N-acylneuraminate-9-phosphatase, putative
TC03G019930 0.64 0.81 AT5G52570 | Beta-carotene hydroxylase

TC03G015550 0.64 0.37 AT3G26890 | Putative uncharacterized protein

TC09G035070 0.64 0.95 AT3G51630 | Probable serine/threonine-protein kinase WNK4
TC00G036580 0.61 0.57 AT3G28480 | Prolyl 4-hydroxylase alpha subunit, putative
TC10G007380 0.61 0.33 NA Putative RING finger protein B

TC03G022970 0.61 0.68 AT5G53550 | Metal-nicotianamine transporter YSL1
TC08G002840 0.60 0.46 NA NA

TC09G003520 0.59 -0.45 AT5G11490 | Predicted protein

TC00G092080 0.59 0.65 NA Putative uncharacterized protein

TC05G005640 0.58 -0.34 AT5G02770 | Putative SAP domain-containing ribonucleoprotein
TC01G029220 0.57 1.14 AT3G63010 | Probable gibberellin receptor GID1L2
TC08G004140 0.56 0.72 AT1G60420 | Putative Nucleoredoxin

TC09G026080 0.55 0.80 AT1G51340 | Aluminum-activated citrate transporter
TC03G021650 0.55 0.35 AT3G49390 | RNA-binding protein, putative

TC00G013030 0.53 0.37 NA Putative uncharacterized protein

TC05G006380 0.52 1.00 AT2G37170 | Aquaporin PIP2-2

TC01G030930 0.52 -0.35 AT4G02260 | Predicted protein

TC08G013850 0.51 -0.30 AT1G33680 | Putative Far upstream element-binding protein 3
TC01G001330 0.51 037 AT2G17790 ggtative Vacuolar protein sorting-associated protein
TC07G000190 0.50 -0.36 NA Probable WRKY transcription factor 2
TC09G001560 0.49 -0.45 AT4G31880 | Nucleic acid binding protein, putative
TC02G014240 0.49 0.69 AT3G21890 | Predicted protein

TC10G009100 0.49 -0.36 NA Putative uncharacterized protein

TC02G034460 0.49 0.25 AT1G68660 | ATP-dependent Clp protease adapter protein clpS
TC01G037720 0.48 0.51 AT2G45380 | Predicted protein

TC08G008390 0.48 0.49 NA Hypothetical protein
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TC02G020210 0.47 0.50 AT1G67360 | REF/SRPP-like protein At1g67360
TC04G015180 0.47 0.58 AT2G41430 | ERD15

TC00G081420 0.44 0.43 AT2G41870 | Remorin, putative

TC02G000970 0.44 -0.33 AT4G05420 | DNA damage-binding protein 1

TC02G027730 0.44 -0.62 AT1G14840 | Myosin heavy chain, clone, putative
TC01G002780 0.43 0.37 AT5G66450 | Putative uncharacterized protein
TC01G040610 0.43 0.27 AT3G63520 | Carotenoid 9,10(9',10")-cleavage dioxygenase 1
TC08G002030 0.43 0.31 AT1G75180 | Predicted protein

TC03G018200 0.42 0.43 AT1G12240 | Beta-fructofuranosidase, soluble isoenzyme |
TC06G003340 |  0.42 -045 | AT1G15690 gﬁg&ﬁ’qhgj&h;te'e”ergized vacuolar membrane
TC02G010520 0.41 0.43 AT2G23970 | Putative glutamine amidotransferase YLR126C
TC07G014720 0.39 -0.33 AT1G79090 | Predicted protein

TC07G017290 |  0.38 023 | ATIG79440 | Succinate-semialdehyde dehydrogenase,
TC09G033490 0.38 -0.32 AT1G07990 | Putative uncharacterized protein
TC09G022300 0.36 -0.36 AT3G45140 | Lipoxygenase 2, chloroplastic

TC08G001240 0.36 -0.68 AT2G23520 | Molybdopterin cofactor sulfurase, putative
TC00G033720 0.35 0.20 AT1G53280 | Putative Protein thiJ

TC02G028560 |  0.35 0.36 AT1G70790 Zsttif‘/g‘t’if]gpg:gfeﬁ’:]e :gg : Tbosy'aﬁon factor GTPase-
TC10G011790 0.35 0.26 AT3G44110 | DnaJ protein homolog

TC09G032890 0.34 0.30 AT3G45780 | Phototropin-1

TC02G012690 0.34 -0.49 NA NA

TC00G089630 0.34 -0.40 AT5G62670 | ATPase 11, plasma membrane-type
TC04G026120 0.33 0.52 AT5G13890 | Putative uncharacterized protein
TC05G031960 0.33 -0.39 NA NA

TC09G013770 0.32 0.36 AT3G18830 | Polyol transporter 5

TC03G020770 0.31 0.38 AT5G52230 | Putative uncharacterized protein
TC01G018610 0.31 0.29 AT2G05160 | Zinc finger CCCH domain-containing protein 18
TC01G040090 0.31 -0.27 AT3G63460 | Predicted protein

TC02G011710 0.31 0.20 AT5G64200 | Serine/arginine rich splicing factor, putative
TC01G003540 0.31 0.34 AT4G16580 | Probable protein phosphatase 2C 80
TC09G002870 0.31 0.31 AT4G30960 | CBL-interacting serine/threonine-protein kinase 6
TC03G021030 0.30 0.35 AT5G53000 | PP2A regulatory subunit TAP46

TC01G020450 0.30 -0.22 AT5G48385 | Putative uncharacterized protein
TC09G004540 0.30 0.36 AT4G32930 | Putative UPF0587 protein C1orf123 homolog
TC04G020340 0.29 0.32 AT4G14030 | Putative selenium-binding protein
TC03G030630 0.29 -0.31 AT4G19110 | Uncharacterized protein At4g19112.1
TC01G038370 0.29 -0.23 AT4G00050 | Transcription factor UNE10

TC08G011990 0.28 0.47 AT1G21410 | F-box/LRR-repeat protein 5

TC05G031720 0.28 -0.17 AT3G05830 | Predicted protein
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Putative [Pyruvate dehydrogenase [lipoamide]]

TC04G030560 0.27 0.22 AT3G06483 kinase, mitochondrial

TC01G037650 0.27 0.21 AT2G45400 | Putative Dihydroflavonol-4-reductase
TC01G021990 0.27 0.37 AT3G25120 | Predicted protein

TC02G029750 0.27 -040 AT1G14720 EL%Z?ggs);ﬁtigc:g;gge/hydrolase protein 28
TC06G019520 0.26 0.13 AT1G11910 | Aspartic proteinase

TC09G002670 0.26 -0.29 AT2G23980 | Probable cyclic nucleotide-gated ion channel 5
TC00G056860 0.26 -0.25 AT1G25440 | Putative Zinc finger protein CONSTANS-LIKE 16
TC03G017290 0.25 -0.22 AT5G06160 | Putative Splicing factor 3A subunit 3
TC08G008900 0.25 -0.37 AT1G78240 | Probable pectin methyltransferase QUA2
TC02G002990 0.25 -0.17 AT5G24690 | Predicted protein

TC00G029800 0.25 015 AT3G58500 fﬁgrr:ai/tthreonine-protein phosphatase PP2A catalytic
TC04G030270 0.25 -0.32 AT1G48110 | Yth domain-containing protein, putative
TC03G027640 0.24 -0.20 AT1G63770 | Putative Aminopeptidase N

TC04G022640 0.23 -0.18 AT4G14290 | Catalytic, putative

TC03G025700 0.23 0.24 AT4G22670 | Putative Hsc70-interacting protein
TC02G034690 0.23 -0.35 AT3G25690 | Protein CHUP1, chloroplastic

TC01G003290 0.22 -0.28 AT5G66770 | Scarecrow-like protein 4

TC03G002290 0.21 -0.37 AT4G20360 | Elongation factor Tu, chloroplastic
TC09G010660 0.21 -0.17 AT1G15470 | Serine-threonine kinase receptor-associated protein
TC00G022300 0.20 -0.31 AT2G07360 | Putative uncharacterized protein
TC00G059940 0.19 0.15 AT5G40810 | Cytochrome c1-1, heme protein, mitochondrial
TC09G029990 0.18 0.18 NA NA

TC08G005720 0.18 -0.19 AT4G24620 | Glucose-6-phosphate isomerase
TC04G014440 0.16 0.17 AT5G16150 | Plastidic glucose transporter 4

TC04G013930 0.15 -0.30 AT3G18270 | Putative L-Ala-D/L-Glu epimerase
TC05G005830 0.13 0.18 NA Predicted protein

TC01G026730 0.13 -0.21 AT4G16430 | Transcription factor bHLH3

TC00G080870 -0.11 -0.12 AT5G01010 | Putative uncharacterized protein
TC04G002630 -0.15 -0.13 AT5G14310 | Putative uncharacterized protein
TC08G010320 -0.16 0.19 AT4G08240 | Predicted protein

TC05G018850 -0.16 -0.15 AT3G12130 | Zinc finger CCCH domain-containing protein 14
TC10G001890 -0.17 -0.15 AT5G05760 | Syntaxin-31

TC09G006690 -0.17 -0.16 AT3G14080 | Lsm1, putative

TC09G001360 -0.18 -0.16 AT4G31860 | Probable protein phosphatase 2C 60
TC09G008410 -0.18 -0.22 AT1G70980 | Asparaginyl-tRNA synthetase, cytoplasmic 1
TC09G003510 -0.18 -0.32 AT5G11480 | GTP-binding protein At2g22870

TC03G029930 -0.19 -0.24 AT2G35500 | Shikimate kinase-like protein

TC05G006520 -0.20 -0.35 AT2G37220 | Ribonucleoprotein At2g37220, chloroplastic
TC01G010180 -0.20 -0.21 AT4G39490 | Putative Cytochrome P450 86B1
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TC02G034470 -0.20 -0.27 NA NA

TC02G029760 -0.21 0.31 NA NA

TC05G002500 -0.21 -0.17 AT2G38180 | GDSL esterase/lipase CPRD49

TC01G028010 -0.21 -0.16 AT1G03110 | WD-repeat protein, putative

TC01G003740 |  -0.22 028 | AT4G36810 fh?gfgg:gz{ii”y' pyrophosphate synthase,
TC00G049090 -0.22 -0.25 AT1G52670 | Biotin/lipoyl attachment

TC06G006840 -0.23 -0.45 AT1G15500 | Plastidic ATP/ADP-transporter

TC05G022350 -0.23 -0.29 AT3G03050 | Cellulose synthase-like protein D3
TC02G024400 -0.23 -0.39 NA NA

TC02G009410 -0.24 -0.29 AT4G34200 | D-3-phosphoglycerate dehydrogenase, chloroplastic
TC06G018700 024 20.20 AT4G21170 Z;J:gtznﬁ foentatricopeptide repeat-containing protein
TC01G033350 -0.24 -0.16 AT1G02280 | Translocase of chloroplast 33, chloroplastic
TC07G012860 -0.24 -0.20 AT1G61730 | Transcription regulator, putative

TC06G012100 -0.24 0.39 AT1G30330 | Auxin response factor 6

TC03G001670 -0.25 -0.22 AT5G63050 | Putative uncharacterized protein

TC03G020090 -0.26 -0.26 AT4G25630 | Putative Fibrillarin

TC10G005060 -0.27 -0.26 AT5G60390 | Elongation factor 1-alpha

TC08G003640 -0.27 -0.32 AT1G75780 | Tubulin beta-6 chain

TC01G025590 |  -0.27 021 | AT2G20420 | SuccinyhGoAligase [GDP-forming] subunit beta,
TC05G000450 -0.27 0.22 AT3G44370 | Putative ALBINO3-like protein 2, chloroplastic
TC10G002550 -0.28 -0.30 AT3G55630 | Putative Folylpolyglutamate synthase, mitochondrial
TC09G022160 -0.28 -0.28 AT3G57930 | Predicted protein

TC01G011220 -0.29 -0.42 AT3G18680 | Uridylate kinase

TC02G020400 -0.29 -0.12 AT3G56820 | Putative uncharacterized protein

TC00G016810 -0.29 0.31 NA Ring finger protein, putative

TC01G007950 -0.29 -0.42 AT4G38050 | Nucleobase-ascorbate transporter 11
TC01G008500 -0.30 -0.43 AT5G65280 | Putative LanC-like protein 2

TC05G031090 -0.30 -0.24 AT1G56350 | Putative Peptide chain release factor 2
TC09G027220 -0.30 0.27 AT1G08480 | Putative uncharacterized protein

TC02G000990 -0.30 -0.39 AT2G34660 | ABC transporter C family member 2
TC07G008920 -0.30 -0.27 NA NA

TC05G004950 -0.30 -0.21 AT2G37540 | Putative Retinol dehydrogenase 12
TC04G013830 |  -0.30 2026 | AT3G02600 C";ﬁ')‘ﬁ;g:g phosphate phosphatase 3,
TC09G027090 -0.31 -0.29 AT5G20950 | Putative Lysosomal beta glucosidase
TC04G010210 -0.31 -0.64 AT3G29360 | Probable UDP-glucose 6-dehydrogenase 1
TC00G014640 -0.31 0.27 AT5G48840 | Pantoate--beta-alanine ligase

TC08G012990 -0.32 -0.36 AT1G76760 | Thioredoxin-like protein slr0233

TC07G010830 -0.32 -0.28 AT1G78630 | 50S ribosomal protein L13, chloroplastic
TC02G016150 -0.32 -0.35 AT4G28510 | Prohibitin-2
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TC01G028890 -0.33 -0.41 AT4G02930 | Elongation factor Tu, mitochondrial
TC04G015810 -0.33 -0.31 AT3G08600 | Putative uncharacterized protein
TC03G029950 -0.33 -0.33 NA Predicted protein

TCOSG0Z3680 | 033 | 037 | ATI603TI0 | (o o kinase At1g14360
TC09G014740 -0.33 0.30 NA Hypothetical protein

TC01G035210 -0.33 -0.25 AT2G46170 | Reticulon-like protein B5

TC09G011790 -0.33 -0.40 NA Predicted protein

TC01G039950 -0.34 -0.38 AT2G44640 | Putative uncharacterized protein
TC08G003530 -0.34 -0.28 NA NA

TC02G012120 -0.34 0.43 NA LL-diaminopimelate aminotransferase, chloroplastic
TC00G027040 -0.35 -0.37 AT1G29470 | Probable methyltransferase PMT25
TC03G019700 -0.35 -0.28 AT4G25500 | Arginine/serine-rich-splicing factor RSP40
TC09G014300 -0.36 -0.26 AT1G17890 | Putative GDP-L-fucose synthase 2
TC03G016690 -0.36 -0.23 AT5G51220 | Putative uncharacterized protein
TC07G004790 -0.38 -0.57 AT5G54770 | Thiazole biosynthetic enzyme, chloroplastic
TC05G019880 -0.38 -0.28 AT2G43945 | Predicted protein (Fragment)
TC01G010280 -0.39 -0.16 AT3G57940 | UPF0202 protein At1g10490
TC01G037950 -0.40 -0.45 AT3G60690 | Putative Auxin-induced protein X10A
TC01G002060 -0.40 -0.32 AT1G15380 | Putative Lactoylglutathione lyase
TC10G015880 -0.41 -0.62 AT2G38760 | Annexin D3

TC03G002170 -0.42 -0.47 AT1G23280 | Putative Protein MAK16 homolog B
TC06G018680 -0.42 -0.77 NA NA

TC03G002320 -0.43 -0.27 AT3G18580 | Predicted protein

TC05G028430 -0.45 -0.45 AT4G13180 | Short-chain type dehydrogenase/reductase
TC09G015240 -0.45 -0.40 AT4G30440 | UDP-glucuronate 4-epimerase 1
TC05G020310 -0.45 -0.23 AT3G11964 | Putative Protein RRP5 homolog
TC04G012070 |  -0.46 034 | AT5G15700 Ehﬁ'cﬁ;dg[Sifii?m?gﬁhﬂﬁ'iﬁ};?rase 2
TC04G002710 -0.46 -0.32 AT3G27280 | Prohibitin-1, mitochondrial

TC00G020080 -0.48 -0.49 AT5G07010 | Putative Sulfotransferase 16
TC00G014550 -0.48 -0.51 AT5G61960 | Predicted protein

TC08G011180 -0.49 -0.50 NA NA

TC00G051081 -0.52 0.49 NA NA

TC01G034580 -0.52 -0.38 AT5G63630 | DEAD-box ATP-dependent RNA helicase 26
TC09G031410 -0.52 -0.40 AT5G59500 | Predicted protein

TC03G023410 -0.52 -0.37 NA NA

TC01G000260 -0.54 -0.59 NA NA

TC10G012980 -0.54 -0.43 AT3G12390 | Putative uncharacterized protein
TC00G020830 -0.55 -0.80 AT5G57490 | Putative Porin%2C eukaryotic type
TC02G033190 -0.55 -0.27 AT1G69580 | Transcription factor, putative
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TC05G013900 -0.55 0.48 AT5G06150 | G2/mitotic-specific cyclin S13-6

TC02G006970 -0.59 -0.54 AT2G21660 | Hypothetical protein

TC03G014200 |  -0.60 050 | AT5G63290 :Tféitig’:sg_’l?’kgeegr'gt‘gﬁlpgﬂdgﬁn; coproporphyrinogen-
TC10G014000 -0.63 -0.32 AT3G12270 | Probable protein arginine N-methyltransferase 3
TC03G026830 -0.64 -0.60 AT4G23060 | Putative uncharacterized protein

TC03G028600 -0.65 0.62 NA NA

TC04G022740 068 058 AT3G23580 Eibonucleoside-diphosphate reductase small chain
TC03G029820 -0.69 -0.51 AT4G23620 | 50S ribosomal protein

TC06G016980 -0.73 -0.64 AT1G11260 | Sugar carrier protein C

TC03G025560 |  -0.73 044 | ATIGe2730 | Putative LIPFOSST protein CBorf38 homolog,
TC09G026710 -0.73 -1.15 AT3G45680 | Putative Probable peptide transporter At1g52190
TC07G016420 -0.74 -0.69 NA Hypothetical protein

TC07G002090 -0.77 0.60 NA NA

TC04G001330 -0.82 -0.76 NA NA

TC03G027850 -0.83 -0.45 NA NA

TC05G028950 -0.87 -0.80 NA NA

TC10G001550 -1.03 -0.55 AT2G40080 | Putative uncharacterized protein

TC00G017110 -2.73 0.58 AT4G03420 | Hypothetical protein

® Expression differences taken from Supplemental Tables 1 and 2
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Supplemental Table 4 - PR Genes measured by microarray

PR E- TCID Arabidopsis Annotation Combined Combined Scab6 Log, Sca6 B-H 1cS1 1CS1 B-H
Class value Genotypes Genotypes B- Fold Corrected Log, Corrected
Log, Folad H Cor;ected p- Changeb p-valueb Fold b p-valueb
change value Change
PR1 3.8005 Iggggo Pathogenesis-related_protein_PR-1 | 0.05 0.834 -0.13 0.681 0.22 0.433
PR1 ;'SOOE_ Igg:go STS14_protein,_putative 0.75 0.007 1.00 0.010 0.49 0.127
PR1 ;.6005 -orggigo STS14_protein,_putative 0.10 0.645 -0.57 0.073 0.77 0.023
PR2 160205 ;Zgggo Lichenase 0.54 0.000 -0.03 0.922 111 0.000
PR2 3'700E_ ;ggggo %tfj;i::iﬁii_cbjt:c—uolar_isofor 1.71 0.001 0.73 0.200 2.70 0.001
PR2 2'3005 gggggo ;tfj;aj::_o;'}beta— 011 0.435 0.10 0.614 011 0.590
PR2 ZfOE' Eg?go gﬁj‘:;;’ja—gf;in—e”d°'1'3'beta' -0.33 0.013 -0.09 0611 -0.57 0.006
PR2 g.sooe- Igg;go gﬁj‘:;;’ja—gf;an—e”d°'1'3'beta' 0.29 0.452 0.01 0.984 0.56 0.299
PR2 ifOE' gigggo ;tfj;az::_o;l'}beta— 0.03 0.850 -0.06 0.828 013 0583
PR2 ;OOE' ;ggzgo :lt‘sjgazgs_"l'i'g"beta' -0.24 0.183 -0.28 0.193 -0.20 0344
PR2 §'ZOOE_ ;ggzgo Glucan_endo-1,3-beta-glucosidase 0.19 0.410 -0.11 0.773 0.48 0.146
PR2 2'2005 ggg;go gﬁjt:;‘i’ja—gf;:n—e”d°'1'3'beta' -0.22 0.074 -0.29 0.099 -0.14 0.398
PR2 2'700E_ -Orggigo NA -0.17 0.661 -0.29 0.614 -0.05 0.931
PR2 2.5005- ;ggggo :lt‘sjgazgs_";'}beta' 0.07 0.280 0.03 0.789 011 0.236
PR2 4116005 Iig;go ;tfj;az::_os_l'}beta— 0.06 0.639 0.03 0.881 0.09 0.621
PR2 3'7005 -Orgg;go NA -0.30 0.326 -0.12 0.828 -0.49 0.268
PR3 %OOE_ ggg;go Endochitinase 0.65 0.140 -0.13 0.864 1.44 0.040
PR3 2'800E_ ;ggggo NA -0.26 0.209 -0.18 0.570 -0.34 0.253
PR3 ZfOE_ Igg;‘go Endochitinase_PR4 0.27 0.362 -0.34 0.455 0.88 0.056
PR3 3'3005 -Orgg;go Endochitinase_1 1.56 0.010 0.93 0.212 2.18 0.012
PR4 7.00E- T€0560 Pathogenesis-related_protein_P2 0.40 0.272 0.27 0.642 0.53 0.307
26 27250

PR5 2.8005 ggg;go NA -0.04 0.919 -0.25 0.634 0.17 0.744
PR6 (2)'70°E' ;ggggo '}22:?r—°f—“yp5i”—a”d—hageman 012 0.500 -0.07 0.821 030 0221
PR7 615;:)205 ;gg;go NA 0.29 0.443 0.59 0.280 -0.02 0.970
PR7 2'30705 'OI'E(E(()SO Subtilisin-like_protease -0.10 0.236 0.01 0.939 -0.21 0.070
PR7 1.30605 -org(;gl;go Subtilisin-like_protease -0.05 0.515 -0.02 0.896 -0.09 0.445
PR7 lll.?,(lOE— ;ggigo NA 0.16 0.603 -0.11 0.836 0.42 0.309
PR7 21;'20305 Iggggo Subtilisin-like_protease -0.04 0.816 -0.20 0.382 0.12 0.587
PR7 le.ngE— ggg?go Putative_Subtilisin-like_protease -0.19 0.209 -0.26 0.251 -0.12 0.589
PR7 if;)E_ ;gg?go Putative_Subtilisin-like_protease -0.06 0.819 0.08 0.855 -0.21 0.569
PR7 lll.f70E— Iggggo NA -0.20 0.164 -0.08 0.730 -0.32 0.129
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8.00E-

TCO0GO

PR7 116 32610 Putative_Subtilisin-like_protease 0.08 0.792 0.92 0.035 -0.77 0.062
PR7 160605 -Orggg(?o Putative_Subtilisin-like_protease -0.08 0.540 -0.10 0.624 -0.06 0.751
PR7 ;6005 ;ggggo Putative_Subtilisin-like_protease 0.11 0.233 0.20 0.112 0.03 0.857
PR8 ;fOE_ ;gg;?o Acidic_endochitinase 0.75 0.014 -0.01 0.981 1.50 0.003
PR8 3'7005 ;gg;go NA 0.52 0.229 0.11 0.885 0.94 0.145
PR9 §'800E_ Igéggo NA -0.23 0.270 -0.17 0.621 -0.29 0.334
PR9 ?'SOOE_ ;Zgggo Peroxidase_4 1.14 0.041 0.12 0.893 2.15 0.015
PR9 3'800E_ Ig;ggo Peroxidase_4 0.20 0.404 -0.29 0.430 0.69 0.062
PR9 2'700E_ ;gg;go NA -0.53 0.000 -0.40 0.066 -0.66 0.001
PR9 EZSéOOE_ Iggggo Peroxidase_12 0.57 0.010 0.29 0.293 0.86 0.009
PR9 2'3005 'Ol'gg?l’(?o Peroxidase_17 0.07 0.776 0.00 0.997 0.14 0.672
PR9 ébOOE_ Igg;go Peroxidase_47 -0.04 0.889 -0.26 0.488 0.18 0.619
PR9 ébOOE_ -origggo Peroxidase_64 -0.64 0.026 -0.58 0.137 -0.70 0.072
PR9 ébOOE— g;:(;;go Peroxidase_64 -0.64 0.008 -0.46 0.123 -0.82 0.015
PR9 ;'?,OOE_ Egggo Peroxidase_43 0.58 0.029 0.20 0.575 0.95 0.018
PR9 ;OOE_ 'Ol'gg;(?o Peroxidase_73 0.11 0.161 -0.12 0.324 0.34 0.014
PR9 ;OOE_ Igg;‘go NA -0.18 0.164 0.03 0.888 -0.38 0.051
PR9 160005 1—22250 Peroxidase_15 0.19 0.145 0.00 0.993 0.37 0.058
PR10 ;fOE' ;ig;go Zathoge”eSis're'ated—pmtein—sm' 0.24 0.575 -0.39 0.531 0.86 0.150
PR10 ;'SOOE_ ;ggggo Putative_Major_allergen_Pru_av_1 | 0.55 0.012 0.06 0.856 1.03 0.003
PR14 i'SOOE_ Iggggo NA 0.45 0.236 -0.17 0.799 1.08 0.067
PR14 ;-LSOOE_ 1—222:)30 NA 1.56 0.003 1.07 0.074 2.04 0.005
PR14 6.008- TC04G0 Non-specific_lipid-transfer_protein -0.08 0.620 -0.18 0.450 0.02 0.950
12 16450
PR16 i'SOOE_ ;gg;go ﬁl:f:)l:o—tein_subfamin_2_member -0.49 0.023 -0.42 0.142 -0.56 0.058

4

® Mean differences and p values were calculated by fitting a general linear model in which the SA to H,0O

differences (within cultivar and leaf type) were modeled against overall_mean + cultivar + leaf-type +

cultivar*leaf-type_interaction + error, then testing if overall_mean was significantly different than zero.

Column shows values of overall_mean. A BH multiple testing adjustment was used.

® Mean differences and p values were calculated by fitting a general linear model in which the SA to H,0

differences (within leaf type) were modeled against overall_mean + leaf _type + error, then testing if the

overall mean was significantly different than zero. Columns show values of overall_mean. A BH multiple

testing adjustment was used.

66




Supplemental Table 5 - Parametric Analysis of Gene Expression -
Enriched GO terms after SA treatment for Scaé Genotype

No GO Term Ontology® Description Z-score Mean BY-adjusted
Log. FC p-value
1 | GO:0006091 |  BP generation O;Crf’ée;}l‘éfg; metabolites 7.8 1 1.60E-12
2 G0:0015979 BP photosynthesis 7 1.1 2.50E-10
3 G0:0009408 BP response to heat 4 0.67 0.0022
4 G0:0009266 BP response to temperature stimulus 3.6 0.49 0.0078
5 G0:0009628 BP response to abiotic stimulus 3.6 0.36 0.0078
6 G0:0006979 BP response to oxidative stress 3.3 0.65 0.018
7 G0:0009416 BP response to light stimulus 3.3 0.46 0.019
8 G0:0006950 BP response to stress 3.2 0.33 0.025
9 G0:0009314 BP response to radiation 3.1 0.44 0.03
10 | GO:0042254 BP ribosome biogenesis -4 -0.32 0.0022
11 G0:0022613 BP ribonucleoprotein complex biogenesis -4 -0.32 0.0022
12 | GO:0006412 BP translation -4.3 -0.13 0.001
13 | GO:0005198 MF structural molecule activity -3.6 -0.1 0.01
14 | GO:0003735 CcC structural constituent of ribosome -3.7 -0.12 0.01
15 | GO:0034357 CcC photosynthetic membrane 5.2 0.88 5.20E-06
16 | GO:0009579 cc thylakoid 47 0.73 3.40E-05
17 | GO:0070469 cc respiratory chain 3.6 0.68 0.0022
18 | GO:0044435 cc plastid part 34 04 0.0047
19 | GO:0043234 cc protein complex 3.2 0.35 0.0071
20 | GO:0044425 cc membrane part 3.2 0.39 0.0071
21 | GO:0044436 cc thylakoid part 29 0.59 0.016
22 | GO:0044434 cc chloroplast part 29 0.38 0.018
23 | G0:0009507 cc chloroplast 26 0.27 0.033
24 | GO:0005829 cc cytosol -2.6 -0.02 0.033
25 | GO:0031981 cc nuclear lumen -2.6 -0.12 0.033
26 | GO:0015934 cc large ribosomal subunit -2.6 -0.16 0.031
27 | G0:0033279 cc ribosomal subunit -2.7 -0.067 0.026
28 | G0:0044428 cc nuclear part -2.7 -0.11 0.024
29 | GO:0005730 cc nucleolus -3.3 -0.24 0.0061
30 | G0O:0022625 CcC cytosolic large ribosomal subunit -3.5 -0.34 0.0028
31 | GO:0005840 cc ribosome -3.9 -0.12 0.00091
32 | G0:0022627 CcC cytosolic small ribosomal subunit -4 -0.32 0.00064
33 | GO0O:0030529 CcC ribonucleoprotein complex -4 -0.12 0.00064
34 | GO:0043232 | cc | Mntracellular ”‘;’;;}”;ﬁg?lzra”e'boundec’ 47 012 | 3.40E-05
35 | GO:0043228 CcC non-membrane-bounded organelle -4.7 -0.12 3.40E-05
36 | G0O:0044445 cc cytosolic part -5.2 -0.31 5.20E-06
37 | G0:0022626 cc cytosolic ribosome -5.4 -0.31 3.80E-06

® BP = Biological Process; MF = Molecular Function; CC = Cellular Component.
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Supplemental Table 6 - Parametric Analysis of Gene Expression -
Enriched GO terms after SA treatment for ICS1 Genotype

No GO Term Ontology® Description Z-score Mean BY-
Log. FC | adjusted p-
value
1 G0:0006979 BP response to oxidative stress 4.5 0.58 0.0015
2 G0:0042221 BP response to chemical stimulus 3.7 0.2 0.018
3 G0:0007154 BP cell communication 3.5 0.53 0.025
4 G0:0005506 MF iron ion binding 3.7 0.57 0.018
5 G0:0030312 CC external encapsulating structure 2.5 0.27 0.033
6 G0:0005618 cC cell wall 25 0.27 0.033
7 G0:0005576 CC extracellular region 2.4 0.36 0.036
8 G0:0048046 cC apoplast 24 0.39 0.039
9 G0:0044436 cC thylakoid part -2.3 -0.26 0.041
10 | GO:0009526 cC plastid envelope -24 -0.22 0.039
11 G0:0034357 CC photosynthetic membrane -25 -0.3 0.033
12 | GO:0044464 cC cell part -2.5 -0.06 0.031
13 | GO0:0005623 cC cell -2.5 -0.06 0.031
14 | GO:0043232 cc intracellular ”%?é”;r?gl‘lzra”e'b°“”d9d 25 | -025 0.031
15 G0:0043228 CC non-membrane-bounded organelle -25 -0.25 0.031
16 | GO:0043234 cC protein complex -2.9 -0.2 0.013
17 G0:0009570 CC chloroplast stroma -3 -0.3 0.011
18 | GO0:0009579 cC thylakoid -3.1 -0.29 0.0079
19 G0:0043231 CC intracellular membrane-bounded organelle -3.2 -0.095 0.0062
20 G0:0043227 CC membrane-bounded organelle -3.2 -0.095 0.0062
21 G0:0009532 cC plastid stroma -3.2 -0.3 0.0062
22 G0:0032991 CC macromolecular complex -3.4 -0.22 0.0032
23 | G0:0043229 cC intracellular organelle -34 -0.1 0.0032
24 | G0:0043226 cC organelle -34 -0.1 0.0032
25 | G0:0005622 cC intracellular -3.6 -0.095 0.0023
26 | GO0O:0005737 cC cytoplasm -3.6 -0.11 0.0023
27 | G0:0044424 cC intracellular part -3.7 -0.099 0.0021
28 | G0:0044444 cC cytoplasmic part -3.7 -0.11 0.0021
29 | GO0:0044434 cC chloroplast part -3.7 -0.25 0.0021
30 | GO:0009507 cC chloroplast -3.8 -0.17 0.0018
31 G0:0044446 CC intracellular organelle part -3.9 -0.19 0.0014
32 | GO:0044422 cC organelle part -3.9 -0.19 0.0014
33 | GO0:0009536 cC plastid -4.1 -0.17 0.0014
34 | GO:0044435 cC plastid part -4.1 -0.26 0.0014

® BP = Biological Process; MF = Molecular Function; CC = Cellular Component.
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Supplemental Table 7 - Parametric Analysis of Gene Expression -

Enriched GO terms after SA treatment for combined genotypes
No GO Term Ontology® | Description Z-score Mean log2 BY-
FC adjusted
p-value
1 G0:0009408 BP response to heat 6.2 0.56 1.50E-07
2 G0:0009642 BP response to light intensity 5.5 0.64 4.80E-06
3 G0:0006979 BP response to oxidative stress 5.2 0.46 1.50E-05
4 G0:0042221 BP response to chemical stimulus 5 0.21 2.90E-05
5 G0:0000302 BP response to reactive oxygen species 4.8 0.61 6.70E-05
6 G0:0006950 BP response to stress 4.4 0.18 0.00035
7 G0:0009314 BP response to radiation 4.3 0.29 0.00039
8 G0:0010035 BP response to inorganic substance 4.3 0.33 0.00044
9 G0:0009628 BP response to abiotic stimulus 4.3 0.19 0.00044
10 G0:0009416 BP response to light stimulus 4.2 0.29 0.00044
11 G0:0009266 BP response to temperature stimulus 4.1 0.27 0.00069
12 G0:0050896 BP response to stimulus 4 0.14 0.0012
13 GO:0006091 BP g;zgg;tlon of precursor metabolites and 39 0.38 0.0012
14 G0:0009415 BP response to water 3.2 0.32 0.019
15 G0:0009414 BP response to water deprivation 3.2 0.32 0.019
16 | G0:0051171 Bp  |regulation g:onciggge” compound 3.1 0.18 0.021
17 G0:0045449 BP regulation of transcription 3.1 0.18 0.021
18 G0:0031326 BP regulation of cellular biosynthetic process 3.1 0.18 0.021
19 G0:0009889 BP regulation of biosynthetic process 3.1 0.18 0.021
20 G0:0055114 BP oxidation reduction 3.1 0.38 0.021
21 G0:0007154 BP cell communication 3 0.32 0.021
22 G0:0031323 BP regulation of cellular metabolic process 3 0.17 0.021
23 GO:0010556 BP ‘rﬁgg(laastéon of macromolecule biosynthetic 3 0.18 0.023
24 G0:0080090 BP regulation of primary metabolic process 3 0.17 0.024
25 G0:0006350 BP transcription 2.9 0.17 0.025
regulation of nucleobase, nucleoside,
26 G0:0019219 BP nucleotide and nucleic acid metabolic 29 0.17 0.026
process
27 G0:0010468 BP regulation of gene expression 29 0.17 0.03
28 G0:0009605 BP response to external stimulus 29 0.25 0.03
29 G0:0019222 BP regulation of metabolic process 2.8 0.16 0.031
30 G0:0051716 BP cellular response to stimulus 2.8 0.2 0.031
31 GO:0060255 BP ‘rﬁgg(laast;on of macromolecule metabolic 27 0.16 0.042
32 G0:0051704 BP multi-organism process 2.7 0.2 0.042
33 G0:0070887 BP cellular response to chemical stimulus 2.7 0.23 0.042
34 G0:0051707 BP response to other organism 2.7 0.22 0.042
35 G0:0050794 BP regulation of cellular process 2.7 0.13 0.042
36 G0:0044085 BP cellular component biogenesis -2.6 -0.15 0.05
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37 G0:0006412 BP translation -3.2 -0.14 0.02
38 G0:0003700 MF transcription factor activity 4 0.22 0.0034
39 G0:0046906 MF tetrapyrrole binding 3.9 0.48 0.0034
40 G0:0030528 MF transcription regulator activity 3.8 0.2 0.0036
41 G0:0003677 MF DNA binding 3.3 0.16 0.018
42 GO:0016651 ME g)ru’(\jl(;\rgglﬁctase activity, acting on NADH 31 0.4 0.03
43 G0:0070469 cc respiratory chain 3 0.38 0.05
44 G0:0031224 CcC intrinsic to membrane -3 -0.24 0.05
45 | Go:0043232 | cC g‘:grg‘r’z'l'gar non-membrane-bounded 3.2 013 0.047
46 G0:0043228 CcC non-membrane-bounded organelle -3.2 -0.13 0.047

® BP = Biological Process; MF = Molecular Function; CC = Cellular Component.

Supplemental Table 8 - Parametric Analysis of Gene Expression -

Comparlson of Basal Sca6 and ICS1 (Sca6 H,O-ICS1 H,0).

GO Term Ontology® Description Z-score | Mean BY-
Log. FC | adjusted
p-value

1 G0:0042254 BP ribosome biogenesis 3.1 0.53 0.026
2 G0:0022613 BP ribonucleoprotein complex biogenesis 3.1 0.53 0.026
3 G0:0006412 BP translation 2.9 0.24 0.044
4 G0:0006091 BP generation of precursor metabolites and energy -2.9 -0.49 0.042
5 G0:0006955 BP immune response -2.9 -0.64 0.042
6 G0:0002376 BP immune system process -2.9 -0.64 0.042
7 G0:0050789 BP regulation of biological process -3 -0.24 0.033
8 G0:0006952 BP defense response -3.1 -0.52 0.028
9 G0:0050794 BP regulation of cellular process -3.1 -0.26 0.023
10 | GO:0051704 BP multi-organism process -3.2 -0.42 0.023
11 G0:0010200 BP response to chitin -3.2 -0.83 0.02
12 G0:0060255 BP regulation of macromolecule metabolic process -3.2 -0.33 0.019
13 | GO:0010468 BP regulation of gene expression -3.3 -0.34 0.019
14 | GO:0009743 BP response to carbohydrate stimulus -3.3 -0.6 0.015
15 | G0:0006350 BP transcription -3.4 -0.35 0.013
16 | GO:0009620 BP response to fungus -3.4 -0.85 0.013
17 | GO:0080090 BP regulation of primary metabolic process -3.4 -0.36 0.013
18 | G0:0019222 BP regulation of metabolic process -3.4 -0.34 0.013
19 | GO:0031326 BP regulation of cellular biosynthetic process -3.5 -0.36 0.013
20 | G0:0009889 BP regulation of biosynthetic process -3.5 -0.36 0.013
21 G0:0010556 BP regulation of macromolecule biosynthetic process -3.5 -0.37 0.013
22 G0:0051707 BP response to other organism -3.6 -0.53 0.013
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23 | GO0:0045333 BP cellular respiration -3.6 -0.89 0.013
24 | c0:0015980 BP gg;rggudnedr;vation by oxidation of organic 36 0.89 0.013
25 | G0O:0009607 BP response to biotic stimulus -3.6 -0.52 0.013
26 G0:0045449 BP regulation of transcription -3.7 -0.39 0.013
21 | cooorezts | e |aEler ofmceckase koo mueoide [ a7 | 039 | oorg
28 | G0:0031323 BP regulation of cellular metabolic process -3.8 -0.38 0.013
29 | GO0:0051171 BP regulation of nitrogen compound metabolic process -3.9 -0.39 0.013
30 | GO:0030528 MF transcription regulator activity -3.5 -0.34 0.029
31 G0:0003700 MF transcription factor activity -3.6 -0.37 0.029
32 | G0:0022626 cC cytosolic ribosome 4.7 0.64 0.00022
33 | G0:0043232 CcC intracellular non-membrane-bounded organelle 4 0.31 0.0017
34 | G0O:0043228 CcC non-membrane-bounded organelle 4 0.31 0.0017
35 | GO0:0030529 CcC ribonucleoprotein complex 3.8 0.36 0.0026
36 | GO:0005840 cC ribosome 3.8 0.4 0.0026
37 | GO0:0022625 CcC cytosolic large ribosomal subunit 3.6 0.71 0.0052
38 | G0:0044445 cC cytosolic part 3.5 0.47 0.0062
39 | GO:0070469 cC respiratory chain -3 -0.66 0.037

® BP = Biological Process; MF = Molecular Function; CC = Cellular Component.

Supplemental Table 9 - Parametric Analysis of Gene Expression - Comparison
of Induced Scab and ICS1 (Sca6 SA-ICS1 SA)

BY-

No GO Term Ontology® |Description Z-score Mean adjusted p-

Log. FC
value
1 G0:0019684 BP photosynthesis, light reaction 3.6 0.7 0.027
2 G0:0015979 BP photosynthesis 3.6 0.55 0.027
3 G0:0022607 BP cellular component assembly 3.2 0.52 0.04
4 GO:0034621 BP ceIIuIe}r mgcromolecular complex subunit 39 0.59 0.04
organization
5 G0:0034622 BP cellular macromolecular complex assembly 3.1 0.6 0.048
6 G0:0043933 BP macromolecular complex subunit organization 3.1 0.51 0.048
7 G0:0051707 BP response to other organism -3 -0.44 0.048
8 G0:0009607 BP response to biotic stimulus -3.1 -0.44 0.048
9 G0:0010033 BP response to organic substance -3.2 -0.32 0.04
10 G0:0009743 BP response to carbohydrate stimulus -3.3 -0.63 0.04
11 G0:0009605 BP response to external stimulus -3.3 -0.53 0.04
12 G0:0009620 BP response to fungus -3.4 -0.84 0.039
13 G0:0009611 BP response to wounding -3.6 -0.72 0.027
14 GO:0004553 ME hydrolase activity, hydrolyzing O-glycosyl 37 075 0.013
compounds
15 G0:0030246 MF carbohydrate binding -3.8 -1 0.013
16 G0:0044435 CcC plastid part 5.5 0.47 4.20E-06
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17 G0:0044434 cc chloroplast part 5.2 0.47 9.80E-06
18 G0:0009507 cc chloroplast 5 0.27 1.70E-05
19 G0:0009536 cc plastid 4.8 0.25 4.40E-05
20 G0:0044446 CcC intracellular organelle part 4.4 0.24 0.00016
21 G0:0044422 cc organelle part 44 0.24 0.00016
22 G0:0034357 CcC photosynthetic membrane 4 0.59 0.00076
23 G0:0005737 cc cytoplasm 4 0.14 0.00087
24 G0:0009532 cc plastid stroma 3.9 0.54 0.001
25 G0:0005622 cc intracellular 3.8 0.11 0.0012
26 G0:0009570 CcC chloroplast stroma 3.7 0.56 0.0019
27 G0:0009579 cc thylakoid 3.6 0.44 0.0019
28 G0:0044424 cc intracellular part 3.6 0.11 0.0019
29 G0:0044444 cc cytoplasmic part 35 0.13 0.0026
30 G0:0043229 cc intracellular organelle 34 0.1 0.004
31 G0:0043226 cc organelle 34 0.1 0.004
32 G0:0055035 cc plastid thylakoid membrane 3.3 0.56 0.0041
33 G0:0009535 CcC chloroplast thylakoid membrane 3.3 0.56 0.0041
34 G0:0032991 CcC macromolecular complex 3.2 0.2 0.006
35 G0:0009521 cc photosystem 3.2 0.84 0.0066
36 G0:0010287 cc plastoglobule 3.2 0.69 0.0066
37 G0:0044436 cc thylakoid part 3.1 0.47 0.0072
38 G0:0031984 CcC organelle subcompartment 3 0.44 0.0087
39 G0:0031976 cc plastid thylakoid 3 0.44 0.0087
40 G0:0009534 cc chloroplast thylakoid 3 0.44 0.0087
41 G0:0043231 CcC intracellular membrane-bounded organelle 3 0.094 0.0092
42 G0:0009526 cc plastid envelope 3 0.4 0.0094
43 G0:0042651 cc thylakoid membrane 3 0.47 0.0095
44 G0:0043227 CcC membrane-bounded organelle 29 0.092 0.01
45 G0:0044464 cc cell part 2.7 0.062 0.018
46 G0:0005623 cc cell 2.7 0.062 0.018
47 G0:0043232 CcC intracellular non-membrane-bounded organelle 2.5 0.24 0.033
48 G0:0043228 CcC non-membrane-bounded organelle 2.5 0.24 0.033
49 G0:0044430 cc cytoskeletal part 25 0.62 0.035
50 G0:0009941 CcC chloroplast envelope 2.4 0.37 0.041
51 G0:0030312 CcC external encapsulating structure -2.4 -0.39 0.041
52 G0:0005618 cc cell wall 2.4 -0.39 0.041

® BP = Biological Process; MF = Molecular Function; CC = Cellular Component.
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Supplemental Table 10 - qRT-PCR primers

Annotation

TclD

Sequence

Actin

Tc10_g003310

5'-TTCTGGTGCAGCTTGGAACTTTGC-3'
5'- AGTTCATCGTCACTCCAACATGAGAACA - 3'

Photosystem Il CP47 chlorophyll apoprotein

TCO4_g003810

5'- GCTAGAACCCTGTTCAGAGATG -3'
5'- GACTACTTGTCTTCTTGTAGTTGGA -3'

Peroxidase 4

TC09_g034930

5'- ATTAAGGCCAAGGTGGAGAAAG -3'
5'- AGTCAGGTCCTCCAAGACAA -3'

Endochitinase 1

Tc02_g003890

5'-TTTCTCACGCACAGACAGTAGCGA-3’
5’-TTGTAGCGAAGGCAGGGAAAGACT-3’

Photosystem | P700 chlorophyll a apoprotein Al

Tc04_g003910

5'- CAATAG CTA AGG GACCCG ATAC-3'
5'- CGA GAG ATCTCCTCCAAATCAC-3'

NADH-ubiquinone oxidoreductase chain 4L

Tc00_g007720

5'- GAT CTC TCA CGA GGC CAT AAAT -3
5'- CGA CGT ATT TCC GAT CCT TGA -3'

NADH-ubiquinone oxidoreductase chain 1

TC05_g000740

5'- TAC AGG GCT AGG GCT CAT AA-3'
5'- CTG AGG TGC GAA GAG AAA CA -3'

Photosystem Il CP43 chlorophyll apoprotein

Tc04_g003900

5'- GAA CAT GGC CAT ATG AGT TGA TAC -3'
5'- CTA ATC CTC CAA GCT ACCAACA-3'

Acidic endochitinase

TCO1_g035050

5'-CTACGT CCTTTCTTCACCAGAG -3'
5'- TGC CAT CTA AGA CAG CGT TAC -3'

Endochitinase

Tc01_g000770

5'- CTG GAA ACG CCATTA GAG AAG A -3'
5'- GCT GTC TTG AAG GAT ATG ATT GC-3'

Peroxidase 43

Tc08_g012700

5'- GAC AGA GAG ACCAGG CAAATAC-3'
5'- TCC CAT CTT CACCATTGCTTT A -3'

Glucan endo-1,3-beta-glucosidase, basic vacuolar
isoform

Tc04_g029300

5'- CCT TGC TAACCCTTC CAATGCACAG -3

5'- CCA AGG CAG GCA AAA CAA ATT GAG C-3'
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