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Figure S1.  Gene expression profiles of other genes possibly affecting tuber quality 

traits in Phureja (333-16, Mayan Gold) and Tuberosum (Desiree, Maris Piper) cultivars 

during tuber development (harvest stages H1 to H4-see methods for details) as 

determined by microarray analysis. Values are the means of three replicates and error 

bars represent standard error of the mean. 

 

Figure S2.  Scatter plot of mean probe intensities of gDNA hybridisations to POCI 

microarray. Data (intensity values >100) was combined from Tuberosum (Desiree and 

Maris Piper, X-axis) and Phureja (333-37 and 333-16, Y-axis) genotypes and plotted on 

log10 scale. 

 

Table S1. Genes differentially expressed between tubers of group Phureja and 

Tuberosum based on ANOVA analysis: a) probes with significantly higher levels of 

expression in Phureja; b) probes with significantly higher levels of expression in 

Tuberosum. Sampling (Harvest 1-4) is detailed in Materials and Methods for the 2005 

trial. Probes were designed to target unigenes, (Probe ID; http://pgrc-35.ipk-

gatersleben.de/pls/htmldb_pgrc/f?p=194) and are shown with their putative function 



(Description) based upon BLAST searches. Fold-change (Normalized) is relative to 

median values of that gene for all samples. Significance of the differential expression is 

indicated by the t-test P-value. 

 

Table S2. Genes differentially expressed in tubers between harvest time points based on 

ANOVA analysis. Sampling (Harvest 1-4) is detailed in Materials and Methods for the 

2005 trial. Probes were designed to target unigenes, (Probe ID; http://pgrc-35.ipk-

gatersleben.de/pls/htmldb_pgrc/f?p=194) and are shown with their putative function 

(Description) based upon BLAST searches. Fold-change (Normalized) is relative to 

median values of that gene for all samples. Significance of the differential expression is 

indicated by the t-test P-value. 

 



FIGURE S1. 
 

 
A. Higher in Phureja 
 

 
Branched chain amino acid aminotransferase (MICRO.2772.C2_1399) 
 
 

 
Sesquiterpene synthase (MICRO.8755.C3_977) 
 
 

 
Glutamate ammonia ligase (MICRO.3959.C1_623) 
 
 

 
Glutamate synthetase I (STMDI41TV_515) 
 
 



 
Ribonuclease (MICRO.5716.C1_596) 
 
 

 
Carotene β-hydroxylase (MICRO.7880.C2_1119) 
 
 

 
Pectin acetylesterase (MICRO.4427.C3_1465) 
 
 

 
Xyloglucan endotransglycosylase (MICRO.4152.C1_825) 
 
 

 
NAD-dependent epimerase (bf_arrayxxx_0046b02.t7m.scf_638) 
 
 



 
Nucleotide-rhamnose synthase (MICRO.444.C1_634) 
 
 

 
Chitinase (MICRO.15095.C1_874) 
 
 

FRIGIDA (MICRO.1851.C1_1) 
 
 

 
Beta-amylase (MICRO.13823.C1_1872) 
 
 
 

B. Higher in Tuberosum 
 

 
GABA transaminase subunit 3 (MICRO.15425.C2) 
 



 

 
Cystathione gamma synthase I (MICRO.1118.C2_1798) 
 
 

 
Pectin methylesterase (MICRO.4403.C1_728) 
 
 

 
Ent-kaurene oxidase (MICRO.10720.C2_566) 
 
 

 
Dimethylallyl transferase (MICRO.2151.C3_724) 



Tuberosum probe intensity
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Probe ID Normalized t-test P-value Normalized t-test P-value Normalized t-test P-value Normalized t-test P-value Normalized t-test P-value Normalized t-test P-value Normalized t-test P-value Normalized t-test P-value Genbank Description

MICRO.1851.C1_1 1.12 0.54 1.12 0.58 1.44 0.07 1.84 0.02 0.55 0.07 0.78 0.21 1.03 0.87 0.83 0.53 NA FRIGIDA [Arabidopsis lyrata subsp. lyrata]

SDBN003O11u.scf_455 3.58 0.02 4.18 0.00 3.95 0.00 2.68 0.02 0.41 0.07 0.74 0.34 0.68 0.41 0.22 0.14 AC151804 Leucine rich repeat containing protein, putative [Solanum demissum]

MICRO.9063.C1_461 1.11 0.54 1.39 0.24 1.76 0.02 1.87 0.00 0.65 0.06 0.70 0.11 0.73 0.19 1.03 0.91 AC149290 ribosomal Pr 117 [Triticum aestivum]

STMID34TV_674 1.25 0.17 1.29 0.27 1.80 0.01 1.81 0.01 0.47 0.07 0.50 0.02 0.48 0.12 0.39 0.03 NA NA

MICRO.9683.C1_1127 1.52 0.07 1.69 0.01 1.56 0.01 0.91 0.30 1.02 0.93 0.82 0.13 0.52 0.00 0.47 0.00 BT014497 hydroxyacylglutathione hydrolase [Arabidopsis thaliana]

MICRO.2016.C2_1484 1.03 0.88 1.42 0.05 2.03 0.00 2.23 0.00 0.89 0.39 0.69 0.07 0.94 0.65 0.90 0.49 AJ007496 Serine/threonine-protein phosphatase PP2A catalytic subunit

POCDA05TP_878 1.31 0.07 1.71 0.02 2.32 0.00 1.09 0.60 0.63 0.15 0.65 0.03 0.71 0.32 0.42 0.01 NA NA

ACDA03661B01.T3m.scf_308 1.37 0.08 1.10 0.49 1.15 0.32 1.18 0.24 0.64 0.02 0.61 0.02 0.71 0.06 0.62 0.08 BT014435 NA

MICRO.339.C21_88 1.63 0.05 1.51 0.03 1.53 0.02 1.86 0.00 0.42 0.00 0.52 0.00 0.49 0.01 0.69 0.07 NA hypothetical protein OsJ_008663 [Oryza sativa (japonica cultivar-group)]

MICRO.1160.C1_694 0.98 0.86 1.42 0.10 1.34 0.17 1.47 0.07 0.63 0.11 0.88 0.58 0.98 0.92 0.71 0.34 AM474515 AAA ATPase; ABC transporter, transmembrane region, type 1 [Medicago truncatula]

STMDI41TV_515 1.68 0.01 1.59 0.03 1.75 0.02 1.17 0.29 0.83 0.18 0.78 0.27 0.77 0.15 0.48 0.02 NA glutamine synthetase I [Medicago truncatula]

BF_TUBSXXXX_0035G05_T3M.SCF_376 1.29 0.25 1.96 0.01 1.23 0.22 2.33 0.00 0.47 0.03 0.58 0.05 0.49 0.05 1.14 0.52 NA NA

MICRO.4000.C1_948 1.28 0.21 1.17 0.44 1.15 0.40 1.36 0.12 0.72 0.11 0.69 0.18 0.79 0.38 0.74 0.31 AC151815 always early protein 3 [Arabidopsis thaliana]

MICRO.8073.C1_563 1.46 0.02 1.40 0.17 2.68 0.02 1.66 0.07 0.90 0.61 0.58 0.16 0.82 0.57 0.72 0.53 AM455304 kinase [Arabidopsis thaliana]

MICRO.2456.C3_1305 1.77 0.05 1.61 0.02 1.41 0.02 1.03 0.81 1.00 0.99 0.77 0.08 0.73 0.04 0.47 0.00 NA NA

SDBN005E07u.scf_193 1.31 0.29 1.62 0.20 1.58 0.03 2.60 0.00 0.60 0.08 0.80 0.47 0.76 0.23 1.06 0.83 NA NA

MICRO.13933.C1_757 1.11 0.51 1.13 0.48 1.46 0.08 2.14 0.00 0.70 0.08 0.58 0.02 0.75 0.18 0.46 0.01 AF067731 germin-like protein [Solanum tuberosum]

MICRO.12781.C1_488 2.02 0.00 1.03 0.87 1.37 0.09 1.78 0.02 0.78 0.24 0.43 0.03 0.77 0.36 0.51 0.10 NA unknown protein [Arabidopsis thaliana]

POAB139TF_563 1.45 0.02 2.00 0.01 1.78 0.02 1.95 0.01 0.38 0.00 0.33 0.00 0.47 0.00 0.43 0.01 NA unknown protein [Arabidopsis thaliana]

TBSK00588FA12.t3m.scf_327 2.73 0.00 1.52 0.04 1.64 0.02 1.13 0.55 0.83 0.35 0.75 0.16 0.73 0.20 0.65 0.22 NA Os03g0648900 [Oryza sativa (japonica cultivar-group)]

MICRO.6730.C2_1253 2.28 0.01 1.27 0.35 1.55 0.02 2.28 0.00 0.25 0.00 0.29 0.01 0.29 0.01 0.35 0.04 DQ202349 L-galactose dehydrogenase [Nicotiana langsdorffii x Nicotiana sanderae]

bf_acdcxxxx_0060g12.t3m.scf_245 1.47 0.04 1.47 0.05 1.75 0.01 1.49 0.02 0.52 0.01 0.43 0.01 0.56 0.02 0.47 0.02 AC171729 NA

cSTA27C6TH_236 1.24 0.24 1.17 0.34 1.44 0.03 1.38 0.09 0.59 0.04 0.79 0.19 1.04 0.80 0.81 0.37 NA NA

MICRO.6903.C2_798 1.38 0.14 1.40 0.05 1.71 0.01 2.48 0.01 0.50 0.01 0.35 0.00 0.61 0.01 0.52 0.04 AF282970 putative vacuolar proton ATPase subunit E [Lycopersicon esculentum]

MICRO.3678.C2_1237 1.21 0.16 1.34 0.23 1.58 0.09 1.84 0.23 0.51 0.09 0.54 0.04 0.68 0.21 0.40 0.15 AB290186 small heat shock protein [Nicotiana tabacum]

MICRO.17000.C1_1002 1.49 0.05 1.00 0.99 1.18 0.37 2.75 0.00 0.39 0.04 0.64 0.13 0.64 0.17 0.90 0.75 NA oxidoreductase, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors [Arabidopsis thaliana]

MICRO.7729.C1_1244 2.13 0.00 1.57 0.06 1.40 0.21 1.01 0.96 0.75 0.15 0.73 0.40 0.53 0.04 0.35 0.01 CU062424 bifunctional lysine-ketoglutarate reductase/saccharopine dehydrogenase [Gossypium hirsutum]

MICRO.3196.C4_1228 0.95 0.75 3.58 0.00 3.71 0.05 8.28 0.00 0.37 0.00 0.36 0.00 0.33 0.01 1.43 0.12 NA unknown [Solanum tuberosum]

STMGP23TV_574 2.11 0.26 1.31 0.24 1.19 0.33 1.71 0.04 0.68 0.18 0.73 0.33 0.67 0.26 0.46 0.20 NA F14J16.17 [Arabidopsis thaliana]

MICRO.505.C1_2163 3.30 0.00 1.55 0.02 1.87 0.00 1.36 0.08 0.62 0.04 0.49 0.01 0.50 0.02 0.68 0.20 BT012914 mitochondrial ATPase beta subunit [Nicotiana sylvestris]

MICRO.14302.C3_1112 1.15 0.31 1.32 0.11 1.20 0.26 1.12 0.51 0.76 0.13 0.85 0.29 0.71 0.12 0.67 0.19 NA Rhomboid-like protein [Medicago truncatula]

MICRO.1328.C1_611 1.01 0.96 1.43 0.06 1.79 0.01 1.61 0.02 0.72 0.10 0.64 0.06 0.98 0.90 0.79 0.36 CT990488 insulin degrading enzyme [Solanum lycopersicum]

MICRO.15095.C1_874 4.18 0.00 1.98 0.01 2.90 0.01 2.21 0.00 0.42 0.02 0.51 0.06 0.74 0.22 0.48 0.10 X78325 chitinase, class V [Nicotiana tabacum]

MICRO.14936.C1_1262 2.89 0.00 2.14 0.20 1.67 0.18 1.54 0.04 0.42 0.08 0.44 0.06 0.53 0.10 0.29 0.06 NA transferase [Arabidopsis thaliana]

MICRO.6479.C1_1112 1.37 0.05 1.99 0.01 1.91 0.01 2.62 0.00 0.41 0.00 0.55 0.02 0.51 0.01 0.59 0.05 NA NA

MICRO.997.C2_625 1.47 0.02 1.29 0.10 1.35 0.07 1.31 0.08 0.77 0.12 0.57 0.02 0.76 0.15 0.64 0.08 NA hypothetical protein OsI_020271 [Oryza sativa (indica cultivar-group)]

MICRO.9355.C2_862 1.89 0.00 1.37 0.13 1.72 0.07 1.76 0.02 0.62 0.27 0.59 0.07 0.72 0.28 0.68 0.33 X76188 transcription factor [Nicotiana tabacum]

MICRO.9819.C1_609 1.27 0.15 1.27 0.20 1.18 0.35 1.29 0.22 0.74 0.17 0.61 0.05 0.76 0.28 0.64 0.22 AM487927 nucleotide binding [Arabidopsis thaliana]

MICRO.13292.C1_41 1.10 0.49 1.05 0.74 1.35 0.08 1.53 0.03 0.64 0.04 0.66 0.05 0.81 0.24 0.70 0.14 NA unknown protein [Arabidopsis thaliana]

bf_cswbxxxx_0053a05.t3m.scf_48 1.85 0.00 1.52 0.03 1.84 0.01 1.45 0.07 0.80 0.14 0.67 0.04 0.66 0.01 0.55 0.02 NA NA

BF_TUBSXXXX_0052E06_T3M.SCF_259 1.24 0.06 1.94 0.00 2.12 0.02 2.83 0.00 0.63 0.08 0.50 0.01 0.67 0.19 0.55 0.02 CT990488 NA

MICRO.1563.C4_1077 1.73 0.02 1.88 0.01 1.76 0.01 1.99 0.00 0.54 0.01 0.45 0.01 0.33 0.00 0.59 0.13 AM465311 AAA ATPase; Small GTP-binding protein domain [Medicago truncatula]

MICRO.3196.C1_1290 1.18 0.38 2.43 0.00 2.17 0.02 5.08 0.00 0.55 0.02 0.65 0.06 0.55 0.02 0.70 0.13 NA unknown [Solanum tuberosum]

MICRO.14880.C1_1253 2.07 0.05 3.16 0.00 3.05 0.01 3.13 0.00 0.41 0.00 0.56 0.01 0.55 0.01 0.59 0.03 AF158027 patatin-like protein 1 [Nicotiana tabacum]

bf_suspxxxx_0034d01.t3m.scf_543 2.16 0.00 1.18 0.27 1.59 0.06 1.11 0.45 0.88 0.39 0.61 0.03 0.94 0.68 0.61 0.10 AM474771 unknown protein [Arabidopsis thaliana]

cSTS26F10TH_535 1.30 0.05 1.56 0.02 1.65 0.01 1.30 0.05 0.93 0.68 0.42 0.03 0.70 0.05 0.66 0.03 NA Peptidase aspartic, active site [Medicago truncatula]

MICRO.7722.C1_792 1.33 0.05 1.31 0.11 1.25 0.12 2.13 0.00 0.51 0.01 0.62 0.02 0.54 0.01 0.80 0.25 BT013495 regulator of chromosome condensation family protein [Beta vulgaris]

BF_TUBSXXXX_0014C09_T3M.SCF_121 1.70 0.02 1.05 0.78 1.36 0.05 1.59 0.02 0.71 0.07 0.63 0.04 0.65 0.03 0.86 0.38 NA NA

MICRO.6223.C1_733 1.08 0.55 1.22 0.18 1.42 0.04 1.69 0.01 0.69 0.05 0.58 0.01 0.79 0.11 0.79 0.20 NM_111275 unknown [Arabidopsis thaliana]

bf_arrayxxx_0043e03.t7m.scf_142 1.27 0.24 1.47 0.07 1.48 0.06 1.90 0.00 0.29 0.03 0.48 0.01 0.32 0.04 0.38 0.08 BT014376 NA

MICRO.15408.C1_600 3.36 0.00 1.31 0.13 1.43 0.21 1.08 0.63 0.93 0.65 0.83 0.23 0.68 0.09 0.89 0.57 AM477382 Glycoside hydrolase, family 5; Carbamoyl-phosphate synthase L chain, ATP-binding; Protein of unknown function UPF0261; Ribulose-phosphate binding barrel [Medicago truncatula]

MICRO.10558.C3_952 1.50 0.02 1.54 0.05 1.45 0.05 2.07 0.01 0.19 0.01 0.39 0.03 0.26 0.01 0.59 0.04 NA (-)-isopiperitenone reductase [Mentha x piperita]

MICRO.16732.C1_686 1.58 0.01 1.24 0.20 1.47 0.01 1.21 0.13 0.69 0.16 0.60 0.08 0.62 0.01 0.39 0.00 EF418010 glutathione peroxidase 5 [Populus trichocarpa x Populus deltoides]

MICRO.18064.C1_770 1.08 0.58 1.62 0.04 1.51 0.27 1.35 0.13 0.13 0.01 0.35 0.18 0.29 0.06 0.09 0.04 AK226297 unknown protein [Arabidopsis thaliana]

bf_cswbxxxx_0012b09.t3m.scf_28 1.06 0.64 1.14 0.48 1.41 0.05 1.34 0.05 0.84 0.25 0.79 0.27 0.82 0.13 0.81 0.22 NA NA

MICRO.17297.C1_1015 1.05 0.68 1.18 0.29 1.26 0.17 2.03 0.00 0.64 0.04 0.73 0.09 0.69 0.08 1.18 0.40 BT013370 transcription factor [Arabidopsis thaliana]

MICRO.5333.C2_657 1.55 0.02 1.35 0.13 1.18 0.27 1.15 0.42 0.71 0.08 1.00 0.99 0.73 0.09 0.60 0.09 NA electron transporter [Arabidopsis thaliana]

bf_stolxxxx_0034f10.t3m.scf_321 1.38 0.04 1.59 0.02 1.80 0.01 1.11 0.53 0.67 0.17 0.70 0.09 0.79 0.19 0.53 0.08 NA NA

bf_mxflxxxx_0018e09.t3m.scf_670 1.13 0.40 1.62 0.03 2.03 0.04 3.33 0.00 0.42 0.03 0.46 0.05 0.87 0.60 0.80 0.56 DQ822938 MYB transcription factor [Hevea brasiliensis]

MICRO.6984.C2_615 1.90 0.07 2.47 0.02 2.37 0.01 3.60 0.00 0.57 0.01 0.46 0.00 0.48 0.00 0.50 0.01 NA Os04g0496800 [Oryza sativa (japonica cultivar-group)]

bf_arrayxxx_0045e10.t7m.scf_536 1.70 0.00 0.84 0.36 1.34 0.05 1.41 0.03 0.83 0.39 0.50 0.01 0.75 0.13 0.61 0.05 AJ718112 FPh1 [Gossypium hirsutum]

MICRO.14728.C1_1171 1.37 0.04 1.88 0.00 1.65 0.01 3.29 0.00 0.28 0.01 0.40 0.01 0.48 0.04 0.70 0.18 NA ZFP4 (ZINC FINGER PROTEIN 4); nucleic acid binding / transcription factor/ zinc ion binding [Arabidopsis thaliana]

MICRO.6232.C2_1589 2.97 0.00 1.81 0.01 2.04 0.00 2.26 0.01 0.28 0.00 0.29 0.01 0.28 0.00 0.13 0.00 AM442073 catalytic/ nutrient reservoir [Arabidopsis thaliana]

bf_mxlfxxxx_0056b12.t3m.scf_226 1.75 0.03 2.26 0.01 1.68 0.02 1.94 0.02 0.53 0.08 0.56 0.07 0.46 0.21 0.51 0.17 NA NA

bf_cswbxxxx_0036e12.t3m.scf_475 1.68 0.04 3.02 0.00 3.27 0.00 7.20 0.00 0.33 0.07 0.46 0.11 0.32 0.14 0.66 0.37 NA NA

MICRO.3479.C1_1392 1.12 0.28 1.53 0.02 1.99 0.02 1.17 0.54 1.21 0.44 0.60 0.02 0.72 0.08 0.18 0.00 DQ275467 putative glucosyltransferase [Lycopersicon esculentum]

MICRO.3779.C1_696 1.48 0.07 1.24 0.23 1.40 0.05 1.13 0.41 0.83 0.26 0.53 0.03 0.90 0.53 0.69 0.18 NA unknown protein [Arabidopsis thaliana]

MICRO.903.C1_368 1.20 0.40 1.12 0.51 1.76 0.01 2.82 0.00 0.50 0.26 0.38 0.01 0.82 0.34 0.77 0.47 NA NA

POCCF41TP_886 1.67 0.01 1.97 0.01 1.64 0.01 1.25 0.12 0.65 0.03 0.73 0.13 0.66 0.07 0.76 0.11 NA hypothetical protein Anae109DRAFT_2640 [Anaeromyxobacter sp. Fw109-5]

MICRO.9673.C1_1018 2.42 0.00 1.51 0.03 1.70 0.01 1.13 0.41 0.85 0.24 0.51 0.01 0.47 0.02 0.18 0.02 NM_001074858 ATP binding / kinase/ transferase, transferring phosphorus-containing groups [Arabidopsis thaliana]

MICRO.3529.C1_1250 2.11 0.01 1.22 0.27 1.24 0.17 1.03 0.86 0.97 0.87 0.79 0.19 0.83 0.33 0.55 0.08 BT013250 unknown protein [Arabidopsis thaliana]

cSTA33J17TH_375 5.08 0.00 2.75 0.02 6.90 0.00 6.32 0.00 0.24 0.06 0.14 0.07 0.50 0.18 0.34 0.11 NA putative polyprotein [Solanum tuberosum]

STMHW38TV_268 1.78 0.01 1.91 0.01 2.40 0.00 2.23 0.01 0.27 0.02 0.18 0.04 0.41 0.04 0.18 0.08 NA NA

MICRO.3367.C2_1540 1.49 0.03 1.10 0.56 1.15 0.29 1.02 0.86 0.98 0.89 0.75 0.17 0.64 0.04 0.67 0.12 NA unknown protein [Arabidopsis thaliana]

MICRO.1707.C12_771 1.48 0.03 1.62 0.06 1.80 0.01 1.52 0.07 0.61 0.03 0.63 0.03 0.69 0.06 0.78 0.29 NA membrane located receptor-like protein [Nicotiana tabacum]

MICRO.8329.C2_780 2.67 0.00 1.57 0.08 1.56 0.05 0.99 0.98 0.92 0.71 0.89 0.63 0.83 0.51 0.38 0.19 AB043974 cytoplasmic ribosomal protein S13-like [Solanum tuberosum]

MICRO.6809.C3_441 1.54 0.04 2.08 0.00 1.71 0.03 1.02 0.92 0.55 0.03 0.81 0.37 0.56 0.03 0.72 0.28 Z13992 Proteinase inhibitor type-2 precursor (Proteinase inhibitor type II)

MICRO.4077.C1_755 1.24 0.13 1.06 0.69 1.09 0.53 1.63 0.01 0.62 0.02 0.78 0.13 0.81 0.17 0.89 0.55 AM459740 EMB1187; kinase/ phosphotransferase, alcohol group as acceptor [Arabidopsis thaliana]

MICRO.444.C1_643 1.16 0.38 1.52 0.02 1.45 0.03 1.35 0.11 0.83 0.17 0.66 0.02 0.80 0.22 0.66 0.05 AM452356 NRS/ER (NUCLEOTIDE-RHAMNOSE SYNTHASE/EPIMERASE-REDUCTASE) [Arabidopsis thaliana]

MICRO.7886.C3_848 2.91 0.00 2.24 0.00 3.10 0.05 1.83 0.07 0.71 0.05 0.50 0.00 0.48 0.00 0.27 0.00 AK224824 NA

MICRO.12537.C1_801 1.50 0.13 1.53 0.24 2.03 0.05 1.94 0.01 0.43 0.02 0.38 0.03 0.98 0.91 0.75 0.31 NA CCHC-type integrase [Populus trichocarpa]

bf_ivrootxx_0011a07.t3m.scf_212 1.27 0.21 1.15 0.39 1.03 0.80 2.04 0.00 0.64 0.03 0.70 0.04 0.58 0.00 1.07 0.65 AY450641 NA

MICRO.5223.C1_702 1.65 0.05 1.93 0.02 2.06 0.01 1.67 0.04 0.86 0.45 0.73 0.17 0.85 0.46 0.60 0.19 NA Protein kinase [Medicago truncatula]

MICRO.4678.C1_952 1.63 0.12 3.46 0.04 3.13 0.04 4.21 0.00 0.09 0.00 0.17 0.00 0.25 0.03 0.41 0.12 NA NA

MICRO.10577.C1_718 1.10 0.46 1.82 0.02 1.74 0.02 2.04 0.01 0.42 0.02 0.83 0.80 0.42 0.04 0.65 0.18 AY007367 tospovirus resistance protein B [Lycopersicon esculentum]

MICRO.7990.C1_721 1.88 0.00 0.99 0.96 1.47 0.05 1.33 0.10 0.98 0.89 0.78 0.16 0.88 0.39 0.70 0.11 Y08858 40S ribosomal protein S17 [Nicotiana plumbaginifolia]

MICRO.15818.C1_649 1.33 0.06 1.80 0.05 2.34 0.03 4.57 0.00 0.36 0.01 0.38 0.03 0.63 0.08 0.92 0.71 NA unknown protein [Arabidopsis thaliana]

MICRO.14448.C1_465 1.29 0.16 1.69 0.01 1.93 0.00 1.71 0.01 0.66 0.03 0.55 0.02 0.48 0.08 0.66 0.10 CR608980 PREDICTED: similar to DNA directed RNA polymerase II polypeptide F isoform 1 [Canis familiaris]

MICRO.6363.C3_956 1.44 0.02 1.29 0.10 1.27 0.16 1.12 0.48 0.76 0.29 0.68 0.04 0.65 0.18 0.29 0.01 DQ416769 pollen tube RhoGDI2 [Nicotiana tabacum]

MICRO.7152.C2_709 4.11 0.00 1.97 0.01 2.30 0.12 1.17 0.41 0.76 0.21 0.52 0.02 0.54 0.03 0.30 0.04 NA NA

POACG68TP_872 1.18 0.53 1.66 0.02 1.85 0.00 2.16 0.08 0.17 0.00 0.31 0.00 0.45 0.01 0.61 0.24 AF393847 beta-amylase PCT-BMYI [Solanum tuberosum]

MICRO.2738.C1_875 3.72 0.00 2.42 0.00 2.74 0.00 0.92 0.56 1.19 0.40 0.71 0.05 0.68 0.04 0.36 0.01 AF242547 30S ribosomal protein S9, chloroplast precursor

bf_swstxxxx_0019a02.t3m.scf_562 1.60 0.00 1.78 0.01 1.51 0.02 1.06 0.63 0.74 0.05 0.67 0.03 0.76 0.04 0.71 0.10 NA NA

MICRO.14618.C1_1 1.56 0.02 1.28 0.27 1.39 0.11 1.33 0.26 0.76 0.33 0.71 0.21 0.70 0.22 0.63 0.31 BT013151 Ethylene-responsive transcription factor 1 (Ethylene-responsive element-binding factor 1) (EREBP-1) (ERF1-like protein) (LeERF1)

MICRO.6993.C1_1317 1.23 0.35 2.21 0.00 2.34 0.00 2.76 0.00 0.62 0.01 0.55 0.01 0.71 0.03 0.82 0.24 NA Os10g0577000 [Oryza sativa (japonica cultivar-group)]

bf_mxlfxxxx_0069d01.t3m.scf_335 1.22 0.14 1.42 0.12 1.73 0.01 1.57 0.05 0.52 0.05 0.52 0.06 0.63 0.12 0.66 0.26 NA hypothetical protein OsI_019350 [Oryza sativa (indica cultivar-group)]

SSBT006E20x.scf_289 1.64 0.01 1.75 0.00 1.59 0.01 0.97 0.84 0.77 0.37 0.58 0.01 0.52 0.00 0.54 0.06 NA NA

PPCAB32TH_278 1.22 0.18 1.16 0.25 1.36 0.04 1.37 0.05 0.59 0.02 0.48 0.00 0.71 0.08 0.56 0.01 NA Unknown protein [Arabidopsis thaliana]

BPLI4J12TH_23 1.50 0.03 1.81 0.03 2.65 0.00 1.69 0.01 0.31 0.00 0.31 0.00 0.58 0.02 0.35 0.01 BT014452 unknown protein [Arabidopsis thaliana]

POCAX38TP_571 1.89 0.00 4.21 0.00 3.67 0.02 1.71 0.02 0.38 0.00 0.50 0.07 0.58 0.07 0.29 0.03 AY772866 NA

MICRO.4818.C1_756 2.24 0.00 2.33 0.00 2.65 0.00 1.35 0.16 0.69 0.10 0.52 0.02 0.57 0.05 0.15 0.08 NA NA

bf_ivrootxx_0019d12.t3m.scf_377 1.99 0.00 1.69 0.03 1.86 0.00 1.49 0.20 0.79 0.21 0.66 0.07 0.69 0.10 0.41 0.09 NA Protein kinase [Medicago truncatula]

020E09AF.esd_428 1.01 0.94 1.40 0.14 1.80 0.01 1.90 0.01 0.58 0.04 0.59 0.07 0.84 0.38 0.86 0.59 NA NA

BF_TUBSXXXX_0041B04_T3M.SCF_574 1.70 0.01 2.11 0.00 2.43 0.00 2.71 0.00 0.31 0.01 0.61 0.22 0.52 0.10 0.42 0.07 NA NA

SDBN004J17u.scf_239 1.37 0.04 1.24 0.15 1.39 0.04 1.33 0.07 0.53 0.01 0.58 0.02 0.59 0.01 0.97 0.87 BA000042 NA

POACO09TP_703 1.63 0.01 2.57 0.01 2.36 0.00 2.12 0.01 0.44 0.01 0.52 0.06 0.43 0.01 0.35 0.02 NA Os08g0557900 [Oryza sativa (japonica cultivar-group)]

MICRO.16165.C2_101 1.47 0.02 1.13 0.67 1.83 0.01 2.03 0.00 0.85 0.33 0.60 0.02 0.84 0.26 0.60 0.07 AP009297 blight resistance protein RGA3 [Solanum bulbocastanum]

SDBT002H21x.scf_180 1.30 0.14 2.55 0.00 3.24 0.02 4.42 0.00 0.19 0.00 0.25 0.04 0.35 0.06 0.35 0.16 NA NA

MICRO.8755.C4_692 2.50 0.28 4.27 0.06 5.02 0.06 5.19 0.00 0.50 0.16 0.52 0.32 0.60 0.17 0.39 0.17 AY860847 sesquiterpene synthase [Fabiana imbricata]

bf_ivrootxx_0027g01.t3m.scf_597 1.45 0.02 1.45 0.07 1.86 0.00 2.30 0.00 0.81 0.15 0.68 0.06 0.74 0.06 0.91 0.55 NA NA

MICRO.17619.C1_103 2.00 0.00 1.47 0.06 1.32 0.12 0.92 0.70 0.87 0.54 0.86 0.49 0.81 0.32 0.52 0.28 NA hypothetical protein [Cleome spinosa]

bf_mxlfxxxx_0022d01.t3m.scf_274 1.57 0.03 1.09 0.60 1.50 0.01 1.07 0.65 0.66 0.19 0.53 0.01 0.70 0.14 0.56 0.02 AP009321 NA

SDBN003I11u.scf_570 2.70 0.00 4.31 0.00 3.22 0.00 2.06 0.01 0.31 0.04 0.23 0.03 0.36 0.05 0.22 0.09 NA putative retroelement pol polyprotein-like [Solanum tuberosum]

MICRO.5716.C1_596 6.59 0.00 3.70 0.03 2.60 0.01 1.17 0.38 0.66 0.28 0.47 0.01 0.28 0.00 0.26 0.02 AF168415 hypersensitive response assisting protein [Capsicum annuum]

bf_mxflxxxx_0034a11.t3m.scf_669 1.10 0.43 1.64 0.01 1.70 0.01 2.39 0.00 0.40 0.00 0.50 0.01 0.51 0.01 0.67 0.05 NA NA

MICRO.5753.C2_844 1.17 0.20 1.09 0.57 1.34 0.04 2.47 0.00 0.62 0.02 0.92 0.62 0.52 0.02 0.42 0.00 NA NA

bf_arrayxxx_0039f08.t7m.scf_126 1.69 0.03 1.10 0.75 1.17 0.57 1.69 0.11 0.68 0.24 0.43 0.15 0.82 0.61 0.66 0.44 NA NA

bf_mxflxxxx_0035b12.t3m.scf_327 1.81 0.02 1.90 0.01 1.91 0.00 0.91 0.85 0.55 0.27 0.49 0.25 0.43 0.02 0.32 0.04 AJ561196 NA

bf_arrayxxx_0079f08.t7m.scf_589 3.71 0.00 2.83 0.00 3.20 0.00 1.77 0.03 0.52 0.06 0.44 0.07 0.48 0.08 0.30 0.12 NA N protein [Nicotiana tabacum]

MICRO.8640.C1_711 2.75 0.00 1.35 0.08 1.82 0.01 1.24 0.67 0.65 0.05 0.56 0.02 0.69 0.09 0.47 0.18 NM_001068022 AT5g20410/F5O24_300 [Arabidopsis thaliana]

MICRO.5774.C1_916 1.40 0.03 1.28 0.18 1.46 0.03 0.98 0.92 0.75 0.25 0.64 0.05 0.62 0.05 0.45 0.06 NA GLE1-like [Medicago truncatula]

MICRO.10097.C1_1275 2.21 0.00 1.33 0.12 1.65 0.17 1.08 0.80 0.77 0.26 0.65 0.08 0.62 0.44 0.51 0.14 AM479899 unknown protein [Arabidopsis thaliana]

STMHC86TV_729 1.43 0.03 1.31 0.11 1.41 0.06 1.38 0.07 0.71 0.09 0.61 0.06 0.62 0.09 0.57 0.07 AP009359 Putative F-box protein, identical [Solanum demissum]

cPRO23P24TH_438 1.28 0.16 1.17 0.35 1.43 0.03 1.70 0.01 0.68 0.04 0.70 0.05 0.79 0.17 0.84 0.37 NA NA

MICRO.8755.C3_977 3.22 0.20 5.56 0.02 5.90 0.05 5.82 0.00 0.34 0.06 0.51 0.12 0.49 0.12 0.48 0.23 AY860847 sesquiterpene synthase [Fabiana imbricata]

SSBN003M20u.scf_314 1.64 0.05 1.16 0.40 1.09 0.62 1.22 0.36 0.71 0.16 0.71 0.11 0.76 0.24 0.62 0.20 NA NA

Tuberosum

Harvest 1 Harvest 2 Harvest 3 Harvest 4Harvest 1

Phureja

Harvest 2 Harvest 3 Harvest 4



bf_mxlfxxxx_0009b03.t3m.scf_283 1.14 0.38 1.68 0.01 1.48 0.10 2.39 0.00 0.48 0.00 0.77 0.16 0.54 0.01 0.92 0.65 NA unknown protein [Arabidopsis thaliana]

bf_ivrootxx_0059a08.t3m.scf_645 2.11 0.04 2.58 0.03 4.21 0.00 2.70 0.01 0.43 0.11 0.43 0.17 0.41 0.23 0.11 0.10 NA Disease resistance protein, putative [Solanum demissum]

cPRO11K9TH_504 1.49 0.03 1.27 0.25 1.56 0.04 1.53 0.06 0.68 0.17 0.48 0.05 0.78 0.37 0.76 0.36 NA 3-oxo-5-alpha-steroid 4-dehydrogenase [Arabidopsis thaliana]

bf_mxflxxxx_0056a05.t3m.scf_435 0.88 0.32 1.33 0.12 1.38 0.08 1.59 0.04 0.75 0.30 0.78 0.33 0.77 0.19 0.60 0.09 AY316965 Pto-like serine/threonine kinase [Capsicum chinense]

MICRO.17139.C1_329 2.76 0.01 2.49 0.01 2.86 0.00 2.70 0.00 0.19 0.01 0.28 0.07 0.28 0.00 0.26 0.02 NA NA

cSTB43A1TH_142 2.13 0.00 2.06 0.01 1.70 0.01 1.16 0.25 0.77 0.11 0.78 0.30 0.63 0.01 0.67 0.04 NA NA

MICRO.6551.C1_899 3.40 0.00 1.43 0.05 1.65 0.11 0.65 0.10 1.02 0.89 0.75 0.10 0.92 0.55 0.41 0.07 AJ003219 hypothetical protein [Solanum tuberosum]

MICRO.7734.C1_875 3.20 0.00 2.46 0.18 2.16 0.01 2.35 0.00 0.34 0.01 0.38 0.03 0.36 0.04 0.38 0.12 NM_113064 Os03g0570800 [Oryza sativa (japonica cultivar-group)]

MICRO.1196.C1_910 1.38 0.03 1.40 0.19 1.22 0.15 1.76 0.01 0.73 0.09 0.93 0.81 0.65 0.05 0.65 0.09 AM472807 putative protein [Arabidopsis thaliana]

MICRO.6076.C2_1031 12.35 0.00 7.39 0.00 8.10 0.00 0.99 0.95 0.81 0.25 0.36 0.08 0.49 0.18 0.07 0.03 NA hypothetical protein OsI_012006 [Oryza sativa (indica cultivar-group)]

bf_ivrootxx_0020a07.t3m.scf_707 3.81 0.00 3.17 0.00 3.65 0.00 2.21 0.00 0.41 0.01 0.33 0.02 0.42 0.02 0.27 0.03 NA Legume lectin, beta domain; E-class P450, group I [Medicago truncatula]

MICRO.14815.C1_1542 0.91 0.57 1.37 0.26 1.42 0.16 3.15 0.00 0.38 0.09 0.61 0.30 1.03 0.91 1.01 0.98 AP009361 putative retroelement pol polyprotein-like [Solanum tuberosum]

bf_mxlfxxxx_0048h06.t3m.scf_523 2.03 0.00 1.69 0.05 2.01 0.01 0.80 0.39 0.72 0.18 0.71 0.12 0.86 0.47 0.44 0.09 NA NA

MICRO.2988.C3_1095 1.67 0.01 1.24 0.18 1.49 0.05 1.20 0.31 0.92 0.67 0.73 0.08 0.77 0.09 0.70 0.11 AY134619 calcineurin B [Pisum sativum]

STDB003F02u.scf_413 1.67 0.01 1.30 0.13 1.46 0.02 1.10 0.52 0.71 0.07 0.88 0.41 0.73 0.07 0.83 0.30 EF051131 BOP2 (BLADE ON PETIOLE2); protein binding [Arabidopsis thaliana]

STMIU70TV_712 1.19 0.53 1.27 0.28 2.04 0.10 1.84 0.02 0.64 0.42 0.48 0.08 0.76 0.39 0.81 0.60 AM470105 kinase [Arabidopsis thaliana]

SSBN002K10u.scf_353 1.56 0.01 2.19 0.01 2.40 0.00 1.95 0.01 0.38 0.00 0.48 0.00 0.55 0.01 0.52 0.02 AJ132223 NA

bf_cswbxxxx_0035c05.t3m.scf_99 3.23 0.00 1.69 0.14 2.95 0.03 2.34 0.02 0.61 0.09 0.41 0.02 0.63 0.13 0.37 0.11 NA NA

MICRO.18012.C1_312 1.57 0.01 1.38 0.08 1.87 0.01 2.01 0.00 0.54 0.03 0.51 0.02 0.72 0.12 0.71 0.29 NA hypothetical protein OsI_008098 [Oryza sativa (indica cultivar-group)]

STMIT26TV_377 2.36 0.00 1.30 0.14 1.40 0.11 1.14 0.42 0.60 0.13 0.45 0.01 0.42 0.02 0.43 0.04 NA NA

MICRO.15623.C1_449 2.81 0.00 2.22 0.00 1.55 0.09 0.99 0.89 0.83 0.19 0.77 0.10 0.81 0.49 0.50 0.02 NA calcium ion binding [Arabidopsis thaliana]

BF_TUBSXXXX_0042F08_T3M.SCF_474 3.29 0.00 1.96 0.02 2.24 0.02 0.94 0.85 0.42 0.14 0.42 0.20 0.50 0.15 0.23 0.02 NA catalytic/ hydrolase [Arabidopsis thaliana]

MICRO.12893.C1_775 1.09 0.49 1.77 0.02 1.54 0.01 1.39 0.05 0.34 0.01 0.53 0.14 0.30 0.01 0.54 0.05 NA NA

bf_cswbxxxx_0026c05.t3m.scf_68 1.69 0.01 1.58 0.03 1.70 0.08 1.52 0.08 0.48 0.01 0.50 0.02 0.60 0.07 0.60 0.08 NA NA

POACO09TV_101 1.99 0.00 3.29 0.00 2.57 0.00 1.94 0.01 0.32 0.00 0.37 0.00 0.43 0.01 0.42 0.02 AJ132223 monosaccharid transporter [Nicotiana tabacum]

STMGU55TV_549 0.85 0.32 1.46 0.03 2.00 0.03 3.42 0.00 0.44 0.00 0.48 0.11 0.63 0.19 0.71 0.34 NA Os06g0238300 [Oryza sativa (japonica cultivar-group)]

SSBN003F08u.scf_355 1.97 0.00 1.96 0.01 2.56 0.01 1.61 0.01 0.10 0.04 0.24 0.02 0.19 0.01 0.14 0.02 NA NA

MICRO.13373.C1_703 2.33 0.00 2.71 0.02 2.34 0.00 0.88 0.50 0.70 0.08 0.86 0.39 0.84 0.29 0.53 0.13 NA TPA: hypothetical protein [Rice tungro bacilliform virus]

MICRO.1173.C1_1794 1.33 0.05 1.38 0.08 1.35 0.06 1.43 0.06 0.89 0.45 0.85 0.27 0.79 0.16 0.73 0.15 AM449143 t-snare [Medicago truncatula]

cSTB10I24TH_150 1.74 0.00 2.24 0.01 2.29 0.00 1.14 0.39 0.67 0.04 0.58 0.03 0.61 0.03 0.56 0.08 NA NA

STMCQ23TH_566 1.92 0.00 2.06 0.07 2.56 0.00 1.17 0.24 0.68 0.12 0.62 0.04 0.61 0.03 0.70 0.15 AM488651 similar to eyes absent protein [Arabidopsis thaliana]

BF_TUBSXXXX_0044B06_T3M.SCF_317 3.83 0.00 3.50 0.00 2.27 0.07 3.16 0.00 0.32 0.01 0.37 0.04 0.29 0.01 0.38 0.04 AC151957 NA

MICRO.3058.C2_589 2.05 0.00 3.47 0.00 3.92 0.00 7.06 0.00 0.40 0.01 0.44 0.02 0.60 0.03 0.53 0.05 AY496119 disulfide oxidoreductase/ monooxygenase/ oxidoreductase [Arabidopsis thaliana]

POCD632TP_74 2.34 0.00 2.33 0.00 2.79 0.08 2.18 0.01 0.50 0.02 0.56 0.02 0.43 0.01 0.39 0.03 AK224824 NA

MICRO.17222.C1_476 3.80 0.00 3.51 0.00 3.63 0.00 2.62 0.00 0.25 0.00 0.27 0.00 0.32 0.00 0.30 0.00 NA NA

POCCJ05TP_773 1.57 0.05 1.85 0.02 1.94 0.01 1.60 0.13 0.18 0.06 0.48 0.14 0.37 0.11 0.40 0.21 NA NA

MICRO.11116.C1_735 1.90 0.00 2.81 0.00 1.98 0.01 1.47 0.06 0.24 0.01 0.40 0.05 0.32 0.01 0.37 0.25 NA Lipase, class 3 [Medicago truncatula]

MICRO.4318.C2_655 1.73 0.01 1.93 0.01 2.01 0.01 1.31 0.09 0.61 0.06 0.66 0.04 0.64 0.04 0.64 0.09 AM488651 similar to eyes absent protein [Arabidopsis thaliana]

MICRO.1967.C3_477 1.23 0.17 1.48 0.09 1.33 0.13 1.12 0.61 0.82 0.37 0.72 0.15 0.93 0.75 0.68 0.33 AC149290 NA

STMHO10TV_694 1.23 0.12 1.41 0.06 1.89 0.00 1.53 0.03 0.77 0.11 0.73 0.12 0.80 0.15 0.69 0.09 CU024864 carbohydrate transporter/ sugar porter [Arabidopsis thaliana]

MICRO.2624.C1_1133 1.83 0.00 1.56 0.03 1.56 0.04 1.30 0.16 0.77 0.15 0.63 0.06 0.71 0.13 0.50 0.05 BT014055 RNA-binding region RNP-1 (RNA recognition motif) [Medicago truncatula]

MICRO.14038.C1_754 1.29 0.09 1.84 0.01 2.13 0.00 1.13 0.55 0.39 0.02 0.62 0.10 0.64 0.13 0.68 0.23 NA NA

MICRO.11235.C1_622 1.77 0.01 1.39 0.19 1.21 0.30 1.55 0.07 0.69 0.15 0.69 0.25 0.86 0.56 0.52 0.22 NA NA

MICRO.6261.C1_737 1.50 0.02 1.07 0.59 1.37 0.18 1.81 0.01 0.39 0.00 0.84 0.41 0.67 0.04 0.61 0.03 AP009299 Os06g0125400 [Oryza sativa (japonica cultivar-group)]

MICRO.11606.C1_695 1.07 0.60 1.49 0.23 1.39 0.06 1.56 0.08 0.61 0.05 0.90 0.72 0.73 0.18 0.88 0.59 NA hypothetical protein OsI_007384 [Oryza sativa (indica cultivar-group)]

MICRO.11274.C2_403 1.58 0.01 1.51 0.05 1.88 0.05 1.52 0.11 0.59 0.05 0.79 0.14 0.69 0.10 0.53 0.02 NA NA

MICRO.2207.C1_1289 1.11 0.56 1.27 0.19 1.89 0.02 2.90 0.00 0.42 0.00 0.28 0.00 0.55 0.05 0.68 0.08 BT013014 oxidoreductase/ zinc ion binding [Arabidopsis thaliana]

MICRO.11003.C1_714 1.63 0.01 1.18 0.30 1.43 0.04 1.47 0.06 0.62 0.04 0.58 0.02 0.77 0.17 0.85 0.46 AM454907 RNA binding / ribonuclease III [Arabidopsis thaliana]

MICRO.712.C23_3562 2.52 0.00 2.36 0.00 2.13 0.00 0.78 0.12 0.92 0.54 0.92 0.48 0.90 0.32 0.55 0.02 AM457663 ATPREP1/ATZNMP; metalloendopeptidase [Arabidopsis thaliana]

cPRO16L13TH_343 1.38 0.02 1.95 0.00 1.80 0.01 2.15 0.00 0.57 0.01 0.59 0.01 0.66 0.05 0.66 0.05 CT990488 unknown protein [Arabidopsis thaliana]

MICRO.3196.C3_1044 0.90 0.33 3.55 0.00 3.36 0.04 13.49 0.00 0.20 0.00 0.23 0.00 0.30 0.00 1.12 0.42 NA unknown [Solanum tuberosum]

MICRO.464.C1_670 4.85 0.00 4.59 0.01 2.13 0.10 0.65 0.07 0.86 0.38 1.12 0.52 0.68 0.08 0.68 0.12 AY442179 Catalase isozyme 2

MICRO.6807.C1_503 1.33 0.15 1.47 0.04 1.56 0.01 1.16 0.54 0.84 0.23 0.61 0.02 0.77 0.17 0.75 0.12 U69633 NA

MICRO.3180.C2_1138 1.47 0.01 1.11 0.45 1.58 0.09 1.50 0.04 0.72 0.10 0.44 0.01 0.72 0.14 0.47 0.05 NA hypothetical protein OsI_003994 [Oryza sativa (indica cultivar-group)]

bf_mxlfxxxx_0010b05.t3m.scf_85 2.37 0.00 1.71 0.02 1.91 0.00 1.00 0.99 0.90 0.54 0.67 0.07 0.61 0.03 0.57 0.22 NA HAD-superfamily hydrolase subfamily IA, variant 3 [Medicago truncatula]

171G08AF.esd_572 2.69 0.00 2.18 0.10 1.95 0.01 1.33 0.40 0.78 0.40 0.64 0.39 0.69 0.33 0.56 0.33 NA NA

bf_arrayxxx_0064a10.t7m.scf_18 1.80 0.00 2.46 0.01 2.82 0.01 5.31 0.00 0.42 0.01 0.46 0.06 0.49 0.02 0.56 0.08 NA NA

MICRO.2367.C1_53 1.04 0.74 1.36 0.14 1.67 0.02 2.02 0.00 0.69 0.03 0.63 0.05 0.78 0.05 0.81 0.29 AC140022 hypothetical protein MtrDRAFT_AC140022g23v2 [Medicago truncatula]

MICRO.16453.C1_450 1.16 0.16 1.22 0.17 1.42 0.01 1.23 0.37 0.81 0.17 0.89 0.40 0.76 0.11 0.62 0.01 NA unknown protein [Arabidopsis thaliana]

MICRO.1081.C28_1476 1.45 0.04 2.05 0.01 1.69 0.11 1.18 0.32 0.63 0.04 0.76 0.12 0.55 0.01 0.95 0.74 AM087200 NA

MICRO.3479.C2_1371 1.20 0.14 1.75 0.01 2.09 0.02 1.14 0.57 1.30 0.24 0.70 0.04 0.75 0.06 0.21 0.00 DQ275467 putative glucosyltransferase [Lycopersicon esculentum]

MICRO.9700.C1_186 1.79 0.10 1.50 0.16 1.94 0.01 1.71 0.04 0.25 0.02 0.43 0.20 0.30 0.07 0.08 0.06 NA R1 [Solanum tuberosum]

MICRO.7667.C1_1162 1.14 0.25 1.21 0.30 1.14 0.29 2.10 0.00 0.62 0.03 0.80 0.34 0.65 0.10 0.59 0.07 NA Os06g0225100 [Oryza sativa (japonica cultivar-group)]

MICRO.7107.C7_273 4.48 0.00 2.95 0.02 2.61 0.01 1.61 0.05 0.52 0.05 0.54 0.15 0.53 0.10 0.58 0.22 NA oligopeptide transporter OPT-like [Oryza sativa (japonica cultivar-group)]

MICRO.6127.C2_7 1.28 0.11 1.36 0.16 1.30 0.19 2.20 0.01 0.48 0.11 0.59 0.19 0.61 0.21 0.78 0.59 NA hypothetical protein MtrDRAFT_AC135320g13v1 [Medicago truncatula]

bf_mxflxxxx_0046b06.t3m.scf_243 3.56 0.00 2.88 0.02 2.27 0.02 0.73 0.10 0.91 0.56 0.87 0.41 0.76 0.11 0.58 0.07 NA NA

bf_cswbxxxx_0008b12.t3m.scf_225 1.08 0.65 1.22 0.15 1.34 0.11 1.81 0.01 0.77 0.08 0.67 0.02 0.57 0.03 0.86 0.28 NA NA

MICRO.4586.C1_653 1.49 0.02 1.19 0.30 1.23 0.13 1.20 0.21 0.65 0.07 0.57 0.03 0.55 0.02 0.60 0.04 BT013298 zinc finger protein LSD2 [Brassica oleracea]

STDB003I07u.scf_251 1.49 0.02 1.35 0.08 1.44 0.02 1.32 0.12 0.60 0.08 0.66 0.02 0.72 0.08 0.82 0.21 NA sugar binding [Arabidopsis thaliana]

MICRO.15923.C1_350 2.03 0.01 1.28 0.12 1.73 0.03 1.50 0.03 0.63 0.07 0.41 0.01 0.54 0.02 0.45 0.04 BT013439 4-coumarate-CoA ligase/ fatty-acyl-CoA synthase [Arabidopsis thaliana]

bf_mxflxxxx_0039c10.t3m.scf_239 1.68 0.07 1.67 0.02 1.21 0.21 1.23 0.64 0.26 0.02 0.33 0.04 0.33 0.03 0.29 0.14 NA NA

MICRO.10292.C3_176 2.21 0.00 2.04 0.01 2.20 0.00 2.55 0.00 0.28 0.01 0.42 0.02 0.40 0.04 0.41 0.09 AC142505 NA

MICRO.7442.C2_886 1.84 0.00 1.48 0.07 1.60 0.01 1.24 0.69 0.46 0.01 0.76 0.45 0.63 0.07 0.67 0.42 AM434445 unknown protein [Arabidopsis thaliana]

cSTS3J16TH_498 1.58 0.01 2.27 0.01 2.77 0.00 5.11 0.00 0.38 0.01 0.50 0.03 0.44 0.01 0.48 0.03 AY496119 disulfide oxidoreductase/ monooxygenase [Arabidopsis thaliana]

MICRO.9766.C1_568 1.71 0.01 1.24 0.26 1.47 0.07 1.31 0.17 0.61 0.03 0.42 0.00 0.84 0.42 0.53 0.02 NA NA

bf_swstxxxx_0017h02.t3m.scf_78 1.09 0.62 1.78 0.01 1.90 0.04 2.46 0.02 0.47 0.04 0.51 0.01 0.63 0.15 0.86 0.34 DQ222501 NA

MICRO.10589.C1_784 2.03 0.00 2.38 0.03 3.90 0.02 2.64 0.00 0.18 0.00 0.23 0.01 0.32 0.01 0.38 0.03 NA HEAT [Medicago truncatula]

bf_mxlfxxxx_0070h09.t3m.scf_646 1.38 0.07 2.17 0.01 1.95 0.01 7.94 0.00 0.07 0.03 0.14 0.03 0.24 0.04 0.40 0.14 NA NA

MICRO.3282.C1_497 1.89 0.00 1.27 0.15 1.27 0.12 1.26 0.17 0.99 0.93 0.73 0.06 0.64 0.02 0.48 0.04 AF413573 thylakoid-bound ascorbate peroxidase [Nicotiana tabacum]

MICRO.2286.C8_280 1.89 0.00 2.58 0.00 2.41 0.00 1.45 0.06 0.68 0.09 0.77 0.13 0.67 0.10 0.68 0.13 NA NA

bf_ivrootxx_0037c05.t3m.scf_489 1.32 0.06 1.81 0.01 1.87 0.01 1.78 0.04 0.43 0.02 0.71 0.12 0.60 0.05 0.62 0.12 NA NA

MICRO.12732.C1_689 1.86 0.02 3.00 0.00 1.90 0.00 1.53 0.06 0.63 0.11 0.41 0.02 0.57 0.09 0.65 0.29 NA Calmodulin binding protein-like [Medicago truncatula]

BF_TUBSXXXX_0056A02_T3M.SCF_606 1.14 0.36 1.36 0.15 2.35 0.00 2.71 0.00 0.50 0.02 0.59 0.04 0.69 0.11 1.35 0.26 NA Putative plant transposon protein [Medicago truncatula]

bf_arrayxxx_0040c02.t7m.scf_561 1.26 0.16 1.55 0.06 1.28 0.18 1.47 0.12 0.43 0.14 0.74 0.23 0.48 0.11 0.90 0.78 AP009358 NA

MICRO.9656.C1_184 3.21 0.00 2.02 0.01 2.16 0.00 1.09 0.60 0.91 0.69 0.91 0.56 0.71 0.05 0.50 0.03 NA NA

MICRO.5442.C1_1664 1.59 0.01 1.50 0.14 1.51 0.02 2.15 0.01 0.40 0.00 0.70 0.24 0.60 0.02 0.82 0.24 NA glucosyltransferase NTGT3 [Nicotiana tabacum]

POCAP41TP_20 1.31 0.18 1.36 0.19 1.45 0.08 1.84 0.03 0.41 0.10 0.40 0.05 0.42 0.13 0.46 0.27 NA hypothetical protein [Oryza sativa (japonica cultivar-group)]

MICRO.3959.C1_623 1.55 0.03 1.86 0.02 1.80 0.02 1.23 0.45 0.64 0.16 0.75 0.28 0.89 0.63 0.89 0.69 NA glutamate-ammonia ligase [Arabidopsis thaliana]

bf_ivrootxx_0020h12.t3m.scf_125 1.25 0.23 1.13 0.41 1.58 0.01 1.53 0.02 0.76 0.07 0.77 0.10 0.72 0.03 0.72 0.03 BT013884 NA

MICRO.15198.C2_790 1.05 0.71 1.56 0.03 1.35 0.04 1.58 0.07 0.54 0.01 0.54 0.01 0.53 0.00 0.99 0.92 NA Os09g0363500 [Oryza sativa (japonica cultivar-group)]

SDBN004M03u.scf_202 1.64 0.01 1.80 0.01 1.79 0.00 0.98 0.92 0.74 0.29 0.66 0.04 0.70 0.08 0.59 0.06 NA NA

MICRO.12596.C1_1380 2.57 0.00 1.65 0.06 2.27 0.00 0.99 0.97 0.71 0.07 0.66 0.07 0.85 0.25 0.46 0.01 NA Octicosapeptide/Phox/Bem1p [Medicago truncatula]

cSTB9F8TH_270 1.89 0.00 2.22 0.01 1.68 0.01 1.43 0.04 0.56 0.02 0.80 0.17 0.59 0.01 0.77 0.18 NA NA

cSTA34B10TH_35 1.60 0.01 1.35 0.11 1.31 0.13 1.34 0.20 0.61 0.05 0.81 0.21 0.68 0.05 0.73 0.56 AK227327 ZW10 [Arabidopsis thaliana]

MICRO.12321.C1_1271 1.26 0.06 1.49 0.04 1.68 0.01 1.86 0.01 0.66 0.04 0.55 0.01 0.55 0.01 0.70 0.04 CT476825 MAP1C (METHIONINE AMINOPEPTIDASE 1B); metalloexopeptidase [Arabidopsis thaliana]

MICRO.7804.C2_1239 1.24 0.13 1.37 0.13 1.56 0.02 1.35 0.13 0.75 0.25 0.70 0.17 0.74 0.20 0.84 0.61 AM424311 oxidoreductase, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors [Arabidopsis thaliana]

STMDT47TV_483 1.52 0.05 1.67 0.01 2.02 0.00 1.33 0.13 0.46 0.10 0.51 0.01 0.62 0.14 0.32 0.04 NA NA

MICRO.18313.C1_160 1.22 0.10 1.28 0.16 1.14 0.20 1.27 0.11 0.51 0.02 0.54 0.02 0.51 0.00 0.72 0.14 NA unknown [Arabidopsis thaliana]

MICRO.9295.C1_620 1.08 0.42 2.17 0.00 2.54 0.04 5.46 0.00 0.37 0.01 0.48 0.00 0.54 0.04 0.79 0.07 AK224617 Os03g0748600 [Oryza sativa (japonica cultivar-group)]

MICRO.3519.C2_661 2.08 0.00 2.55 0.00 1.64 0.01 0.94 0.76 0.67 0.09 0.96 0.89 0.68 0.16 0.53 0.20 AK227744 unknown protein [Arabidopsis thaliana]

bf_lbchxxxx_0056c10.t3m.scf_233 2.47 0.00 3.09 0.00 2.23 0.00 1.93 0.02 0.16 0.04 0.23 0.05 0.29 0.06 0.42 0.14 NA NA

MICRO.11518.C1_1292 1.41 0.04 2.07 0.01 1.76 0.01 1.19 0.33 0.88 0.49 0.79 0.26 0.91 0.60 0.87 0.60 AC146506 NA

bf_swstxxxx_0050c08.t3m.scf_21 1.76 0.02 2.47 0.00 1.51 0.10 1.63 0.03 0.32 0.03 0.52 0.12 0.44 0.05 0.54 0.16 NA NA

MICRO.4671.C1_1361 1.07 0.58 1.15 0.44 1.39 0.07 1.68 0.04 0.47 0.03 0.56 0.09 0.74 0.26 0.94 0.82 NA hypothetical protein OsI_026229 [Oryza sativa (indica cultivar-group)]

MICRO.4152.C1_825 1.03 0.80 1.41 0.29 1.10 0.58 2.97 0.00 0.35 0.01 0.53 0.03 0.43 0.01 1.29 0.20 AF176776 xyloglucan endotransglycosylase LeXET2 [Lycopersicon esculentum]

MICRO.4562.C1_837 1.55 0.00 1.44 0.07 1.80 0.01 1.45 0.37 0.77 0.17 0.71 0.11 0.72 0.15 0.60 0.29 NA glutathione S-transferase Z1 [Malva pusilla]

MICRO.4215.C2_692 1.57 0.01 1.37 0.14 1.75 0.01 0.97 0.87 0.78 0.19 0.65 0.09 0.73 0.10 0.35 0.04 AF492635 putative anthocyanidine rhamnosyl-transferase [Capsicum annuum]

ACDA04454D02.T3m.scf_361 1.33 0.05 1.94 0.01 2.17 0.00 1.97 0.01 0.58 0.02 0.66 0.02 0.61 0.02 0.59 0.02 NA NA

bf_ivrootxx_0004g04.t3m.scf_1 1.34 0.10 1.67 0.03 1.57 0.01 1.37 0.11 0.58 0.03 0.84 0.27 0.66 0.05 0.87 0.50 NA NA

cPRO13I21TH_496 1.47 0.01 1.67 0.01 1.70 0.01 0.82 0.29 0.85 0.32 0.88 0.47 0.79 0.19 0.99 0.95 NA NA

MICRO.6984.C1_259 1.22 0.45 2.02 0.01 2.04 0.02 3.73 0.00 0.88 0.37 0.71 0.06 0.84 0.19 0.95 0.68 NA NA

MICRO.10423.C1_893 1.90 0.00 1.65 0.24 1.66 0.00 1.34 0.06 0.70 0.08 0.84 0.30 0.90 0.48 0.72 0.19 NA NA

MICRO.15367.C1_737 1.58 0.05 1.68 0.02 1.87 0.01 1.51 0.06 0.65 0.08 0.62 0.07 0.80 0.26 0.51 0.10 NA Os12g0210400 [Oryza sativa (japonica cultivar-group)]

bf_mxlfxxxx_0017e05.t3m.scf_139 1.51 0.01 2.07 0.01 1.88 0.00 1.76 0.02 0.16 0.01 0.36 0.01 0.31 0.02 0.46 0.07 NM_001067382 Os08g0114100 [Oryza sativa (japonica cultivar-group)]

bf_mxlfxxxx_0062g09.t3m.scf_62 1.25 0.41 1.66 0.02 3.21 0.01 4.30 0.00 0.39 0.11 0.39 0.23 0.51 0.05 0.68 0.54 DQ458998 NA

bf_mxflxxxx_0016g09.t3m.scf_634 1.05 0.76 1.57 0.04 1.78 0.01 2.34 0.00 0.72 0.08 0.78 0.14 0.82 0.19 0.93 0.68 AP009359 NA

MICRO.11653.C1_750 1.26 0.23 1.44 0.10 1.83 0.05 1.35 0.09 0.73 0.15 0.66 0.05 0.68 0.09 0.82 0.47 NA kinase [Arabidopsis thaliana]

MICRO.2055.C3_405 1.67 0.07 1.58 0.03 1.40 0.09 2.21 0.00 0.44 0.01 0.57 0.03 0.47 0.02 0.67 0.10 AC151815 NA

bf_arrayxxx_0046b02.t7m.scf_638 1.36 0.08 1.95 0.03 1.20 0.35 1.72 0.05 0.82 0.46 0.80 0.48 0.63 0.25 0.59 0.26 BT014052 NAD-dependent epimerase/dehydratase [Medicago truncatula]

POCA547TV_286 1.60 0.07 2.30 0.00 1.94 0.01 2.00 0.01 0.50 0.02 0.60 0.02 0.43 0.02 0.71 0.17 AK224829 NA

MICRO.4152.C2_482 1.21 0.17 1.08 0.78 1.19 0.17 2.92 0.00 0.41 0.01 0.42 0.01 0.42 0.01 1.51 0.04 AF176776 xyloglucan endotransglycosylase LeXET2 [Lycopersicon esculentum]

MICRO.677.C2_410 1.90 0.00 2.09 0.00 2.11 0.00 1.26 0.13 0.50 0.03 0.65 0.02 0.57 0.01 0.73 0.07 NA NA

MICRO.11644.C1_380 1.02 0.87 1.66 0.01 1.98 0.04 1.71 0.01 0.41 0.00 0.56 0.01 0.74 0.07 1.15 0.55 NA hypothetical protein MtrDRAFT_AC136506g13v2 [Medicago truncatula]

bf_lbchxxxx_0059e01.t3m.scf_215 1.83 0.00 1.59 0.02 1.87 0.00 1.37 0.05 0.53 0.01 0.57 0.01 0.58 0.10 0.74 0.10 NA NA

MICRO.7455.C1_1391 2.81 0.00 3.03 0.00 3.07 0.00 1.25 0.16 0.60 0.03 0.78 0.15 0.57 0.04 0.61 0.09 NA NA

MICRO.941.C3_845 1.78 0.02 1.37 0.23 1.51 0.01 1.86 0.00 0.73 0.13 0.66 0.02 0.62 0.01 0.89 0.31 NA Survival protein SurE [Medicago truncatula]

SSBN003M15u.scf_283 1.82 0.10 3.49 0.00 2.02 0.00 1.71 0.00 0.54 0.01 0.71 0.10 0.48 0.00 0.64 0.04 NA NA

MICRO.10706.C1_800 1.28 0.08 1.33 0.10 1.34 0.05 1.55 0.04 0.58 0.05 0.53 0.02 0.64 0.06 0.62 0.11 NA catalytic/ mannosyltransferase [Arabidopsis thaliana]

MICRO.2511.C3_1007 1.97 0.00 1.65 0.04 1.23 0.21 1.34 0.77 0.69 0.23 0.75 0.20 0.73 0.24 0.69 0.29 CT829354 hypothetical protein OsI_023103 [Oryza sativa (indica cultivar-group)]



MICRO.4586.C2_731 1.15 0.43 1.22 0.17 1.43 0.03 1.33 0.07 0.74 0.16 0.61 0.02 0.61 0.17 0.69 0.09 BT013298 zinc finger protein LSD1 [Brassica oleracea]

MICRO.1081.C5_616 2.18 0.00 2.42 0.00 2.35 0.02 1.26 0.26 0.48 0.01 0.72 0.09 0.55 0.17 0.69 0.35 NA NA

STMDS60TV_344 1.55 0.01 1.31 0.06 1.92 0.00 1.26 0.08 0.76 0.21 0.59 0.01 0.79 0.07 0.64 0.02 NA hypothetical protein BrnapMp064 [Brassica napus]

bf_acdcxxxx_0031a05.t3m.scf_517 1.18 0.11 1.18 0.26 2.00 0.00 1.24 0.18 0.54 0.08 0.36 0.00 0.76 0.24 0.52 0.04 BA000042 hypothetical protein NitaMp094 [Nicotiana tabacum]

MICRO.15741.C3_885 0.88 0.47 1.29 0.06 1.37 0.03 2.17 0.00 0.66 0.04 0.76 0.07 0.73 0.04 1.07 0.68 NA hypothetical protein OsJ_006906 [Oryza sativa (japonica cultivar-group)]

MICRO.5753.C1_904 1.13 0.45 1.30 0.09 1.56 0.00 2.81 0.00 0.62 0.02 1.03 0.89 0.59 0.00 0.50 0.00 AB212933 NA

cPRO34M12TH_94 1.60 0.01 1.51 0.08 1.39 0.07 1.59 0.08 0.48 0.05 0.49 0.11 0.61 0.20 0.64 0.27 DQ245365 unknown protein [Arabidopsis thaliana]

POCAF10TV_554 1.07 0.64 2.31 0.01 2.96 0.03 7.01 0.00 0.38 0.00 0.37 0.01 0.41 0.00 0.99 0.95 NA NA

MICRO.4911.C1_1244 4.08 0.00 5.86 0.00 4.40 0.00 3.15 0.03 0.23 0.00 0.32 0.01 0.39 0.00 0.29 0.00 NA NA

STMHQ63TV_447 1.13 0.27 1.16 0.33 1.42 0.01 1.76 0.01 0.46 0.08 0.45 0.10 0.39 0.04 0.56 0.05 NA tospovirus resistance protein E [Lycopersicon esculentum]

MICRO.2042.C2_664 1.25 0.08 1.25 0.23 1.24 0.14 1.12 0.45 0.86 0.35 0.84 0.33 0.91 0.54 0.74 0.27 NA NA

bf_ivrootxx_0051E11.t3m.scf_365 1.84 0.00 1.70 0.01 1.37 0.05 1.05 0.71 0.52 0.02 0.58 0.03 0.53 0.01 0.64 0.11 NA unknown protein [Arabidopsis thaliana]

MICRO.6879.C5_322 1.90 0.04 1.39 0.07 2.13 0.00 1.29 0.13 0.54 0.03 0.40 0.01 0.56 0.03 0.35 0.02 BT012792 cysteine protease [Anthurium andraeanum]

MICRO.5649.C1_251 3.31 0.02 3.81 0.00 2.75 0.00 0.98 0.89 0.73 0.29 0.75 0.11 0.81 0.25 0.37 0.03 NA NA

MICRO.10858.C1_1 1.53 0.05 1.32 0.25 1.86 0.00 1.64 0.02 0.59 0.08 0.56 0.01 0.74 0.23 0.75 0.10 AM472659 hypothetical protein MtrDRAFT_AC146683g47v2 [Medicago truncatula]

bf_acdaxxxx_0057h04.t3m.scf_616 1.39 0.04 1.50 0.32 1.54 0.02 1.97 0.01 0.67 0.10 0.72 0.36 0.76 0.21 0.77 0.49 AM475541 carbohydrate transporter/ sugar porter/ transporter [Arabidopsis thaliana]

MICRO.7625.C1_603 1.50 0.29 1.90 0.01 3.06 0.00 4.34 0.00 0.66 0.21 0.45 0.03 0.78 0.18 0.61 0.05 AK226252 ATP binding / tRNA ligase/ tryptophan-tRNA ligase [Arabidopsis thaliana]

MICRO.16148.C1_460 1.45 0.02 1.92 0.01 1.77 0.01 1.15 0.42 0.49 0.02 0.72 0.13 0.73 0.15 0.89 0.62 NA NA

MICRO.4427.C3_1465 4.92 0.00 5.48 0.01 3.81 0.00 0.95 0.62 0.94 0.60 0.87 0.61 0.80 0.09 0.36 0.00 AK228936 pectinacetylesterase precursor [Vigna radiata var. radiata]

MICRO.712.C9_1 2.49 0.00 3.00 0.00 3.10 0.00 1.75 0.01 0.44 0.01 0.48 0.03 0.48 0.02 0.48 0.01 NA hypothetical protein MtrDRAFT_AC137510g7v1 [Medicago truncatula]

MICRO.347.C31_670 1.29 0.21 1.36 0.34 1.71 0.07 1.87 0.03 0.40 0.01 0.48 0.01 0.63 0.06 1.00 1.00 NA En/Spm-like transposon proteins; Putative plant transposon protein [Medicago truncatula]

cSTB47I24TH_212 1.00 0.98 1.29 0.63 1.12 0.46 2.00 0.01 0.72 0.17 0.78 0.35 0.80 0.35 0.90 0.69 BT013837 nucleotide binding [Arabidopsis thaliana]

MICRO.3295.C1_1912 2.56 0.01 2.43 0.00 2.61 0.00 1.51 0.03 0.44 0.03 0.44 0.02 0.45 0.03 0.32 0.05 AB095099 RelA-SpoT like protein RSH4 [Nicotiana tabacum]

MICRO.13823.C1_1872 1.08 0.78 2.13 0.00 2.43 0.04 2.41 0.13 0.18 0.00 0.43 0.00 0.48 0.02 0.67 0.34 AF393847 beta-amylase PCT-BMYI [Solanum tuberosum]

MICRO.1081.C3_1 1.41 0.04 2.92 0.00 1.84 0.01 1.39 0.09 0.48 0.01 0.66 0.04 0.58 0.02 0.61 0.10 AP009300 NA

MICRO.10128.C1_568 1.26 0.10 1.95 0.01 2.11 0.00 2.02 0.00 0.71 0.08 0.83 0.27 0.89 0.34 0.64 0.07 NA unnamed protein product [Arabidopsis thaliana]

MICRO.7880.C2_1119 3.85 0.00 2.41 0.00 2.81 0.00 1.49 0.06 0.42 0.02 0.29 0.03 0.34 0.03 0.17 0.08 Y14810 carotene beta-hydroxylase [Lycopersicon esculentum]

MICRO.7821.C1_692 1.20 0.23 1.55 0.03 1.29 0.12 1.35 0.16 0.78 0.24 0.77 0.14 0.84 0.35 0.54 0.21 NA NA

MICRO.9345.C2_1350 1.21 0.16 1.76 0.02 1.11 0.53 1.07 0.73 0.80 0.35 0.86 0.53 0.62 0.50 0.61 0.21 BA000042 NA

cSTS19E15TH_697 1.15 0.32 1.28 0.35 1.23 0.37 2.72 0.00 0.87 0.49 0.78 0.34 0.82 0.48 0.84 0.57 NA Protein kinase [Medicago truncatula]

MICRO.13762.C1_634 1.78 0.00 1.91 0.03 1.44 0.05 1.09 0.69 0.42 0.03 0.35 0.04 0.34 0.05 0.20 0.07 NA Os07g0588800 [Oryza sativa (japonica cultivar-group)]

STMHK02TV_579 2.68 0.10 1.28 0.14 1.39 0.04 1.55 0.04 0.58 0.03 0.75 0.15 0.69 0.09 0.71 0.16 BT014027 Short-chain dehydrogenase/reductase SDR [Medicago truncatula]

ACDA03441G09.T3m.scf_101 2.08 0.08 1.83 0.06 2.50 0.00 2.25 0.00 0.47 0.13 0.46 0.04 0.22 0.01 0.59 0.08 AK224664 NA

SDBN006L12u.scf_292 1.34 0.14 1.88 0.01 1.61 0.01 1.90 0.02 0.38 0.01 0.47 0.08 0.52 0.06 0.53 0.00 DQ779880 putative RNA-binding protein [Ammopiptanthus mongolicus]

MICRO.14878.C1_863 1.76 0.01 1.33 0.09 1.44 0.02 0.93 0.56 1.00 1.00 0.93 0.62 0.74 0.07 0.51 0.04 AY085696 unknown protein [Arabidopsis thaliana]

MICRO.16939.C1_469 2.27 0.00 1.05 0.77 2.39 0.02 1.26 0.19 0.53 0.02 0.52 0.02 0.71 0.15 0.43 0.11 AM113866 Os03g0360700 [Oryza sativa (japonica cultivar-group)]

MICRO.13606.C1_616 1.43 0.06 2.48 0.00 2.49 0.03 5.31 0.00 0.49 0.10 0.61 0.01 0.65 0.07 0.69 0.05 DQ284466 patatin-like protein 1 [Nicotiana tabacum]

MICRO.3375.C2_630 2.04 0.00 1.83 0.02 1.58 0.02 1.30 0.19 0.59 0.06 0.67 0.16 0.60 0.07 0.45 0.10 NA F5O11.12 [Arabidopsis thaliana]

MICRO.3225.C1_1237 1.49 0.01 1.10 0.71 1.65 0.01 1.97 0.00 0.87 0.29 0.66 0.19 0.78 0.10 0.65 0.02 BT013818 H0515C11.4 [Oryza sativa (indica cultivar-group)]

cSTB41E7TH_201 1.54 0.01 1.47 0.12 1.85 0.01 1.51 0.07 0.56 0.06 0.74 0.22 0.69 0.21 0.73 0.28 NA Protein kinase [Medicago truncatula]

MICRO.378.C1_621 1.26 0.20 1.39 0.10 1.50 0.01 1.76 0.01 0.54 0.02 0.70 0.09 0.73 0.10 0.84 0.40 AP009287 unnamed protein product [Arabidopsis thaliana]

MICRO.12770.C5_222 1.22 0.13 1.75 0.03 1.39 0.14 2.09 0.00 0.35 0.02 0.72 0.28 0.52 0.08 0.70 0.25 BT012787 hypothetical protein OsI_005263 [Oryza sativa (indica cultivar-group)]

bf_ivrootxx_0030e03.t3m.scf_581 1.29 0.05 1.46 0.05 1.47 0.02 1.14 0.32 0.69 0.03 0.80 0.21 0.75 0.10 0.63 0.04 NA disease resistance protein BS2 [Capsicum chacoense]

MICRO.2775.C1_952 2.52 0.00 2.14 0.01 1.72 0.08 1.18 0.65 0.46 0.04 0.68 0.25 0.45 0.02 0.27 0.12 DQ284473 cyclophilin ROC7-like [Solanum tuberosum]

MICRO.10932.C1_98 1.15 0.24 1.53 0.06 1.21 0.18 1.17 0.30 0.51 0.01 0.66 0.16 0.62 0.06 0.80 0.31 NA NA

BF_TUBSXXXX_0021F01_T3M.SCF_160 1.31 0.30 1.55 0.02 1.68 0.02 1.68 0.00 0.60 0.02 0.68 0.01 0.56 0.00 0.82 0.13 AM486279 NA

bf_suspxxxx_0007G11.t3m.scf_524 1.53 0.01 2.25 0.01 1.58 0.01 1.14 0.36 0.51 0.02 0.44 0.01 0.60 0.05 0.48 0.02 NA NA

MICRO.18105.C1_502 1.96 0.00 1.69 0.02 1.61 0.01 0.90 0.63 0.86 0.58 0.97 0.80 0.64 0.08 0.24 0.00 AB211520 similar to ATP synthase subunit H protein [Solanum lycopersicum]

MICRO.2772.C2_1399 1.36 0.07 1.85 0.01 1.58 0.01 1.96 0.04 0.41 0.00 0.50 0.01 0.44 0.00 0.32 0.01 AF193845 branched-chain amino acid aminotransferase [Solanum tuberosum]

SDBN003G06u.scf_506 1.24 0.12 1.13 0.53 1.64 0.01 2.40 0.00 0.52 0.06 0.68 0.09 0.77 0.26 0.71 0.30 NA NA

MICRO.8501.C1_671 0.94 0.67 1.22 0.26 1.53 0.02 1.66 0.01 0.56 0.01 0.78 0.15 0.79 0.20 0.63 0.03 NA tospovirus resistance protein C [Lycopersicon esculentum]

MICRO.13206.C1_1451 2.34 0.02 2.26 0.01 1.51 0.04 0.88 0.67 0.91 0.73 0.90 0.65 0.75 0.38 0.39 0.16 Y08292 hypothetical protein OsI_008144 [Oryza sativa (indica cultivar-group)]

MICRO.1720.C1_803 0.97 0.82 1.14 0.47 1.14 0.38 1.27 0.26 0.72 0.27 0.93 0.69 0.99 0.97 0.87 0.56 CU019621 AAA ATPase [Medicago truncatula]

MICRO.4076.C2_1351 1.06 0.66 1.43 0.04 1.27 0.06 1.80 0.01 0.41 0.00 0.46 0.00 0.51 0.00 1.08 0.75 NA expressed protein [Arabidopsis thaliana]



Probe ID Normalized t-test P-value Normalized t-test P-value Normalized t-test P-value Normalized t-test P-value Normalized t-test P-value Normalized t-test P-value Normalized t-test P-value Normalized t-test P-value Genbank Description

MICRO.8260.C1_490 0.53 0.01 0.62 0.18 0.52 0.02 0.71 0.13 1.38 0.08 1.26 0.19 1.52 0.08 1.32 0.15 NA TEJ; poly(ADP-ribose) glycohydrolase [Arabidopsis thaliana]

MICRO.1313.C1_1686 0.21 0.00 0.28 0.01 0.27 0.00 0.43 0.02 2.36 0.00 3.02 0.02 3.15 0.00 1.76 0.02 NM_127791 Os01g0871300 [Oryza sativa (japonica cultivar-group)]

MICRO.2286.C62_873 0.17 0.03 0.22 0.19 0.14 0.05 0.15 0.01 1.54 0.03 2.49 0.00 1.84 0.02 1.28 0.13 NA NA

bf_mxlfxxxx_0054d12.t3m.scf_33 0.49 0.00 0.81 0.25 0.40 0.01 0.76 0.10 1.39 0.07 1.16 0.28 0.97 0.89 1.44 0.08 AC149301 NA

MICRO.2317.C1_560 1.00 0.99 0.62 0.03 0.85 0.28 0.56 0.01 1.53 0.04 1.27 0.24 1.84 0.01 1.07 0.64 NA unknown protein [Arabidopsis thaliana]

bf_stolxxxx_0040g02.t3m.scf_41 0.34 0.00 0.25 0.00 0.54 0.15 1.72 0.18 1.06 0.70 2.56 0.23 5.27 0.00 32.42 0.00 NA NA

MICRO.14409.C1_894 0.45 0.00 0.51 0.02 0.72 0.21 0.69 0.08 3.65 0.00 2.71 0.00 3.40 0.00 1.67 0.04 NA NA

MICRO.438.C1_1653 0.80 0.10 0.66 0.01 0.73 0.06 1.38 0.18 1.43 0.04 1.38 0.11 1.11 0.57 2.63 0.00 BT013857 GDP dissociation inhibitor [Nicotiana tabacum]

MICRO.5059.C1_1144 0.50 0.02 0.69 0.10 0.60 0.11 0.76 0.15 1.80 0.01 1.64 0.01 1.67 0.02 1.11 0.60 NA NA

bf_mxlfxxxx_0031f03.t3m.scf_102 0.07 0.00 0.05 0.01 0.04 0.01 0.14 0.09 1.37 0.11 2.26 0.04 1.86 0.01 4.55 0.00 NA NA

MICRO.7929.C2_136 0.07 0.01 0.12 0.01 0.04 0.01 0.19 0.03 3.79 0.02 4.09 0.00 3.61 0.03 3.18 0.05 NA NA

bf_cswbxxxx_0062b08.t3m.scf_68 0.14 0.01 0.27 0.00 0.40 0.00 0.14 0.00 4.07 0.00 2.78 0.07 3.02 0.03 3.73 0.05 NA NA

ACDA04363D07.T3m.scf_562 0.43 0.00 0.61 0.09 0.68 0.06 0.99 0.97 1.02 0.89 1.18 0.56 1.44 0.05 1.55 0.05 NA hypothetical protein OsI_000006 [Oryza sativa (indica cultivar-group)]

MICRO.9105.C7_745 0.65 0.08 0.66 0.03 0.90 0.47 0.57 0.02 2.87 0.00 1.80 0.02 2.47 0.00 1.15 0.43 AB061243 tyramine hydroxycinnamoyl transferase [Solanum tuberosum]

MICRO.2633.C1_702 0.66 0.04 0.64 0.07 0.68 0.09 0.86 0.46 1.84 0.02 1.39 0.07 1.39 0.14 1.21 0.41 AB040485 ent-kaurene oxidase CYP701A5 [Stevia rebaudiana]

STMDB71TV_77 0.27 0.00 0.49 0.11 0.43 0.03 0.74 0.26 1.32 0.14 1.78 0.02 1.09 0.70 1.28 0.38 NA NA

BF_TUBSXXXX_0042D03_T3M.SCF_259 0.25 0.01 0.42 0.04 0.24 0.04 1.26 0.14 0.85 0.36 1.43 0.04 1.55 0.38 5.14 0.00 NA NA

ACDA02009H05.T3m.scf_410 0.62 0.07 0.78 0.19 0.65 0.06 0.62 0.10 1.31 0.14 1.42 0.06 1.19 0.39 1.20 0.41 NA NA

STMEK26TV_432 0.34 0.00 0.42 0.02 0.51 0.10 0.76 0.28 1.04 0.81 1.26 0.12 1.34 0.07 1.12 0.48 NA NA

MICRO.5849.C3_725 0.54 0.02 0.60 0.04 0.71 0.09 0.97 0.86 1.55 0.17 1.40 0.04 1.47 0.04 1.77 0.01 AC151801 inner membrane transport protein YdhC [Vibrio cholerae V52]

POCCH31TP_61 0.63 0.03 0.66 0.11 0.82 0.29 0.94 0.74 1.06 0.70 1.19 0.30 1.20 0.37 1.69 0.02 NM_102111 myb-like transcription factor 1 [Gossypium herbaceum]

MICRO.1643.C6_866 0.23 0.00 0.29 0.01 0.24 0.00 0.52 0.03 1.98 0.01 3.78 0.00 2.87 0.07 7.04 0.00 NA Sulfotransferase [Medicago truncatula]

TBSK02033FB05.t3m.scf_117 0.11 0.00 0.08 0.00 0.08 0.00 0.26 0.00 2.20 0.00 2.51 0.00 3.82 0.00 10.92 0.00 NA NA

BPLI5E20TH_63 0.02 0.00 0.03 0.00 0.05 0.01 0.09 0.01 2.43 0.00 3.86 0.00 5.07 0.00 11.70 0.00 NA NA

MICRO.339.C26_1241 0.07 0.00 0.21 0.02 0.17 0.00 0.58 0.05 1.47 0.08 1.88 0.01 1.73 0.01 3.98 0.01 NA NA

MICRO.1081.C57_303 0.33 0.01 0.48 0.32 0.41 0.01 0.31 0.05 3.31 0.02 3.45 0.04 3.22 0.01 3.19 0.00 NA NA

POCBH32TV_359 0.25 0.01 0.26 0.03 0.32 0.01 0.58 0.12 3.08 0.00 2.48 0.00 2.39 0.01 1.65 0.07 NA NA

MICRO.10015.C1_1103 0.54 0.05 0.46 0.03 0.46 0.01 0.64 0.15 1.83 0.01 1.55 0.03 1.96 0.01 1.64 0.03 NA PREDICTED: similar to trophinin isoform 1 [Rattus norvegicus]

bf_arrayxxx_0034d05.t7m.scf_21 0.15 0.01 0.22 0.04 0.06 0.02 0.38 0.26 9.86 0.00 4.91 0.00 4.06 0.00 1.77 0.23 AF006079 glucose acyltransferase [Solanum berthaultii]

MICRO.9066.C3_21 0.26 0.00 0.36 0.01 0.25 0.01 0.36 0.04 1.91 0.01 2.07 0.00 2.09 0.01 1.53 0.09 NA disease resistance protein BS2 [Capsicum chacoense]

MICRO.6936.C1_657 0.37 0.00 0.57 0.02 0.63 0.05 0.56 0.02 3.62 0.03 4.56 0.01 3.30 0.11 3.56 0.02 NA exonuclease [Arabidopsis thaliana]

STMIB32TV_509 0.27 0.02 0.34 0.04 0.17 0.04 0.67 0.32 1.25 0.27 1.62 0.04 1.97 0.03 1.84 0.03 NA cytochrome P450 monooxygenase CYP76E3 [Glycine max]

MICRO.3155.C9_1200 0.20 0.02 0.48 0.09 0.42 0.11 0.76 0.67 1.10 0.74 2.11 0.02 1.68 0.08 8.29 0.00 DQ284470 Putative DNA binding protein, identical [Lycopersicon esculentum]

bf_mxflxxxx_0045g06.t3m.scf_202 0.82 0.20 0.86 0.28 0.81 0.16 0.79 0.16 1.57 0.03 1.52 0.05 1.43 0.08 1.15 0.46 NA NA

MICRO.9079.C1_751 0.04 0.01 0.15 0.02 0.07 0.01 0.25 0.06 1.78 0.01 2.08 0.00 1.94 0.01 2.06 0.02 AC151801 NA

MICRO.4619.C1_1396 1.16 0.38 0.64 0.02 0.81 0.14 0.33 0.00 1.83 0.01 1.44 0.08 1.69 0.01 1.07 0.61 AC173960 unknown protein [Arabidopsis thaliana]

bf_cswbxxxx_0046b04.t3m.scf_18 0.02 0.00 0.04 0.00 0.04 0.00 0.18 0.04 1.64 0.01 4.71 0.00 4.70 0.00 28.27 0.00 NA NA

MICRO.432.C14_712 0.51 0.12 0.50 0.02 0.49 0.16 0.37 0.05 7.11 0.00 3.27 0.00 2.56 0.00 1.08 0.60 NA NA

STMCC32TV_522 0.83 0.23 0.63 0.08 0.82 0.29 0.82 0.37 3.23 0.00 1.30 0.12 2.00 0.01 0.99 0.97 AY303171 blight resistance protein RGA3 [Solanum bulbocastanum]

bf_mxflxxxx_0066c08.t3m.scf_500 0.25 0.00 0.20 0.00 0.17 0.00 0.27 0.00 2.34 0.00 2.38 0.00 2.45 0.00 2.77 0.00 NA NA

bf_mxlfxxxx_0002e09.t3m.scf_71 0.73 0.35 0.45 0.01 0.40 0.00 0.27 0.00 2.47 0.01 1.22 0.45 1.44 0.06 1.51 0.04 X14411 NA

MICRO.11344.C3_354 0.23 0.00 0.41 0.04 0.31 0.02 0.60 0.20 1.78 0.02 2.02 0.01 1.60 0.13 1.72 0.06 AY960860 NA

bf_mxflxxxx_0037b05.t3m.scf_1 0.52 0.09 0.49 0.05 0.60 0.04 0.46 0.03 2.43 0.00 1.68 0.25 1.88 0.07 2.13 0.01 NA NA

MICRO.3271.C1_2941 0.26 0.01 0.38 0.05 0.35 0.03 0.65 0.24 2.00 0.01 1.51 0.05 1.82 0.02 1.34 0.68 AY490248 protein binding [Arabidopsis thaliana]

SDBN004D20u.scf_291 0.24 0.00 0.39 0.03 0.31 0.02 0.35 0.04 2.62 0.01 2.92 0.00 2.31 0.01 1.97 0.02 NA NA

MICRO.1643.C7_559 0.19 0.01 0.33 0.03 0.15 0.02 0.28 0.07 1.99 0.06 2.62 0.00 2.88 0.01 3.11 0.01 NA Sulfotransferase [Medicago truncatula]

MICRO.2580.C1_1571 0.21 0.00 0.38 0.00 0.35 0.00 0.34 0.00 1.80 0.01 2.18 0.00 2.70 0.00 2.01 0.01 AC171736 hypothetical protein OsJ_022273 [Oryza sativa (japonica cultivar-group)]

MICRO.6.C1_100 0.04 0.00 0.03 0.00 0.02 0.00 0.12 0.00 2.51 0.00 3.13 0.00 5.15 0.00 13.71 0.00 AM480357 Os06g0612800 [Oryza sativa (japonica cultivar-group)]

bf_stolxxxx_0036f08.t3m.scf_111 0.69 0.03 0.77 0.18 0.88 0.41 0.87 0.37 1.18 0.25 1.37 0.09 1.81 0.00 1.99 0.01 BT012736 NA

MICRO.7174.C1_994 0.32 0.00 0.20 0.00 0.31 0.00 0.75 0.22 1.37 0.10 1.15 0.42 1.66 0.09 2.81 0.00 NA hypothetical protein OsJ_007448 [Oryza sativa (japonica cultivar-group)]

MICRO.1348.C1_584 0.67 0.03 0.78 0.20 0.77 0.13 0.83 0.32 1.20 0.22 1.29 0.14 1.26 0.13 1.22 0.30 NA NA

bf_stolxxxx_0036d01.t3m.scf_22 0.38 0.02 0.25 0.00 0.44 0.02 0.96 0.87 1.57 0.03 1.00 0.99 1.41 0.28 1.78 0.03 AK224815 NA

MICRO.9536.C1_80 0.11 0.04 0.04 0.03 0.03 0.02 0.37 0.12 7.02 0.00 4.76 0.00 4.29 0.01 2.50 0.01 NA unknown [Petunia x hybrida]

bf_cswbxxxx_0066a03.t3m.scf_72 0.53 0.35 0.22 0.04 0.26 0.04 0.54 0.21 2.11 0.01 1.24 0.20 1.75 0.02 1.12 0.70 AP009299 NA

bf_mxlfxxxx_0006h11.t3m.scf_463 0.46 0.00 0.43 0.00 0.60 0.01 0.66 0.02 2.56 0.00 2.32 0.06 2.48 0.01 3.21 0.00 AK224884 NA

MICRO.2286.C40_64 0.22 0.00 0.30 0.02 0.32 0.01 0.67 0.18 2.62 0.00 2.12 0.04 2.37 0.00 2.20 0.01 NA NA

cSTB44N14TH_269 0.23 0.00 0.24 0.04 0.33 0.08 0.74 0.50 1.54 0.05 1.59 0.03 1.98 0.01 5.18 0.00 DQ350360 CYP72A56 [Nicotiana tabacum]

bf_arrayxxx_0083d11.t7m.scf_308 0.90 0.81 0.52 0.01 0.61 0.01 0.68 0.03 1.58 0.22 1.80 0.07 2.56 0.06 3.78 0.04 NA hypothetical protein OsJ_002095 [Oryza sativa (japonica cultivar-group)]

MICRO.6671.C1_710 0.39 0.00 0.68 0.07 0.65 0.03 0.62 0.04 1.65 0.01 1.34 0.12 1.50 0.02 1.50 0.04 DQ386163 NA

MICRO.5702.C2_644 0.55 0.02 0.63 0.05 0.71 0.05 0.93 0.68 1.38 0.15 1.30 0.16 1.47 0.05 1.61 0.04 AC122164 histone deacetylase [Arabidopsis thaliana]

cSTB33A5TH_247 0.42 0.12 0.39 0.07 0.29 0.05 1.09 0.72 0.66 0.15 2.40 0.00 2.17 0.01 4.39 0.00 NA CYP82C1p [Glycine max]

bf_mxlfxxxx_0044h03.t3m.scf_243 0.37 0.11 0.66 0.45 0.23 0.10 0.36 0.12 19.61 0.00 23.87 0.00 7.16 0.00 1.18 0.51 NA NA

MICRO.3399.C2_655 0.21 0.00 0.31 0.03 0.16 0.01 0.52 0.09 1.89 0.01 1.78 0.02 2.02 0.01 1.64 0.05 AM481936 Ankyrin [Medicago truncatula]

MICRO.14833.C1_1047 0.53 0.01 0.61 0.05 0.64 0.04 0.78 0.27 2.69 0.00 2.50 0.03 2.47 0.00 2.56 0.00 AJ617016 L-isoaspartyl methyltransferase 2 psi [Arabidopsis thaliana]

MICRO.11191.C1_552 0.41 0.05 0.36 0.13 0.42 0.08 0.80 0.56 2.55 0.00 2.96 0.00 4.78 0.00 1.96 0.10 NA E-class P450, group I [Medicago truncatula]

BF_TUBSXXXX_0061G12_T3M.SCF_238 0.31 0.00 0.37 0.01 0.43 0.01 0.47 0.04 2.22 0.00 2.08 0.03 1.68 0.02 1.84 0.02 NA NA

MICRO.6947.C2_615 0.10 0.00 0.16 0.01 0.10 0.02 0.27 0.02 4.68 0.03 4.03 0.00 4.20 0.05 2.80 0.04 NA protein kinase C inhibitor-like protein [Arabidopsis thaliana]

MICRO.230.C1_1293 0.28 0.00 0.29 0.00 0.26 0.00 0.32 0.01 2.58 0.00 2.44 0.00 2.22 0.00 1.97 0.01 BT014151 STL2P (SEC12P-LIKE PROTEIN); nucleotide binding [Arabidopsis thaliana]

MICRO.2151.C3_724 0.80 0.11 0.76 0.16 0.73 0.10 0.85 0.41 1.15 0.36 1.24 0.17 1.20 0.29 1.50 0.09 X84695 dimethylallyltransferase [Capsicum annuum]

MICRO.1412.C1_872 0.53 0.18 0.84 0.74 0.25 0.10 0.27 0.04 15.23 0.00 15.29 0.00 4.75 0.00 0.86 0.53 NA NA

MICRO.2039.C3_404 0.42 0.01 0.56 0.09 0.48 0.05 0.69 0.24 1.41 0.08 1.62 0.03 1.57 0.05 1.39 0.24 CT990637 transferase, transferring glycosyl groups [Arabidopsis thaliana]

MICRO.8487.C1_914 0.68 0.03 0.78 0.13 0.89 0.44 0.95 0.64 1.06 0.69 1.28 0.09 1.12 0.39 1.63 0.02 NA NA

MICRO.6224.C1_838 0.93 0.82 0.40 0.00 0.47 0.00 0.46 0.01 1.88 0.00 1.17 0.34 1.15 0.39 1.58 0.03 DQ274179 Polyprotein, putative [Solanum demissum]

MICRO.12625.C1_138 0.83 0.12 0.55 0.02 0.77 0.19 0.89 0.42 1.41 0.04 1.16 0.54 2.09 0.00 2.42 0.00 NA NA

MICRO.2453.C6_1930 0.45 0.01 0.54 0.01 0.64 0.04 0.56 0.00 1.21 0.14 1.28 0.10 1.19 0.36 1.35 0.10 AM437219 ATP binding / ATP-dependent helicase/ DNA binding / helicase/ nucleic acid binding / protein binding / ubiquitin-protein ligase/ zinc ion binding [Arabidopsis thaliana]

bf_mxflxxxx_0041g06.t3m.scf_201 0.85 0.21 0.89 0.45 0.79 0.17 0.79 0.15 1.59 0.02 1.33 0.15 1.09 0.54 1.47 0.05 NA NA

bf_ivrootxx_0040h12.t3m.scf_305 0.21 0.03 0.15 0.00 0.33 0.11 1.64 0.25 1.06 0.67 3.04 0.18 6.68 0.00 35.71 0.00 BT012936 NA

TBSK02660FF08.t3m.scf_76 0.12 0.00 0.16 0.00 0.08 0.00 0.23 0.00 3.41 0.01 2.95 0.01 5.11 0.00 8.13 0.00 U27082 Catalase (CaCat1)

MICRO.3778.C1_491 0.05 0.00 0.06 0.00 0.07 0.00 0.13 0.00 4.47 0.01 3.86 0.00 3.73 0.00 2.86 0.00 BT013945 Ribosomal L22e protein [Medicago truncatula]

MICRO.16675.C1_562 0.57 0.03 0.61 0.03 0.68 0.03 1.10 0.68 1.22 0.22 1.22 0.17 1.13 0.36 1.13 0.41 NA NA

MICRO.11256.C1_744 0.14 0.00 0.14 0.02 0.18 0.01 0.54 0.57 6.79 0.00 5.00 0.00 7.91 0.00 2.45 0.03 NA NA

BF_CSCHXXXX_0009H11.T3M.SCF_269 0.64 0.01 0.71 0.04 0.82 0.14 0.45 0.00 1.92 0.00 2.02 0.00 2.23 0.05 1.50 0.08 AK224842 NA

MICRO.7554.C1_663 0.66 0.05 0.68 0.18 0.53 0.08 0.74 0.50 1.31 0.43 1.79 0.03 1.79 0.02 1.88 0.05 AY639600 unknown protein [Arabidopsis thaliana]

MICRO.979.C1_1009 0.07 0.01 0.15 0.01 0.12 0.01 0.23 0.10 2.91 0.00 2.65 0.00 2.46 0.00 2.46 0.00 NM_001058333 Os03g0831900 [Oryza sativa (japonica cultivar-group)]

POACS14TP_907 0.99 0.91 0.65 0.07 0.68 0.13 0.70 0.08 5.26 0.00 1.00 1.00 2.29 0.00 1.30 0.37 AF092913 cytochrome P450-dependent fatty acid hydroxylase [Nicotiana tabacum]

MICRO.2457.C1_626 0.82 0.18 0.60 0.02 0.71 0.08 1.10 0.52 1.02 0.89 0.99 0.93 1.27 0.10 2.06 0.00 AJ718001 Ribosomal protein L1 [Medicago truncatula]

ACDA03734H02.T3m.scf_149 0.39 0.04 0.70 0.37 0.63 0.04 0.30 0.00 2.52 0.00 1.99 0.00 1.74 0.05 1.60 0.34 NA NA

BF_CSCHXXXX_0016B09.T3M.SCF_680 0.57 0.01 0.62 0.02 0.75 0.10 0.65 0.04 1.32 0.08 1.45 0.03 1.60 0.02 1.44 0.07 NA NA

MICRO.1081.C43_2249 0.50 0.01 0.61 0.17 0.66 0.02 0.50 0.01 1.89 0.02 1.67 0.06 1.41 0.09 1.87 0.02 AP009271 NA

MICRO.5813.C3_492 0.16 0.02 0.11 0.05 0.20 0.04 0.66 0.34 2.61 0.00 1.48 0.10 1.79 0.06 2.68 0.00 AM468837 Peptide chain release factor eRF/aRF subunit 1 [Medicago truncatula]

MICRO.5148.C3_760 0.28 0.00 0.28 0.03 0.25 0.01 0.36 0.16 1.51 0.03 1.84 0.05 1.54 0.05 1.49 0.11 AF265664 NA

POAD767TV_188 0.29 0.00 0.28 0.02 0.51 0.09 0.71 0.17 2.27 0.01 2.00 0.00 2.01 0.03 1.28 0.27 NA NA

BF_TUBSXXXX_0039D08_T3M.SCF_21 0.24 0.00 0.44 0.01 0.36 0.00 0.84 0.25 1.50 0.17 2.06 0.00 1.92 0.01 3.50 0.00 AY678298 NA

POACH70TV_91 0.68 0.24 0.61 0.01 0.62 0.01 0.48 0.01 1.62 0.06 1.83 0.02 2.01 0.01 2.01 0.00 NA NA

SDBT001B05x.scf_100 0.27 0.00 0.29 0.00 0.17 0.00 0.22 0.01 2.52 0.00 1.95 0.00 2.09 0.00 2.47 0.00 NA NA

MICRO.5825.C2_1041 0.66 0.05 0.46 0.01 0.59 0.02 0.47 0.27 2.66 0.01 1.66 0.04 1.76 0.08 1.49 0.19 AY196158 NA

bf_mxlfxxxx_0023c03.t3m.scf_345 0.53 0.00 0.60 0.02 0.63 0.01 0.43 0.00 6.36 0.00 4.63 0.00 4.09 0.01 1.67 0.02 NA NA

MICRO.2286.C53_1424 0.14 0.00 0.18 0.00 0.15 0.00 0.23 0.03 3.00 0.01 2.75 0.01 2.65 0.00 2.17 0.01 NA NA

MICRO.1865.C3_720 0.51 0.05 0.43 0.03 0.38 0.02 0.55 0.15 1.44 0.05 1.30 0.18 2.07 0.00 1.47 0.12 NA NBS-LRR type resistance protein [Beta vulgaris]

MICRO.11378.C1_1242 0.77 0.11 0.48 0.08 0.45 0.03 0.92 0.74 1.74 0.01 1.74 0.12 1.80 0.03 2.72 0.00 NA Os06g0571100 [Oryza sativa (japonica cultivar-group)]

POABX56TV_752 0.07 0.00 0.11 0.00 0.12 0.00 0.17 0.01 2.03 0.00 2.24 0.00 2.51 0.00 4.22 0.00 NA NA

bf_cswbxxxx_0002b05.t3m.scf_175 0.34 0.00 0.35 0.01 0.40 0.01 0.91 0.60 1.87 0.01 1.19 0.32 1.58 0.01 2.20 0.02 NA calmodulin binding [Arabidopsis thaliana]

MICRO.7120.C1_1178 0.46 0.11 0.50 0.05 0.35 0.04 1.04 0.87 1.67 0.02 1.03 0.87 1.30 0.22 1.39 0.19 NA NA

MICRO.331.C136_1 0.18 0.00 0.16 0.00 0.18 0.00 0.37 0.01 2.06 0.00 2.27 0.00 1.87 0.00 1.89 0.01 AC149291 NA

STDB001K05u.scf_383 0.59 0.07 0.43 0.07 0.66 0.08 0.56 0.09 4.14 0.00 3.08 0.02 2.74 0.00 1.19 0.42 AJ439993 NA

STMJH22TV_432 0.29 0.00 0.41 0.00 0.54 0.11 0.49 0.05 2.32 0.01 3.23 0.01 1.71 0.25 2.67 0.05 CU012067 SCPL44; catalytic/ serine carboxypeptidase [Arabidopsis thaliana]

MICRO.6059.C5_522 0.46 0.00 0.58 0.09 0.54 0.02 0.56 0.06 1.64 0.02 1.53 0.05 1.57 0.02 1.36 0.18 NA NA

MICRO.11483.C1_568 0.53 0.00 0.66 0.07 0.82 0.20 0.60 0.03 1.54 0.27 1.90 0.00 2.64 0.00 3.31 0.00 NM_102177 F26F24.12 [Arabidopsis thaliana]

MICRO.1244.C1_606 0.26 0.00 0.43 0.02 0.42 0.01 0.41 0.00 5.07 0.00 7.24 0.00 5.12 0.03 4.65 0.02 NA hypothetical protein [Arabidopsis thaliana]

BF_TUBSXXXX_0032B02_T3M.SCF_427 0.57 0.20 0.46 0.04 0.31 0.00 0.39 0.01 1.17 0.28 1.40 0.25 1.05 0.79 1.23 0.21 NA NA

BF_LBCHXXXX_0053F05_T3M.SCF_58 0.48 0.01 0.82 0.22 0.65 0.03 1.03 0.80 1.18 0.22 1.78 0.07 1.35 0.32 2.71 0.00 NA NA

Phureja Tuberosum

Harvest 1 Harvest 2 Harvest 3 Harvest 4 Harvest 1 Harvest 2 Harvest 3 Harvest 4



MICRO.332.C3_960 0.77 0.21 0.85 0.34 0.61 0.02 0.39 0.01 2.01 0.00 1.43 0.04 1.30 0.09 1.14 0.50 AY498744 40S ribosomal protein S5 [Capsicum annuum]

STMHC24THB_443 0.46 0.15 0.51 0.21 0.42 0.03 0.24 0.01 2.02 0.00 1.42 0.13 1.68 0.01 1.54 0.24 AF406697 BEL1-related homeotic protein 5 [Solanum tuberosum]

MICRO.331.C29_82 0.24 0.09 0.34 0.03 0.26 0.02 0.38 0.12 1.58 0.04 1.83 0.05 1.48 0.06 2.13 0.01 AF265664 NA

STMIA48TV_62 0.26 0.00 0.35 0.01 0.27 0.01 0.35 0.05 11.42 0.00 9.08 0.00 6.74 0.00 2.05 0.01 NA NA

MICRO.335.C2_1852 0.38 0.00 0.37 0.02 0.39 0.01 0.48 0.04 1.77 0.03 1.46 0.10 1.68 0.02 1.59 0.05 AY182168 ATPDIL1-4; electron transporter/ isomerase/ thiol-disulfide exchange intermediate [Arabidopsis thaliana]

MICRO.1081.C47_842 0.10 0.03 0.19 0.06 0.14 0.00 0.14 0.01 3.08 0.01 3.31 0.00 1.65 0.01 4.89 0.02 NA NA

MICRO.14379.C1_1085 0.33 0.01 0.42 0.03 0.32 0.02 0.41 0.07 2.15 0.00 1.97 0.01 2.02 0.01 1.51 0.11 AM454415 protein binding [Arabidopsis thaliana]

bf_swstxxxx_0054h03.t3m.scf_601 0.87 0.41 0.65 0.14 0.64 0.10 0.57 0.18 2.48 0.00 1.61 0.06 1.51 0.08 1.92 0.03 NA NA

MICRO.2611.C1_1504 0.27 0.02 0.22 0.00 0.20 0.01 0.36 0.04 3.79 0.04 5.87 0.01 7.09 0.00 1.38 0.09 U58597 Apyrase precursor (ATP-diphosphatase) (Adenosine diphosphatase) (ADPase) (ATP-diphosphohydrolase)

MICRO.9036.C1_784 0.40 0.00 0.38 0.03 0.61 0.03 1.12 0.74 1.10 0.46 1.24 0.57 1.99 0.00 2.92 0.00 NA NmrA-like [Medicago truncatula]

MICRO.2064.C4_349 0.35 0.01 0.59 0.05 0.79 0.56 1.02 0.90 1.20 0.30 1.15 0.60 1.32 0.54 1.89 0.02 NA Pyridoxal-5-phosphate-dependent enzyme, beta subunit [Medicago truncatula]

MICRO.12606.C1_446 0.20 0.00 0.28 0.02 0.22 0.01 0.40 0.06 2.15 0.02 2.63 0.04 2.11 0.04 2.67 0.00 NA NA

SDBN006F23u.scf_610 0.35 0.00 0.32 0.02 0.32 0.00 0.56 0.05 2.14 0.00 1.70 0.01 1.65 0.01 1.63 0.03 AF119040 NA

SSBN002A01u.scf_489 0.18 0.01 0.28 0.07 0.14 0.03 0.18 0.14 1.52 0.07 2.68 0.00 1.93 0.01 3.65 0.00 NA NA

MICRO.11497.C1_749 0.37 0.00 0.47 0.01 0.66 0.03 0.88 0.40 1.51 0.02 1.20 0.27 1.52 0.02 1.46 0.04 AM424943 Os08g0135400 [Oryza sativa (japonica cultivar-group)]

MICRO.187.C2_212 0.10 0.00 0.16 0.00 0.34 0.08 1.60 0.07 0.94 0.73 2.59 0.21 6.64 0.00 29.08 0.00 X77373 NA

bf_ivrootxx_0057e08.t3m.scf_66 0.42 0.03 0.61 0.03 0.66 0.03 0.57 0.03 2.12 0.02 1.49 0.06 1.77 0.00 1.63 0.03 AK224656 unknown [Arabidopsis thaliana]

BF_LBCHXXXX_0018H10_T3M.SCF_147 0.32 0.02 0.44 0.01 0.53 0.01 0.37 0.02 4.08 0.00 3.58 0.01 2.32 0.04 4.81 0.00 DQ241845 NA

MICRO.2286.C29_189 0.06 0.00 0.14 0.00 0.09 0.00 0.14 0.01 4.10 0.00 3.81 0.00 3.81 0.01 2.54 0.00 NA NA

MICRO.165.C11_970 0.44 0.00 0.47 0.00 0.66 0.03 0.69 0.30 1.83 0.00 1.38 0.05 1.81 0.00 2.47 0.00 U75694 SRE1b [Solanum tuberosum]

MICRO.6224.C2_668 0.59 0.01 0.37 0.00 0.39 0.00 0.32 0.01 4.29 0.00 2.31 0.02 2.46 0.00 2.69 0.00 DQ274179 Polyprotein, putative [Solanum demissum]

MICRO.10199.C2_511 0.23 0.00 0.23 0.00 0.21 0.00 0.46 0.01 2.27 0.00 2.02 0.01 2.14 0.00 1.70 0.02 NA NA

cSTB43C12TH_1 0.45 0.00 0.59 0.03 0.55 0.01 1.08 0.65 1.30 0.09 1.30 0.10 0.87 0.40 1.56 0.05 NA NA

bf_arrayxxx_0012e02.t7m.scf_610 0.48 0.05 0.51 0.12 0.31 0.00 0.64 0.06 2.47 0.00 2.09 0.01 1.85 0.02 1.86 0.01 AM471678 Actin/actin-like [Medicago truncatula]

BF_LBCHXXXX_0004F09_T3M.SCF_562 0.35 0.15 0.39 0.06 0.30 0.02 0.63 0.23 1.28 0.18 1.71 0.02 1.82 0.02 2.07 0.01 NA NA

bf_ivrootxx_0023a09.t3m.scf_562 0.34 0.00 0.34 0.01 0.25 0.04 0.26 0.02 2.17 0.00 2.41 0.00 2.54 0.06 4.07 0.00 NA calcium ion binding [Arabidopsis thaliana]

MICRO.7528.C1_769 0.71 0.04 0.80 0.18 0.89 0.38 0.94 0.66 1.38 0.06 1.36 0.05 1.36 0.06 1.95 0.01 NA NA

cSTS8A9TH_700 0.83 0.19 0.44 0.00 0.54 0.15 0.44 0.03 6.60 0.00 2.88 0.01 2.53 0.00 1.05 0.72 NA BURP [Medicago truncatula]

bf_lbchxxxx_0057e10.t3m.scf_179 0.45 0.00 0.41 0.00 0.41 0.00 0.29 0.00 2.12 0.00 1.97 0.00 1.97 0.00 2.04 0.01 BT014007 NA

MICRO.1225.C2_3168 0.68 0.01 0.65 0.02 0.63 0.01 0.53 0.01 1.57 0.01 1.30 0.10 1.39 0.11 1.24 0.20 AK228556 Armadillo-like helical [Medicago truncatula]

MICRO.17672.C1_254 0.21 0.00 0.40 0.18 0.18 0.01 0.54 0.07 1.16 0.31 1.78 0.23 1.17 0.31 1.27 0.20 AP009361 NA

cPRO9L8TH_1 0.61 0.01 0.58 0.03 0.72 0.07 0.61 0.02 1.35 0.07 1.59 0.02 1.78 0.01 1.38 0.10 NA NA

BF_TUBSXXXX_0065E04_T3M.SCF_1 0.74 0.22 0.64 0.11 0.81 0.24 0.49 0.06 1.75 0.02 2.13 0.01 1.68 0.02 1.17 0.50 NA NA

MICRO.3024.C5_395 0.53 0.00 0.69 0.11 0.74 0.07 0.67 0.06 1.41 0.11 1.87 0.01 1.49 0.04 1.75 0.02 NA hypothetical protein OsJ_018903 [Oryza sativa (japonica cultivar-group)]

MICRO.12140.C1_423 0.63 0.02 0.65 0.07 0.74 0.11 0.94 0.75 1.51 0.03 1.26 0.14 1.26 0.17 1.44 0.08 NA protein kinase [Malus x domestica]

MICRO.2286.C91_1360 0.13 0.00 0.19 0.01 0.13 0.01 0.26 0.04 3.45 0.00 2.48 0.00 2.53 0.00 2.51 0.00 NA NA

MICRO.3564.C2_777 0.64 0.00 0.56 0.02 0.66 0.02 0.58 0.01 1.37 0.04 1.25 0.21 1.37 0.02 1.51 0.04 BT013178 Os03g0182700 [Oryza sativa (japonica cultivar-group)]

MICRO.9460.C2_1243 0.53 0.00 0.67 0.03 0.74 0.07 0.91 0.58 1.10 0.48 1.25 0.14 1.37 0.03 1.82 0.01 AM448409 carboxylic ester hydrolase/ catalytic/ hydrolase [Arabidopsis thaliana]

bf_stolxxxx_0060a12.t3m.scf_655 0.30 0.01 0.37 0.04 0.58 0.06 0.88 0.64 3.41 0.00 1.30 0.25 2.24 0.00 1.41 0.28 NA NA

MICRO.6988.C1_2286 0.42 0.12 0.38 0.03 0.33 0.01 0.66 0.11 2.60 0.00 2.18 0.00 1.76 0.02 1.49 0.11 NM_116026 aldose 1-epimerase [Arabidopsis thaliana]

BF_TUBSXXXX_0017C08_T3M.SCF_223 0.42 0.01 0.56 0.12 0.39 0.05 0.77 0.41 1.85 0.01 1.74 0.06 1.79 0.04 2.00 0.03 NA NA

POCBW12TV_551 0.68 0.08 0.82 0.17 0.83 0.17 0.81 0.17 1.13 0.33 1.38 0.03 1.06 0.59 1.54 0.04 NM_005273 G protein beta 2 subunit [Rattus norvegicus]

MICRO.7091.C2_868 0.50 0.01 0.52 0.08 0.44 0.03 0.69 0.25 1.46 0.07 1.40 0.07 1.34 0.13 1.43 0.16 NA NA

MICRO.1118.C2_1798 0.53 0.12 0.48 0.01 0.56 0.01 0.24 0.00 2.27 0.01 2.46 0.00 2.00 0.00 1.24 0.15 AF082891 cystathionine gamma-synthase isoform 1 [Solanum tuberosum]

bf_cswbxxxx_0057f12.t3m.scf_569 0.20 0.00 0.29 0.00 0.32 0.00 0.25 0.00 2.61 0.01 2.55 0.00 2.79 0.03 1.99 0.01 NA NA

BF_TUBSXXXX_0050B05_T3M.SCF_171 0.46 0.00 0.64 0.02 0.79 0.38 0.58 0.04 1.31 0.40 1.53 0.02 2.23 0.00 2.87 0.00 NA NA

MICRO.6780.C4_1 0.23 0.00 0.57 0.20 0.37 0.00 1.33 0.26 1.02 0.94 1.59 0.03 1.47 0.15 5.73 0.00 AJ225048 17.6 kDa class I heat shock protein (Hsp20.0)

MICRO.10137.C2_1119 0.72 0.04 0.78 0.14 0.90 0.45 0.81 0.29 1.13 0.43 1.10 0.48 1.12 0.45 1.49 0.08 BA000042 ATPK5; phosphoglycolate phosphatase [Arabidopsis thaliana]

MICRO.18339.C1_690 0.23 0.01 0.29 0.10 0.19 0.02 0.35 0.13 6.34 0.00 3.22 0.00 3.17 0.00 1.71 0.06 NA NA

MICRO.3807.C1_710 0.68 0.01 0.74 0.12 0.75 0.08 1.00 1.00 1.34 0.26 1.47 0.10 1.56 0.03 2.62 0.00 AB192882 short chain dehydrogenase [Solanum tuberosum]

MICRO.11936.C1_1438 0.39 0.01 0.51 0.02 0.48 0.01 0.69 0.08 1.19 0.16 1.36 0.08 1.45 0.02 1.13 0.46 NA NA

MICRO.12123.C1_64 0.64 0.01 0.44 0.02 0.48 0.01 0.59 0.05 2.20 0.00 2.16 0.00 1.79 0.01 2.12 0.01 AC193776 NA

MICRO.7929.C1_557 0.22 0.02 0.32 0.06 0.17 0.02 0.31 0.12 4.43 0.02 3.99 0.01 3.60 0.04 3.79 0.06 NA NA

MICRO.8670.C1_1069 0.80 0.17 0.78 0.32 0.67 0.16 0.68 0.30 3.06 0.01 2.42 0.00 1.71 0.06 1.03 0.93 U39444 Inositol monophosphatase 1 (IMPase 1) (IMP 1) (Inositol-1(or 4)-monophosphatase 1)

BF_LBCHXXXX_0024C11_T3M.SCF_41 0.24 0.01 0.27 0.01 0.25 0.03 0.37 0.03 2.35 0.04 2.17 0.00 2.28 0.00 2.41 0.01 NA NA

MICRO.1193.C2_1223 0.46 0.03 0.60 0.04 0.71 0.05 0.68 0.07 2.56 0.00 1.65 0.01 2.08 0.00 1.88 0.01 AM451749 Os10g0204100 [Oryza sativa (japonica cultivar-group)]

MICRO.17811.C1_1024 0.61 0.02 0.56 0.14 0.53 0.03 0.87 0.39 2.19 0.00 1.64 0.07 1.87 0.01 1.03 0.88 NA hydrolase [Arabidopsis thaliana]

POACI33TP_841 0.29 0.00 0.31 0.04 0.34 0.01 0.52 0.14 1.87 0.01 1.86 0.02 2.05 0.01 1.50 0.15 NA NA

bf_arrayxxx_0093c01.t3m.scf_378 0.12 0.00 0.18 0.02 0.16 0.01 0.29 0.04 6.90 0.01 6.60 0.00 2.99 0.02 1.72 0.02 AF153195 NA

MICRO.10297.C1_865 0.29 0.00 0.40 0.02 0.28 0.00 0.50 0.03 2.31 0.00 2.19 0.00 1.79 0.01 1.77 0.02 NA NA

SDBN003I16u.scf_149 0.73 0.05 0.88 0.41 0.96 0.81 0.96 0.77 1.37 0.07 1.29 0.12 1.16 0.67 1.75 0.02 BT014077 contains similarity to poly(A)-binding protein II [Arabidopsis thaliana]

MICRO.14098.C1_1335 0.53 0.01 0.80 0.27 0.69 0.09 0.78 0.30 1.98 0.00 2.15 0.00 1.98 0.01 1.70 0.08 AC174607 NA

MICRO.15836.C1_746 0.27 0.02 0.32 0.01 0.42 0.00 0.63 0.06 2.92 0.01 3.24 0.04 3.12 0.00 3.07 0.00 NA unknown protein [Arabidopsis thaliana]

089H10AF.esd_557 0.40 0.01 0.51 0.08 0.55 0.08 0.75 0.37 1.22 0.31 1.39 0.33 1.41 0.09 1.23 0.62 NA TIR-NBS-LRR disease resistance-like protein [Populus balsamifera]

MICRO.5245.C3_796 0.94 0.86 0.85 0.56 0.59 0.05 0.37 0.03 2.78 0.00 3.35 0.00 1.42 0.23 0.96 0.86 BT014018 putative serine/threonine protein kinase [Nicotiana tabacum]

STMJN01TV_198 0.97 0.80 0.92 0.63 0.82 0.14 0.48 0.01 3.86 0.00 2.09 0.00 2.74 0.00 0.58 0.03 NA NA

ACDA00788B08.T3m.scf_235 0.59 0.06 0.56 0.01 0.64 0.05 0.96 0.91 1.19 0.29 1.52 0.07 1.58 0.05 2.31 0.00 NA NA

MICRO.1081.C12_1098 0.20 0.05 0.38 0.08 0.41 0.02 0.28 0.02 3.00 0.00 2.69 0.00 2.50 0.00 2.41 0.03 AC151804 NA

MICRO.1507.C1_1037 0.61 0.01 0.51 0.01 0.54 0.04 0.71 0.05 1.37 0.06 1.46 0.03 1.59 0.09 2.04 0.00 AM472211 S-adenosylmethionine-dependent methyltransferase/ methyltransferase [Arabidopsis thaliana]

MICRO.1860.C1_1245 0.24 0.02 0.53 0.08 0.51 0.09 0.66 0.25 8.49 0.00 7.56 0.02 4.79 0.09 4.15 0.02 NA NA

cSTA34L23TH_310 0.65 0.03 0.80 0.27 0.69 0.06 1.00 0.98 1.27 0.24 1.53 0.12 1.44 0.13 2.55 0.00 AM447070 unknown protein [Arabidopsis thaliana]

STMGM72TV_61 0.42 0.01 0.43 0.04 0.43 0.03 0.34 0.09 2.80 0.00 2.13 0.02 2.36 0.00 1.69 0.06 AP009279 Acetylornithine aminotransferase, mitochondrial precursor (ACOAT) (Acetylornithine transaminase) (AOTA)

bf_ivrootxx_0038g09.t3m.scf_207 0.45 0.01 0.54 0.04 0.46 0.02 0.58 0.08 9.71 0.00 4.70 0.00 2.62 0.00 1.85 0.03 NA NA

MICRO.1081.C66_329 0.19 0.01 0.34 0.04 0.40 0.01 0.33 0.01 3.07 0.00 2.60 0.01 3.03 0.00 2.21 0.01 NA NA

STMEU15TV_746 0.63 0.01 0.72 0.10 0.77 0.12 0.98 0.88 1.56 0.03 1.56 0.11 1.69 0.06 1.63 0.02 BT013985 TEJ; poly(ADP-ribose) glycohydrolase [Arabidopsis thaliana]

bf_suspxxxx_0033d07.t3m.scf_2 0.17 0.01 0.34 0.04 0.17 0.02 0.45 0.16 2.09 0.01 2.94 0.03 2.65 0.06 4.60 0.00 NA NA

MICRO.10565.C1_681 0.59 0.04 0.69 0.06 0.71 0.05 0.53 0.01 1.50 0.03 1.47 0.02 1.19 0.24 1.34 0.10 NA NA

MICRO.2685.C3_902 0.37 0.00 0.53 0.01 0.63 0.03 0.59 0.01 1.62 0.03 1.91 0.02 1.94 0.01 1.80 0.01 NA NA

MICRO.11023.C2_1535 0.27 0.04 0.24 0.02 0.21 0.01 0.28 0.03 9.20 0.00 6.61 0.00 4.98 0.00 1.42 0.15 AC149300 FAD linked oxidase, N-terminal; Berberine/berberine-like [Medicago truncatula]

MICRO.1922.C2_1144 0.74 0.05 0.55 0.03 0.81 0.23 0.64 0.10 2.10 0.00 1.52 0.03 1.77 0.00 1.78 0.03 NM_001061687 unknown protein [Arabidopsis thaliana]

MICRO.14321.C1_641 0.12 0.00 0.13 0.00 0.09 0.00 0.19 0.00 2.63 0.00 2.01 0.01 2.25 0.00 1.99 0.01 NA NA

BF_TUBSXXXX_0030E11_T3M.SCF_358 0.25 0.01 0.61 0.11 0.31 0.02 0.51 0.15 1.60 0.07 1.28 0.14 1.37 0.11 1.16 0.60 NA NA

MICRO.432.C15_653 0.91 0.35 0.71 0.05 0.53 0.12 0.51 0.02 6.73 0.00 3.44 0.00 2.37 0.00 1.21 0.23 NA hypothetical protein MtrDRAFT_AC127429g35v2 [Medicago truncatula]

bf_cswbxxxx_0065f12.t3m.scf_278 0.23 0.01 0.36 0.04 0.24 0.04 0.76 0.42 1.44 0.08 2.07 0.00 2.51 0.01 2.65 0.00 NA unknown [Solanum tuberosum]

BF_TUBSXXXX_0012H10_T3M.SCF_122 0.11 0.01 0.10 0.04 0.20 0.03 0.25 0.09 2.77 0.00 1.91 0.02 3.62 0.01 3.02 0.02 NA NA

MICRO.8564.C2_315 0.45 0.01 0.57 0.02 0.68 0.10 0.61 0.03 1.30 0.07 1.21 0.41 1.25 0.11 1.23 0.22 NA unknown protein [Arabidopsis thaliana]

MICRO.8318.C1_812 0.64 0.02 0.66 0.03 0.73 0.08 1.22 0.30 1.19 0.30 1.15 0.29 1.50 0.02 2.27 0.00 BT012980 Os07g0292800 [Oryza sativa (japonica cultivar-group)]

MICRO.2708.C1_885 0.78 0.10 0.73 0.15 0.96 0.78 0.50 0.01 2.61 0.00 1.09 0.57 2.08 0.00 1.00 0.98 AM474155 transferase, transferring glycosyl groups / transferase, transferring hexosyl groups [Arabidopsis thaliana]

MICRO.12952.C1_357 0.25 0.11 0.39 0.01 0.42 0.00 0.90 0.55 1.91 0.00 1.23 0.19 1.69 0.01 2.11 0.01 NA Os01g0888600 [Oryza sativa (japonica cultivar-group)]

MICRO.3155.C8_1331 0.36 0.00 0.37 0.00 0.39 0.00 0.92 0.62 1.25 0.15 1.43 0.06 2.22 0.00 4.72 0.00 DQ284470 Putative DNA binding protein, identical [Lycopersicon esculentum]

MICRO.16373.C1_692 0.46 0.01 0.56 0.11 0.60 0.21 0.47 0.10 1.93 0.01 1.75 0.01 2.02 0.02 1.14 0.59 NA NA

bf_cswbxxxx_0032g06.t3m.scf_84 0.68 0.05 0.75 0.08 0.71 0.02 0.78 0.10 1.60 0.14 2.09 0.00 2.30 0.06 3.33 0.04 NA NA

MICRO.9632.C1_758 0.99 0.95 0.89 0.38 0.85 0.24 0.59 0.01 1.54 0.03 1.97 0.00 1.17 0.23 0.97 0.85 NA unknown protein [Arabidopsis thaliana]

BF_LBCHXXXX_0002D10_T3M.SCF_163 0.56 0.03 0.33 0.01 0.59 0.13 0.41 0.02 2.65 0.00 2.26 0.03 2.82 0.00 2.07 0.01 AC151803 NA

POCDC28TV_378 0.54 0.00 0.70 0.11 0.60 0.03 0.69 0.08 1.62 0.02 1.91 0.03 1.56 0.04 2.25 0.01 BT013909 catalytic [Arabidopsis thaliana]

MICRO.5980.C2_516 0.66 0.02 0.60 0.05 0.52 0.01 1.11 0.55 0.89 0.53 1.16 0.30 1.45 0.07 2.29 0.00 AP009320 coclaurine N-methyltransferase [Arabidopsis thaliana]

MICRO.2286.C54_916 0.12 0.00 0.21 0.06 0.14 0.01 0.26 0.04 3.49 0.00 2.50 0.06 3.15 0.00 1.81 0.03 NA NA

MICRO.1685.C2_680 0.09 0.00 0.13 0.01 0.12 0.01 0.54 0.05 2.20 0.00 1.94 0.00 2.32 0.00 2.28 0.00 NM_122153 protein binding / zinc ion binding [Arabidopsis thaliana]

MICRO.409.C7_117 0.24 0.02 0.36 0.00 0.41 0.00 0.50 0.01 2.48 0.00 2.35 0.01 3.53 0.00 4.00 0.00 DQ191654 ADP-ribosylation factor [Capsicum annuum]

MICRO.8766.C1_397 1.03 0.82 0.55 0.02 0.63 0.03 0.53 0.01 2.70 0.02 2.05 0.01 1.73 0.02 0.99 0.98 BT025298 NA

POCA690TO_246 0.29 0.00 0.33 0.04 0.37 0.02 0.33 0.05 4.39 0.00 3.33 0.00 3.84 0.00 2.12 0.01 NA NA

bf_cswbxxxx_0014b01.t3m.scf_310 0.28 0.00 0.33 0.01 0.24 0.01 0.42 0.02 3.42 0.00 3.16 0.00 3.23 0.00 2.23 0.01 NA NA

MICRO.14375.C1_872 0.44 0.02 0.67 0.45 0.38 0.04 0.80 0.49 1.52 0.06 1.89 0.02 1.47 0.07 1.32 0.35 NA EMB1687; ribonuclease P/ ribonuclease [Arabidopsis thaliana]

MICRO.6879.C2_588 0.17 0.01 0.26 0.03 0.15 0.01 0.30 0.11 3.84 0.00 2.32 0.00 2.94 0.00 1.69 0.07 BT012792 calcium dependent protein kinase [Solanum tuberosum]

MICRO.5133.C1_640 0.37 0.00 0.46 0.02 0.46 0.00 0.73 0.10 1.86 0.04 1.54 0.03 1.82 0.00 1.47 0.08 CU074307 NA

MICRO.2286.C111_541 0.62 0.01 0.69 0.05 0.88 0.36 0.69 0.06 1.36 0.05 1.30 0.12 1.45 0.02 1.39 0.08 NA NA

BF_TUBSXXXX_0012B03_T3M.SCF_304 0.42 0.02 0.51 0.06 0.41 0.01 0.49 0.03 1.95 0.01 1.95 0.09 2.01 0.01 1.89 0.01 NA NA

TBSK04052FB08.t3m.scf_172 0.14 0.00 0.24 0.17 0.36 0.14 0.22 0.04 2.93 0.03 4.42 0.00 2.57 0.05 5.03 0.00 NA NA

MICRO.11217.C1_488 0.10 0.00 0.05 0.00 0.06 0.00 0.08 0.00 4.46 0.01 4.21 0.00 4.01 0.03 3.54 0.02 NM_001057390 Ribosomal protein S21e [Medicago truncatula]

MICRO.6126.C1_669 0.20 0.02 0.47 0.01 0.68 0.07 1.06 0.73 1.71 0.08 1.38 0.12 1.67 0.08 2.10 0.01 BT013993 Initiation factor eIF-4 gamma, middle; Initiation factor eIF-4 gamma, MA3 [Medicago truncatula]

MICRO.12901.C1_745 0.62 0.01 0.76 0.11 0.76 0.09 1.32 0.08 0.85 0.28 1.17 0.25 1.50 0.04 2.66 0.00 BT013394 NA

BF_TUBSXXXX_0019A03_T3M.SCF_246 0.50 0.01 0.40 0.02 0.69 0.06 0.52 0.05 1.44 0.05 1.31 0.10 1.69 0.02 1.30 0.18 NA NA

MICRO.2144.C2_1486 0.35 0.01 0.36 0.01 0.33 0.00 0.34 0.01 2.51 0.01 3.59 0.00 3.21 0.00 4.57 0.00 NM_179662 Probable N-acetyl-gamma-glutamyl-phosphate reductase, chloroplast precursor (AGPR) (N-acetyl-glutamate semialdehyde dehydrogenase) (NAGSA dehydrogenase)

BF_LBCHXXXX_0044B10_T3M.SCF_571 0.35 0.00 0.57 0.02 0.49 0.06 0.98 0.90 1.05 0.78 1.28 0.14 1.47 0.05 2.38 0.00 NA NA



BF_LBCHXXXX_0018C05_T3M.SCF_217 0.32 0.01 0.30 0.05 0.24 0.02 0.57 0.24 3.17 0.00 2.72 0.02 2.92 0.00 2.01 0.02 NA NA

MICRO.2580.C3_1123 0.46 0.00 0.55 0.02 0.66 0.04 0.36 0.00 1.78 0.01 2.25 0.00 2.46 0.00 1.88 0.01 AM424577 Os07g0163800 [Oryza sativa (japonica cultivar-group)]

MICRO.13833.C2_209 0.37 0.00 0.39 0.00 0.45 0.00 1.17 0.24 1.04 0.70 1.23 0.22 1.39 0.02 3.35 0.00 AJ245862 external rotenone-insensitive NADPH dehydrogenase [Solanum tuberosum]

MICRO.2286.C45_872 0.28 0.08 0.21 0.00 0.16 0.00 0.34 0.01 2.43 0.01 2.08 0.00 1.99 0.00 1.37 0.13 NA NA

MICRO.12400.C2_373 0.17 0.00 0.29 0.00 0.36 0.06 0.34 0.01 4.10 0.00 5.20 0.00 4.06 0.04 4.19 0.01 AJ717853 Hypothetical protein [Arabidopsis thaliana]

MICRO.12772.C1_371 0.86 0.25 0.64 0.03 0.77 0.11 0.66 0.03 1.52 0.03 1.77 0.01 1.72 0.01 1.59 0.04 BT013511 ATPDIL1-6; electron transporter/ thiol-disulfide exchange intermediate [Arabidopsis thaliana]

BF_LBCHXXXX_0031C07_T3M.SCF_368 0.21 0.02 0.33 0.00 0.29 0.00 0.38 0.01 2.55 0.01 3.32 0.01 2.39 0.00 2.10 0.01 NA NA

MICRO.1137.C1_1015 0.84 0.58 0.73 0.50 0.79 0.71 0.63 0.25 1.59 0.06 1.96 0.28 1.67 0.10 1.56 0.23 NA Protein kinase [Medicago truncatula]

bf_mxflxxxx_0050h01.t3m.scf_520 0.32 0.00 0.66 0.12 0.54 0.03 0.95 0.72 1.89 0.18 3.21 0.01 2.44 0.05 5.17 0.00 AY678298 NA

bf_cswbxxxx_0051h05.t3m.scf_42 0.58 0.00 0.43 0.01 0.76 0.08 0.98 0.85 1.44 0.08 0.92 0.55 1.75 0.01 2.60 0.00 NA NA

BF_TUBSXXXX_0022C12_T3M.SCF_338 0.13 0.01 0.15 0.03 0.14 0.02 0.43 0.06 3.00 0.02 3.46 0.00 3.24 0.01 3.12 0.03 NA NA

cSTE17K14TH_763 0.82 0.16 0.45 0.00 0.44 0.12 0.35 0.03 6.11 0.00 3.32 0.00 2.54 0.00 1.12 0.46 NA RD22-like protein [Vitis vinifera]

MICRO.3564.C1_1072 0.62 0.01 0.42 0.00 0.56 0.00 0.35 0.00 2.20 0.00 1.77 0.01 1.98 0.00 1.93 0.00 BT013178 Os03g0182700 [Oryza sativa (japonica cultivar-group)]

098H08AF.esd_634 0.58 0.00 0.58 0.01 0.52 0.00 1.09 0.51 1.03 0.82 1.39 0.28 1.61 0.01 6.18 0.00 DQ200394 unknown [Solanum tuberosum]

bf_arrayxxx_0015g03.t7m.scf_141 0.15 0.00 0.24 0.00 0.14 0.00 0.29 0.01 1.75 0.01 1.78 0.01 1.83 0.01 2.15 0.00 NA NA

MICRO.10155.C1_1113 0.13 0.00 0.27 0.08 0.09 0.02 0.26 0.11 2.85 0.07 2.49 0.07 3.28 0.05 2.40 0.21 U71107 S-adenosyl-methionine-sterol-C-methyltransferase homolog [Nicotiana tabacum]

MICRO.2286.C24_866 0.26 0.00 0.42 0.02 0.34 0.01 0.29 0.05 6.52 0.00 4.08 0.00 4.42 0.00 2.11 0.02 NA NA

109E11AF.esd_262 0.21 0.07 0.20 0.16 0.20 0.02 0.42 0.11 2.48 0.01 2.51 0.00 2.17 0.00 1.81 0.04 BT013258 Os03g0640300 [Oryza sativa (japonica cultivar-group)]

bf_stolxxxx_0035f09.t3m.scf_76 0.21 0.00 0.29 0.00 0.46 0.06 0.53 0.16 1.56 0.02 1.74 0.13 2.31 0.00 3.37 0.00 NA NA

MICRO.6688.C1_1002 0.35 0.01 0.63 0.51 0.31 0.02 0.49 0.11 1.49 0.11 2.25 0.11 1.96 0.03 1.80 0.02 NA unknown protein [Arabidopsis thaliana]

MICRO.15284.C1_397 0.50 0.04 0.52 0.01 0.47 0.01 0.11 0.00 4.00 0.00 2.57 0.02 3.39 0.00 1.87 0.08 AJ133601 gamma-thionin [Solanum lycopersicum]

bf_acdaxxxx_0060b10.t3m.scf_409 0.53 0.07 0.48 0.00 0.43 0.08 0.37 0.02 5.15 0.00 2.60 0.01 1.39 0.47 2.17 0.09 NA nucleoporin [Lotus japonicus]

MICRO.10720.C2_566 0.80 0.09 0.52 0.01 0.52 0.01 0.57 0.04 3.15 0.01 1.84 0.04 1.68 0.07 1.50 0.04 NA ent-kaurene oxidase [Prunus persica]

MICRO.12079.C1_920 0.57 0.01 0.80 0.29 0.73 0.10 0.96 0.80 0.97 0.86 2.02 0.04 1.45 0.07 1.86 0.01 NA NA

MICRO.2286.C76_1794 0.16 0.01 0.16 0.04 0.05 0.03 0.19 0.14 3.69 0.00 2.95 0.05 3.14 0.01 2.30 0.01 NA NA

MICRO.6877.C3_114 0.35 0.00 0.42 0.00 0.54 0.00 0.75 0.09 1.55 0.03 1.86 0.05 2.41 0.03 4.04 0.00 X64399 C-7 [Nicotiana tabacum]

BF_TUBSXXXX_0066G05_T3M.SCF_316 0.18 0.00 0.34 0.01 0.38 0.01 0.42 0.05 1.68 0.02 1.72 0.01 1.69 0.03 2.40 0.00 NA NA

bf_mxlfxxxx_0060a09.t3m.scf_190 0.39 0.01 0.50 0.06 0.51 0.07 0.78 0.44 2.16 0.01 2.52 0.00 1.28 0.23 2.05 0.02 CU210847 NA

MICRO.1508.C1_581 0.39 0.01 0.42 0.08 0.35 0.04 0.70 0.27 2.40 0.05 3.45 0.00 2.58 0.00 5.66 0.00 NA Similar to serine/threonine kinases [Arabidopsis thaliana]

STMGU59TV_538 0.84 0.37 0.56 0.03 0.56 0.05 0.50 0.05 1.91 0.02 1.36 0.11 1.60 0.05 1.19 0.44 NA NA

STMCI55TV_373 0.28 0.03 0.56 0.33 0.33 0.05 0.45 0.05 31.23 0.00 42.27 0.00 16.84 0.00 2.10 0.25 U22922 Polyphenol oxidase B, chloroplast precursor (PPO) (Catechol oxidase)

MICRO.250.C1_1275 0.69 0.05 0.48 0.08 0.86 0.28 0.71 0.06 1.65 0.01 1.31 0.21 1.38 0.03 1.76 0.02 BT013398 ribose phosphate diphosphokinase [Arabidopsis thaliana]

MICRO.17350.C1_657 0.35 0.02 0.55 0.13 0.42 0.04 0.73 0.37 1.79 0.02 1.63 0.03 1.84 0.02 1.52 0.16 AM438262 Density-regulated protein DRP1 [Medicago truncatula]

MICRO.2286.C83_837 0.16 0.00 0.22 0.07 0.15 0.01 0.27 0.04 3.56 0.00 2.87 0.00 3.10 0.00 2.03 0.02 NA NA

cSTA5P15TH_219 0.07 0.00 0.09 0.00 0.05 0.00 0.09 0.01 2.57 0.00 2.46 0.00 2.46 0.00 2.53 0.00 DQ207848 NA

MICRO.13589.C4_392 0.29 0.04 0.35 0.05 0.29 0.04 0.89 0.79 1.67 0.10 1.74 0.02 2.10 0.05 2.64 0.00 NA NA

MICRO.1081.C17_1825 0.61 0.01 0.75 0.26 0.84 0.17 0.55 0.00 1.89 0.00 1.51 0.20 1.56 0.02 1.88 0.05 AP009271 DNA binding / nucleic acid binding [Arabidopsis thaliana]

MICRO.432.C7_672 0.93 0.69 0.65 0.06 0.53 0.13 0.43 0.08 6.96 0.00 3.47 0.00 2.58 0.00 1.17 0.35 NA BURP-domain containing protein [Plantago major]

PPCCS52TH_663 0.56 0.03 0.81 0.39 0.71 0.20 0.46 0.01 2.39 0.04 2.43 0.06 1.64 0.17 2.79 0.01 NA NA

MICRO.206.C1_1472 0.17 0.01 0.21 0.02 0.19 0.01 0.42 0.05 3.53 0.00 2.76 0.00 3.70 0.00 2.56 0.04 NA NA

cSTE21F10TH_637 0.63 0.04 0.63 0.15 0.83 0.35 0.46 0.10 2.45 0.04 2.37 0.07 3.08 0.01 1.00 0.99 NA NA

061F02AF.esd_475 0.80 0.14 0.87 0.50 0.70 0.08 0.80 0.42 1.16 0.32 1.26 0.18 1.21 0.28 1.18 0.47 NM_120741 unknown protein [Arabidopsis thaliana]

ACDA04831C07.T3m.scf_21 0.57 0.01 0.71 0.10 0.57 0.02 0.83 0.29 1.07 0.80 1.51 0.04 1.55 0.04 2.81 0.00 NA NA

MICRO.15425.C2_1257 0.13 0.01 0.32 0.08 0.08 0.03 0.33 0.11 3.28 0.00 6.59 0.00 4.19 0.00 2.06 0.03 AY240231 gamma-aminobutyrate transaminase subunit precursor isozyme 3 [Lycopersicon esculentum]

MICRO.8889.C1_823 0.64 0.19 0.54 0.05 0.51 0.00 0.64 0.07 1.66 0.01 2.55 0.00 1.51 0.01 0.84 0.47 NA Hypothetical protein [Arabidopsis thaliana]

TBSK02433FC09.t3m.scf_324 0.04 0.00 0.07 0.00 0.13 0.01 0.08 0.02 6.62 0.00 7.67 0.00 3.76 0.03 6.64 0.01 U30388 NA

POCDD96TV_462 0.28 0.03 0.30 0.01 0.24 0.02 0.46 0.09 3.33 0.00 3.12 0.03 3.52 0.01 4.66 0.00 NA NA

MICRO.5410.C1_710 0.37 0.00 0.47 0.04 0.42 0.01 0.61 0.11 1.29 0.13 1.35 0.13 1.54 0.04 1.92 0.01 AP009358 plastid RNA polymerase sigma-subunit [Arabidopsis thaliana]

MICRO.12374.C1_703 0.55 0.10 0.63 0.04 0.64 0.03 0.46 0.02 2.54 0.00 2.74 0.01 2.68 0.01 1.48 0.12 NA NA

MICRO.12521.C1_698 0.28 0.09 0.37 0.04 0.38 0.03 0.53 0.13 2.06 0.01 2.45 0.00 1.77 0.02 2.79 0.03 NA Os02g0129000 [Oryza sativa (japonica cultivar-group)]

cPRO3C7TH_764 0.52 0.00 0.77 0.16 0.82 0.11 0.62 0.05 1.98 0.00 1.84 0.06 1.83 0.01 2.10 0.00 AP009271 NA

MICRO.12664.C2_253 0.74 0.16 0.80 0.20 0.65 0.04 0.90 0.61 1.20 0.27 1.54 0.02 1.06 0.64 2.57 0.00 AY737315 putative thaumatin-like protein [Solanum tuberosum]

MICRO.6658.C2_1677 0.05 0.00 0.16 0.00 0.17 0.02 0.16 0.00 2.66 0.00 3.85 0.00 3.63 0.02 2.90 0.01 BT014206 nucleotide binding [Arabidopsis thaliana]

cSTB42J11TH_300 0.30 0.00 0.32 0.02 0.32 0.00 0.95 0.84 1.14 0.33 1.14 0.40 1.17 0.28 1.89 0.13 NA NA

SDBN001L05u.scf_399 0.22 0.01 0.21 0.03 0.24 0.01 0.48 0.05 1.80 0.01 2.20 0.00 2.22 0.01 2.58 0.00 NA NA

bf_mxflxxxx_0049d01.t3m.scf_159 0.75 0.06 0.65 0.06 0.69 0.03 0.85 0.39 1.55 0.04 1.59 0.21 2.45 0.00 2.66 0.00 NA NA

STDB002G13u.scf_383 0.44 0.01 0.39 0.13 0.36 0.16 0.72 0.18 1.69 0.02 1.62 0.05 1.38 0.07 1.96 0.01 AC149290 NA

MICRO.17245.C1_556 0.27 0.00 0.56 0.07 0.44 0.01 1.00 0.99 1.64 0.21 3.35 0.06 2.82 0.11 4.63 0.01 NA integrin, beta-like 1 [Danio rerio]

BF_TUBSXXXX_0033F09_T3M.SCF_247 0.10 0.01 0.21 0.03 0.08 0.02 0.31 0.09 3.04 0.00 2.16 0.00 2.33 0.00 1.96 0.02 NA NA

MICRO.10277.C1_412 0.72 0.06 0.62 0.03 0.76 0.07 0.67 0.04 1.29 0.10 1.37 0.07 1.56 0.01 1.50 0.04 NA hypothetical protein [Arabidopsis thaliana]

MICRO.2349.C2_694 0.74 0.06 0.73 0.07 0.75 0.06 0.87 0.27 1.18 0.27 1.59 0.01 1.84 0.00 1.85 0.01 AM464858 MT-A70 [Medicago truncatula]

MICRO.2286.C107_376 0.48 0.01 0.54 0.06 0.68 0.08 0.69 0.34 3.32 0.00 3.01 0.02 2.81 0.00 1.44 0.29 NA NA

bf_ivrootxx_0049c02.t3m.scf_391 0.57 0.03 0.79 0.42 0.66 0.07 1.06 0.79 1.34 0.14 1.88 0.06 1.31 0.20 3.38 0.00 NA NA

MICRO.5849.C1_1141 0.43 0.00 0.24 0.03 0.13 0.01 0.19 0.03 2.00 0.01 1.88 0.02 1.58 0.04 1.74 0.03 AC151801 Short-chain dehydrogenase/reductase SDR [Medicago truncatula]

MICRO.6059.C1_747 0.17 0.00 0.07 0.02 0.12 0.01 0.28 0.03 2.39 0.00 2.35 0.01 2.40 0.01 1.91 0.01 NA NA

SSBN001A03u.scf_346 0.13 0.00 0.13 0.00 0.19 0.00 0.38 0.01 2.07 0.01 2.50 0.04 3.32 0.04 8.51 0.00 NA NA

MICRO.293.C5_1041 0.77 0.06 0.82 0.24 0.82 0.25 0.79 0.22 1.37 0.06 1.36 0.09 1.27 0.12 1.23 0.27 AM457718 hypothetical protein MtrDRAFT_AC146572g15v2 [Medicago truncatula]

STMHK43TV_184 0.55 0.16 0.45 0.06 0.39 0.00 0.49 0.00 3.00 0.00 1.98 0.06 3.46 0.05 2.55 0.00 NA cytochrome P450 [Petunia x hybrida]

MICRO.1081.C65_113 0.12 0.06 0.23 0.07 0.18 0.05 0.19 0.00 2.53 0.00 2.49 0.00 2.24 0.00 2.35 0.02 AP009271 NA

STMGI80TV_651 0.25 0.01 0.32 0.04 0.25 0.03 0.76 0.60 1.72 0.02 1.71 0.03 1.87 0.02 2.13 0.02 CU329701 NA

SDBN003C13u.scf_41 0.61 0.01 0.62 0.02 0.69 0.02 0.51 0.01 1.49 0.04 1.58 0.03 1.48 0.08 1.46 0.03 NA NA

MICRO.708.C3_492 0.90 0.66 0.75 0.08 0.78 0.19 0.48 0.00 2.35 0.00 2.66 0.00 1.18 0.30 0.88 0.58 AK224792 NA

cSTD9C8TH_366 0.70 0.06 0.68 0.11 0.60 0.06 0.84 0.47 1.26 0.21 1.20 0.30 1.81 0.01 2.34 0.01 NA NA

SDBT002N09x.scf_184 0.28 0.00 0.38 0.00 0.43 0.00 0.76 0.08 1.44 0.04 1.60 0.13 2.05 0.00 2.67 0.00 NA NA

MICRO.16341.C1_312 0.29 0.00 0.40 0.01 0.32 0.00 0.30 0.01 2.86 0.02 3.25 0.00 3.49 0.00 1.93 0.01 NA NA

MICRO.7613.C2_691 0.11 0.02 0.31 0.03 0.21 0.02 0.58 0.14 3.06 0.07 3.44 0.04 3.18 0.05 3.61 0.00 NA NA

MICRO.1587.C1_997 0.38 0.00 0.47 0.00 0.43 0.00 1.19 0.22 1.52 0.06 1.49 0.02 0.86 0.58 3.10 0.00 NM_112083 Histone-fold/TFIID-TAF/NF-Y [Medicago truncatula]

STMHE23TV_688 0.42 0.00 0.45 0.02 0.42 0.01 0.54 0.23 1.94 0.01 1.64 0.01 1.69 0.01 2.16 0.01 NA NA

bf_mxflxxxx_0039f06.t3m.scf_120 0.22 0.00 0.18 0.01 0.23 0.00 0.50 0.00 3.78 0.00 1.83 0.01 2.05 0.00 3.41 0.00 NA NA

bf_mxflxxxx_0066f04.t3m.scf_630 0.43 0.02 0.74 0.04 0.61 0.04 0.67 0.17 1.50 0.04 1.95 0.03 1.22 0.27 1.84 0.01 AC149287 NA

MICRO.1081.C61_557 0.43 0.01 0.80 0.20 0.80 0.12 0.66 0.06 2.84 0.05 3.06 0.08 2.35 0.12 4.13 0.00 AP009271 NA

MICRO.12973.C1_826 0.31 0.04 0.27 0.06 0.27 0.03 0.74 0.44 1.64 0.12 3.42 0.00 3.33 0.04 9.76 0.00 AM478949 nucleobase:cation symporter [Arabidopsis thaliana]

MICRO.4692.C2_950 0.33 0.02 0.40 0.05 0.35 0.02 0.66 0.22 1.83 0.01 1.97 0.01 1.96 0.01 1.52 0.14 AP009271 unknown protein [Arabidopsis thaliana]

cSTB45D22TH_317 0.14 0.01 0.16 0.01 0.14 0.01 0.36 0.03 2.09 0.01 1.80 0.02 3.04 0.00 2.64 0.00 NA NA

MICRO.1681.C7_547 0.83 0.12 0.82 0.14 0.80 0.18 0.81 0.15 1.51 0.02 1.22 0.24 1.13 0.32 1.63 0.01 NA NA

MICRO.7496.C1_1141 0.29 0.00 0.39 0.04 0.31 0.01 0.47 0.09 1.54 0.04 2.08 0.01 2.01 0.00 2.45 0.00 NA Oxidoreductase, N-terminal [Medicago truncatula]

MICRO.14751.C4_464 0.28 0.00 0.40 0.01 0.35 0.00 0.48 0.01 2.04 0.00 2.04 0.01 1.91 0.00 1.59 0.02 NA conserved hypothetical protein [Medicago truncatula]

POCAY84TP_878 0.27 0.01 0.38 0.04 0.32 0.04 0.32 0.06 5.16 0.00 4.43 0.00 3.70 0.00 2.68 0.03 NA NA

bf_mxflxxxx_0013d03.t3m.scf_21 0.14 0.00 0.17 0.01 0.11 0.00 0.29 0.01 1.78 0.02 1.92 0.01 2.08 0.00 2.22 0.00 AC151815 NA

MICRO.6372.C1_796 0.79 0.25 0.96 0.81 0.90 0.51 0.73 0.19 1.26 0.20 1.36 0.12 1.45 0.05 1.04 0.85 NM_123012 unknown protein [Arabidopsis thaliana]

bf_mxlfxxxx_0073b06.t3m.scf_108 0.28 0.01 0.35 0.00 0.43 0.08 0.85 0.45 1.38 0.23 2.51 0.00 1.93 0.01 2.30 0.00 AF265664 NA

MICRO.2685.C1_426 0.28 0.00 0.46 0.01 0.57 0.01 0.85 0.27 1.69 0.03 1.79 0.05 1.99 0.02 2.81 0.00 NA NA

MICRO.11794.C1_874 0.46 0.01 0.62 0.09 0.52 0.05 0.68 0.40 2.38 0.00 2.21 0.00 2.36 0.00 1.29 0.31 NA NA

MICRO.10562.C1_818 0.47 0.03 0.71 0.22 0.63 0.01 0.40 0.00 1.72 0.01 1.71 0.01 1.46 0.04 1.75 0.09 NA NA

MICRO.1134.C4_1401 0.46 0.00 0.46 0.00 0.36 0.00 0.48 0.00 1.57 0.02 2.15 0.00 1.79 0.00 2.29 0.00 DQ191635 serine/threonine protein kinase SAPK8-like protein [Solanum tuberosum]

MICRO.6668.C3_262 0.45 0.01 0.52 0.04 0.48 0.02 0.70 0.10 1.58 0.05 1.53 0.03 1.81 0.01 1.40 0.09 NA ATP binding / kinase/ protein kinase/ protein serine/threonine kinase/ protein-tyrosine kinase [Arabidopsis thaliana]

MICRO.1081.C46_132 0.28 0.00 0.43 0.03 0.29 0.01 0.41 0.07 4.88 0.04 5.35 0.07 4.12 0.07 5.75 0.00 AP009271 NA

BF_TUBSXXXX_0049B02_T3M.SCF_422 0.25 0.00 0.35 0.00 0.36 0.00 0.25 0.00 1.91 0.01 2.10 0.00 1.73 0.00 1.91 0.00 NA NA

MICRO.56.C1_254 0.23 0.01 0.28 0.01 0.34 0.00 0.58 0.53 1.44 0.07 1.64 0.11 1.79 0.01 2.37 0.00 NA NA

MICRO.11101.C1_416 0.85 0.25 0.66 0.04 0.74 0.08 1.02 0.89 0.96 0.79 1.09 0.53 1.26 0.23 1.97 0.01 NA unknown protein [Arabidopsis thaliana]

MICRO.2286.C48_551 0.62 0.09 0.99 0.93 0.64 0.03 0.32 0.00 1.50 0.03 1.46 0.03 0.85 0.24 1.34 0.11 NA NA

bf_mxflxxxx_0071c06.t3m.scf_101 0.50 0.03 0.72 0.37 0.42 0.04 0.86 0.57 1.12 0.49 1.63 0.09 1.45 0.10 2.26 0.01 NA NA

MICRO.12464.C1_642 0.45 0.00 0.55 0.05 0.70 0.06 0.82 0.31 1.64 0.08 1.57 0.02 1.67 0.02 1.69 0.02 NA unknown protein [Oryza sativa (japonica cultivar-group)]

MICRO.1081.C34_792 0.21 0.02 0.46 0.08 0.33 0.02 0.43 0.07 3.40 0.00 3.37 0.00 2.97 0.00 3.05 0.03 AC193780 NA

MICRO.12808.C1_1235 0.15 0.01 0.18 0.03 0.11 0.02 0.33 0.11 4.30 0.00 2.45 0.03 4.11 0.00 3.20 0.02 AF494083 SGT1 [Nicotiana benthamiana]

MICRO.13876.C1_756 0.06 0.00 0.06 0.00 0.06 0.00 0.16 0.00 3.95 0.00 1.95 0.00 3.65 0.00 2.32 0.00 NM_101502 Os02g0173800 [Oryza sativa (japonica cultivar-group)]

STMGX83TV_634 0.43 0.00 0.43 0.01 0.44 0.01 0.52 0.05 1.56 0.03 1.59 0.02 1.66 0.01 1.83 0.01 NA Zinc finger, RING-type; Zinc finger, C6HC-type; Polynucleotidyl transferase, Ribonuclease H fold [Medicago truncatula]

MICRO.5877.C1_1049 0.65 0.03 0.77 0.15 0.75 0.07 1.18 0.29 0.93 0.64 1.19 0.25 1.57 0.03 2.40 0.00 AM423497 nucleotide binding [Arabidopsis thaliana]

bf_lbchxxxx_0060h07.t3m.scf_95 0.88 0.30 0.69 0.11 0.63 0.15 0.69 0.07 4.49 0.00 1.07 0.76 2.29 0.01 1.31 0.26 AF092916 cytochrome P450-dependent fatty acid hydroxylase [Nicotiana tabacum]

MICRO.902.C1_677 0.12 0.01 0.22 0.03 0.15 0.02 0.41 0.09 1.52 0.05 2.04 0.00 1.70 0.03 2.10 0.01 U38465 small GTP-binding protein

MICRO.7672.C1_772 0.33 0.00 0.43 0.01 0.46 0.00 0.39 0.00 2.31 0.01 2.10 0.02 1.98 0.05 2.53 0.01 NA unknow protein [Oryza sativa (japonica cultivar-group)]

MICRO.716.C1_1142 0.81 0.32 0.26 0.00 0.49 0.00 1.02 0.90 1.97 0.01 0.86 0.52 2.20 0.00 3.65 0.00 NA unknown protein [Arabidopsis thaliana]

MICRO.1081.C36_730 0.18 0.01 0.31 0.03 0.36 0.01 0.25 0.01 2.17 0.00 2.39 0.01 2.16 0.01 2.55 0.01 AP009271 DNA binding / nucleic acid binding [Arabidopsis thaliana]

MICRO.11337.C1_164 0.36 0.01 0.33 0.02 0.33 0.02 0.60 0.32 1.95 0.03 2.08 0.00 2.95 0.03 1.70 0.05 NA NA



POCCR73TP_882 0.08 0.00 0.19 0.02 0.06 0.01 0.20 0.02 2.77 0.08 2.99 0.01 2.11 0.14 1.80 0.02 NA NA

MICRO.1081.C29_687 0.49 0.06 0.74 0.31 0.41 0.01 0.35 0.01 1.81 0.09 2.15 0.02 1.24 0.11 2.38 0.05 AP009271 NA

MICRO.8956.C1_752 0.55 0.07 0.56 0.18 0.65 0.48 0.82 0.41 2.51 0.00 1.65 0.18 2.17 0.04 2.77 0.02 NA Heat shock protein DnaJ [Medicago truncatula]

MICRO.1623.C1_21 0.37 0.04 0.59 0.24 0.46 0.28 1.04 0.89 1.63 0.18 2.77 0.07 2.52 0.00 3.09 0.00 AM430462 nucleic acid binding [Arabidopsis thaliana]

bf_mxlfxxxx_0003c05.t3m.scf_342 0.62 0.02 0.74 0.11 0.74 0.07 0.74 0.10 2.06 0.01 1.41 0.08 1.65 0.01 1.26 0.17 AY426266 blight resistance protein T118 [Solanum tarijense]

MICRO.15979.C1_50 0.05 0.00 0.08 0.00 0.06 0.00 0.18 0.00 2.49 0.00 3.28 0.00 5.98 0.00 15.90 0.00 NA NA

MICRO.432.C6_789 0.68 0.03 0.55 0.02 0.54 0.13 0.43 0.05 5.17 0.00 3.07 0.00 2.18 0.01 1.10 0.47 NA RD22-like protein [Vitis vinifera]

TBSK04168FD04.t3m.scf_150 0.47 0.00 0.60 0.02 0.60 0.01 1.47 0.03 1.04 0.84 1.37 0.42 1.92 0.00 7.46 0.00 DQ200394 NA

MICRO.2335.C2_690 0.57 0.02 0.70 0.22 0.67 0.06 0.48 0.10 1.43 0.09 1.55 0.06 1.77 0.01 1.65 0.06 CU372924 unnamed protein product [Arabidopsis thaliana]

MICRO.12017.C1_741 0.35 0.03 0.43 0.04 0.22 0.00 0.50 0.03 1.58 0.02 1.43 0.06 1.28 0.12 1.62 0.04 AK224907 NA

STMCH05TV_168 0.57 0.06 0.64 0.06 0.41 0.01 0.55 0.03 2.27 0.01 1.92 0.01 1.20 0.18 1.79 0.01 NA NA

POCB332TV_419 0.68 0.05 0.78 0.22 0.68 0.04 0.50 0.05 3.36 0.00 2.54 0.00 2.72 0.00 1.45 0.08 NA NA

cPRO1E14TH_703 0.49 0.00 0.63 0.04 0.64 0.02 0.44 0.01 2.87 0.00 2.86 0.00 1.75 0.05 3.49 0.04 AP009271 NA

MICRO.11861.C1_1015 0.10 0.01 0.18 0.04 0.15 0.01 0.36 0.10 3.07 0.00 2.62 0.03 3.40 0.00 2.46 0.01 NA NA

STMGJ40TV_218 0.29 0.00 0.35 0.04 0.40 0.03 0.98 0.93 1.35 0.15 1.20 0.47 1.61 0.07 3.10 0.00 AM485766 Os07g0691200 [Oryza sativa (japonica cultivar-group)]

MICRO.947.C1_241 0.49 0.08 0.70 0.17 0.58 0.04 0.76 0.22 1.77 0.02 1.85 0.01 1.55 0.17 2.63 0.00 AC149265 NA

MICRO.10350.C2_733 0.39 0.12 0.41 0.11 0.25 0.00 0.39 0.00 1.59 0.18 1.83 0.12 1.73 0.01 2.38 0.00 CU329701 CTV.22 [Poncirus trifoliata]

bf_suspxxxx_0036h06.t3m.scf_630 0.91 0.60 0.48 0.06 0.46 0.00 0.31 0.00 1.63 0.24 1.61 0.05 1.56 0.25 1.32 0.07 NA hypothetical protein MtrDRAFT_AC157349g33v2 [Medicago truncatula]

MICRO.12440.C2_1173 0.76 0.30 0.71 0.25 0.54 0.01 0.68 0.05 1.00 0.99 1.66 0.03 1.16 0.26 1.94 0.00 NA UDP-N-acetylmuramoylalanine-D-glutamate ligase [Physcomitrella patens]

STMDH91TV_523 0.76 0.10 0.64 0.04 0.74 0.07 0.79 0.13 1.22 0.22 1.26 0.16 1.35 0.05 1.27 0.12 Z34527 Signal recognition particle 54 kDa protein 2 (SRP54)

MICRO.9982.C1_429 1.07 0.71 0.60 0.04 0.51 0.01 0.35 0.02 1.81 0.01 1.46 0.15 1.53 0.05 1.24 0.22 AB032538 chromomethylase-like protein [Nicotiana tabacum]

MICRO.36.C2_147 0.86 0.21 0.78 0.26 0.72 0.02 0.64 0.02 2.22 0.00 3.17 0.00 1.36 0.02 1.02 0.88 DQ284456 unknown [Solanum tuberosum]

cSTB13J18TH_425 0.43 0.00 0.56 0.08 0.45 0.02 0.75 0.24 1.45 0.06 1.66 0.04 1.56 0.03 1.43 0.12 NA NA

MICRO.12092.C4_1279 0.16 0.01 0.23 0.06 0.12 0.02 0.41 0.13 3.53 0.00 2.05 0.01 2.37 0.00 1.82 0.04 AY904339 calcium-dependent protein kinase 4 [Capsicum annuum]

BF_LBCHXXXX_0033C06_T3M.SCF_241 0.25 0.05 0.47 0.18 0.31 0.06 1.01 0.97 1.45 0.14 1.54 0.10 1.51 0.15 1.95 0.07 NA NA

MICRO.6656.C2_1014 0.25 0.00 0.29 0.05 0.39 0.08 0.76 0.68 1.13 0.36 1.28 0.25 1.58 0.01 3.71 0.00 AK224646 NA

MICRO.8778.C1_403 1.17 0.18 0.82 0.33 0.61 0.02 0.17 0.00 4.17 0.03 5.01 0.00 1.42 0.35 0.42 0.00 AK224774 B12D-like protein [Beta vulgaris]

MICRO.3749.C3_1872 0.65 0.01 0.87 0.34 0.95 0.72 0.60 0.03 1.72 0.01 1.46 0.04 1.29 0.21 1.06 0.61 NA NA

MICRO.14770.C1_919 0.30 0.02 0.29 0.02 0.32 0.02 0.79 0.15 6.01 0.04 2.73 0.06 3.22 0.07 5.83 0.01 NA unknown protein [Arabidopsis thaliana]

MICRO.7411.C2_680 0.13 0.00 0.26 0.02 0.16 0.01 0.34 0.04 1.55 0.02 1.60 0.03 1.63 0.03 1.37 0.19 DQ191637 NA

MICRO.56.C8_721 0.30 0.00 0.26 0.01 0.27 0.01 0.34 0.03 1.91 0.01 2.01 0.01 1.87 0.01 2.00 0.01 NA Putative plant transposon protein [Medicago truncatula]

cSTA36I11TH_271 0.65 0.04 0.86 0.58 0.69 0.08 0.86 0.52 2.01 0.00 1.75 0.05 1.57 0.02 1.09 0.76 NA NA

MICRO.11788.C1_360 0.51 0.00 0.75 0.07 0.69 0.03 0.73 0.14 1.54 0.02 1.79 0.01 1.34 0.06 1.61 0.17 AC149291 NA

MICRO.3258.C1_841 0.34 0.04 0.50 0.18 0.41 0.08 0.75 0.52 8.60 0.00 5.35 0.01 6.94 0.12 6.58 0.00 AM475461 ATMPK9 [Arabidopsis thaliana]

STMDF66TV_656 0.15 0.01 0.18 0.02 0.15 0.01 0.47 0.08 1.29 0.17 2.06 0.00 1.78 0.05 3.49 0.00 NA NA

cSTA37K24TH_283 0.34 0.01 0.44 0.05 0.19 0.02 0.60 0.24 1.36 0.23 1.89 0.02 2.09 0.01 3.18 0.00 AM431899 unnamed protein product [Arabidopsis thaliana]

STDB004O15u.scf_598 0.38 0.00 0.57 0.02 0.59 0.01 1.05 0.69 1.37 0.09 1.57 0.10 1.70 0.05 2.67 0.00 NA DNA-binding protein -related [Brassica oleracea]

MICRO.2013.C7_898 0.50 0.07 0.89 0.73 0.48 0.00 0.58 0.06 1.25 0.19 1.44 0.25 1.41 0.03 1.85 0.01 AC151801 Putative disease resistance protein I2C-5, identical [Solanum demissum]

BF_LBCHXXXX_0007C04_T3M.SCF_418 0.50 0.00 0.36 0.00 0.50 0.00 0.27 0.00 1.79 0.00 1.74 0.01 1.83 0.00 1.76 0.00 NA NA

MICRO.15838.C1_625 0.54 0.03 0.62 0.06 0.60 0.01 0.73 0.04 1.33 0.07 1.51 0.03 1.36 0.04 1.63 0.01 NA hypothetical protein OsI_003594 [Oryza sativa (indica cultivar-group)]

bf_mxflxxxx_0013e03.t3m.scf_24 0.21 0.00 0.26 0.02 0.22 0.02 0.54 0.05 1.20 0.28 2.65 0.00 1.48 0.06 3.63 0.00 BT012751 NA

BF_LBCHXXXX_0050D08_T3M.SCF_601 0.65 0.01 0.71 0.08 0.73 0.09 0.57 0.06 1.71 0.01 1.69 0.03 1.02 0.92 2.11 0.01 NA NA

MICRO.4534.C1_986 0.26 0.01 0.31 0.03 0.22 0.03 0.49 0.16 1.74 0.02 2.43 0.00 2.09 0.01 1.90 0.03 NA NA

MICRO.11784.C1_550 0.77 0.16 0.71 0.05 0.88 0.29 0.78 0.09 1.34 0.08 1.24 0.19 1.44 0.02 1.61 0.01 BT013959 putative protein [Arabidopsis thaliana]

MICRO.2545.C2_699 0.44 0.01 0.59 0.07 0.32 0.00 0.51 0.04 1.85 0.09 2.40 0.02 1.73 0.15 2.43 0.05 AF411807 transcription factor [Arabidopsis thaliana]

MICRO.16221.C1_397 0.48 0.02 0.52 0.01 0.66 0.04 0.75 0.14 1.11 0.47 1.23 0.18 1.37 0.05 1.50 0.03 NA NA

MICRO.13392.C1_591 0.74 0.06 0.61 0.12 0.67 0.06 0.87 0.57 1.25 0.27 1.29 0.18 1.34 0.12 1.48 0.07 AP009283 DNA binding / transcription factor [Arabidopsis thaliana]

MICRO.17986.C1_306 0.51 0.00 0.93 0.66 0.75 0.07 0.73 0.06 1.63 0.01 1.94 0.01 1.10 0.48 2.24 0.00 CU210847 NA

MICRO.3155.C1_1188 0.77 0.16 0.74 0.09 0.91 0.37 0.66 0.03 1.59 0.01 1.19 0.26 1.35 0.04 1.29 0.11 DQ284470 putative DNA binding protein-like [Solanum tuberosum]

MICRO.1643.C5_221 0.06 0.01 0.10 0.00 0.13 0.01 0.14 0.00 2.13 0.00 2.81 0.00 2.87 0.00 3.70 0.00 NA sulfotransferase [Arabidopsis thaliana]

bf_arrayxxx_0046f09.t7m.scf_611 0.43 0.11 0.38 0.05 0.28 0.01 0.54 0.10 2.54 0.07 2.68 0.02 1.22 0.23 3.98 0.00 BT013402 unknown protein [Arabidopsis thaliana]

MICRO.1889.C6_694 0.08 0.00 0.14 0.01 0.09 0.01 0.18 0.02 2.27 0.00 3.49 0.00 3.18 0.00 8.26 0.00 DQ350360 CYP72A56 [Nicotiana tabacum]

cSTB22A18TH_56 0.68 0.05 0.64 0.03 0.54 0.09 0.44 0.02 4.10 0.00 2.97 0.00 1.69 0.04 1.11 0.40 NA NA

MICRO.6029.C4_568 0.75 0.09 0.71 0.08 0.75 0.10 0.48 0.01 1.95 0.00 1.51 0.03 1.82 0.01 1.24 0.16 NA NA

MICRO.2525.C1_381 0.33 0.02 0.23 0.04 0.12 0.03 0.19 0.16 3.21 0.00 3.27 0.04 3.38 0.01 4.90 0.01 NA NA

MICRO.9037.C1_726 0.39 0.00 0.66 0.04 0.81 0.55 0.40 0.08 1.54 0.03 2.12 0.05 2.34 0.00 1.38 0.31 AK224798 Tom [Nicotiana tomentosa]

bf_arrayxxx_0043h05.t7m.scf_659 0.70 0.03 0.72 0.07 0.66 0.03 0.93 0.58 1.01 0.98 1.62 0.02 1.38 0.04 3.14 0.00 BT013217 NA

MICRO.8033.C1_707 0.30 0.00 0.50 0.01 0.46 0.01 0.41 0.01 3.15 0.01 4.11 0.00 2.93 0.07 4.09 0.01 NA NA

bf_mxflxxxx_0022f11.t3m.scf_159 0.25 0.00 0.32 0.03 0.33 0.01 0.53 0.06 1.62 0.03 2.34 0.00 2.02 0.00 3.50 0.00 NA NA

POCDA25TV_238 0.43 0.00 0.71 0.08 0.64 0.02 1.15 0.32 1.10 0.55 1.37 0.06 1.19 0.22 2.48 0.00 NA NA

BF_TUBSXXXX_0051A01_T3M.SCF_307 0.27 0.02 0.22 0.03 0.19 0.02 0.43 0.10 1.74 0.02 1.70 0.02 1.92 0.01 2.53 0.02 NA NA

MICRO.5368.C1_1043 0.78 0.20 0.40 0.01 0.46 0.01 0.39 0.01 1.63 0.03 1.66 0.02 1.36 0.06 1.17 0.34 AY485932 salicylic acid-binding protein 2 [Nicotiana tabacum]

MICRO.3258.C2_607 0.53 0.02 0.64 0.04 0.48 0.01 0.62 0.06 2.28 0.00 1.72 0.02 1.88 0.04 1.86 0.03 AM459161 ATMPK9 [Arabidopsis thaliana]

MICRO.6747.C5_548 0.42 0.03 0.57 0.01 0.70 0.06 0.42 0.07 1.92 0.00 1.82 0.04 2.04 0.01 1.98 0.00 NA NA

MICRO.16032.C1_347 0.72 0.13 0.71 0.13 0.79 0.55 0.73 0.20 1.18 0.32 1.28 0.48 1.22 0.66 2.04 0.01 CU019620 unknown protein [Arabidopsis thaliana]

MICRO.7730.C1_674 0.50 0.07 0.58 0.22 0.43 0.01 0.51 0.07 2.17 0.00 2.11 0.00 1.52 0.03 1.63 0.03 NA NA

MICRO.1610.C1_788 0.49 0.14 0.48 0.01 0.83 0.19 0.56 0.02 1.68 0.02 1.44 0.16 1.94 0.01 1.34 0.13 AF404420 Rx protein [Solanum tuberosum]

MICRO.12266.C1_1069 0.80 0.08 0.82 0.21 0.90 0.41 0.89 0.53 1.99 0.01 2.02 0.00 1.75 0.01 1.08 0.64 CT990558 Similar to Beta integral membrane protein (gb|U43629). EST gb|N37585,gb|T43808,gb|,gb|AA395424 come from this gene. [Arabidopsis thaliana]

MICRO.8847.C1_694 0.09 0.02 0.21 0.05 0.11 0.03 0.42 0.20 1.60 0.04 2.03 0.00 1.98 0.02 1.72 0.08 AP009300 NA

MICRO.2645.C1_836 0.15 0.00 0.15 0.01 0.26 0.00 0.37 0.03 4.93 0.01 3.90 0.00 4.27 0.00 2.46 0.03 NA NA

MICRO.17216.C1_323 0.93 0.47 0.50 0.01 0.57 0.03 0.64 0.03 1.92 0.15 1.33 0.06 1.54 0.10 1.59 0.03 AY370528 MADS-box protein 14 [Petunia x hybrida]

MICRO.1011.C1_1035 0.59 0.02 0.95 0.72 0.59 0.03 0.85 0.36 1.22 0.23 1.50 0.05 0.99 0.95 2.29 0.00 NA Os10g0377800 [Oryza sativa (japonica cultivar-group)]

MICRO.24.C6_585 0.62 0.20 0.65 0.04 0.71 0.04 0.28 0.05 3.90 0.00 4.14 0.00 2.15 0.19 1.01 0.98 NA extensin-like protein [Solanum tuberosum]

MICRO.6656.C4_250 0.22 0.00 0.35 0.05 0.53 0.17 0.90 0.88 1.01 0.94 1.41 0.05 1.89 0.00 4.02 0.00 AK224646 NA

MICRO.432.C3_742 0.69 0.07 0.58 0.02 0.52 0.21 0.38 0.03 7.15 0.00 3.57 0.00 2.41 0.00 1.20 0.25 NA BURP [Medicago truncatula]

MICRO.2686.C1_439 0.80 0.07 0.84 0.25 0.72 0.05 0.86 0.34 2.08 0.00 1.24 0.18 1.05 0.70 1.60 0.02 BT013898 dehydration-induced protein ERD15 [Lycopersicon esculentum]

MICRO.2286.C33_198 0.40 0.06 0.38 0.08 0.30 0.16 0.42 0.04 2.80 0.00 2.88 0.00 2.06 0.00 1.28 0.65 NA NA

MICRO.14770.C2_692 0.33 0.01 0.27 0.02 0.29 0.00 0.63 0.24 4.36 0.05 2.44 0.00 2.45 0.08 4.36 0.00 NA unknown protein [Arabidopsis thaliana]

MICRO.10861.C1_373 0.27 0.00 0.42 0.00 0.46 0.01 0.30 0.00 2.36 0.05 2.96 0.00 2.62 0.02 2.16 0.00 NA NA

MICRO.1081.C55_361 0.40 0.02 0.60 0.03 0.76 0.05 0.58 0.00 1.63 0.03 1.94 0.04 1.66 0.01 2.35 0.01 AP009271 NA

STMJD03TV_543 0.34 0.06 0.27 0.03 0.23 0.01 0.44 0.10 3.13 0.00 5.45 0.00 4.64 0.00 2.39 0.01 NA cytochrome P450 [Panax ginseng]

MICRO.4058.C2_697 0.37 0.00 0.75 0.28 0.57 0.04 0.96 0.83 0.85 0.43 1.42 0.13 1.50 0.04 3.38 0.00 NA histone-lysine N-methyltransferase/ zinc ion binding [Arabidopsis thaliana]

097G01AF.esd_743 0.91 0.42 0.76 0.10 0.83 0.15 0.79 0.19 1.54 0.03 1.60 0.01 1.16 0.17 1.03 0.82 DQ222487 unknown [Solanum tuberosum]

MICRO.8931.C2_366 0.28 0.01 0.29 0.01 0.35 0.00 0.51 0.07 1.58 0.02 1.95 0.00 1.65 0.01 2.55 0.00 AP009359 NA

MICRO.15035.C3_278 0.13 0.00 0.28 0.03 0.15 0.02 0.44 0.08 3.06 0.02 2.92 0.00 2.53 0.02 2.28 0.00 NA NA

MICRO.14264.C1_1063 0.39 0.00 0.52 0.03 0.74 0.10 2.50 0.00 0.75 0.15 1.47 0.04 1.86 0.06 3.99 0.00 AB072918 unknown protein [Arabidopsis thaliana]

MICRO.13956.C1_1562 0.10 0.01 0.17 0.04 0.22 0.02 0.48 0.12 2.21 0.03 2.49 0.01 1.95 0.03 4.04 0.01 AB023816 vetispiradiene synthase [Solanum tuberosum]

MICRO.15099.C1_1330 0.68 0.07 0.66 0.06 0.63 0.01 0.88 0.32 1.17 0.25 1.48 0.04 1.37 0.05 2.07 0.00 NA putative protein [Arabidopsis thaliana]

MICRO.9296.C1_707 0.39 0.01 0.70 0.09 0.69 0.03 0.40 0.01 1.91 0.04 1.75 0.05 1.53 0.13 2.01 0.05 AP009271 NA

MICRO.6663.C1_41 0.06 0.00 0.15 0.00 0.13 0.00 0.09 0.01 6.41 0.00 7.75 0.00 6.44 0.00 1.96 0.00 X95513 lipoxygenase [Solanum tuberosum]

MICRO.6539.C1_1367 0.60 0.01 0.54 0.01 0.65 0.27 0.27 0.00 1.50 0.03 1.97 0.00 1.76 0.01 1.25 0.19 AF006081 UDPG glucosyltransferase [Solanum berthaultii]

MICRO.2755.C1_389 0.61 0.01 0.74 0.12 0.84 0.18 1.00 0.98 1.14 0.41 0.95 0.69 1.25 0.09 1.74 0.01 CT573055 IBR5 (INDOLE-3-BUTYRIC ACID RESPONSE 5); phosphoprotein phosphatase/ protein tyrosine/serine/threonine phosphatase [Arabidopsis thaliana]

TBSK00745FG01.t3m.scf_227 0.08 0.00 0.17 0.01 0.13 0.01 0.17 0.00 5.84 0.04 8.79 0.01 4.16 0.06 4.16 0.04 AF060551 NA

MICRO.293.C3_544 0.64 0.01 0.72 0.10 0.54 0.01 0.65 0.09 1.64 0.01 1.59 0.01 1.37 0.06 1.67 0.02 DQ222512 CBL1 (CALCINEURIN B-LIKE PROTEIN 1); calcium ion binding [Arabidopsis thaliana]

MICRO.2286.C27_804 0.26 0.00 0.37 0.01 0.36 0.00 0.24 0.01 2.48 0.00 2.21 0.00 2.00 0.00 1.99 0.00 NA NA

BF_CSCHXXXX_0012F08.T3M.SCF_668 0.62 0.02 0.61 0.09 0.67 0.07 0.76 0.24 1.13 0.46 1.11 0.56 1.20 0.31 1.50 0.07 CU302231 unknown protein [Arabidopsis thaliana]

MICRO.5877.C2_1397 0.55 0.00 0.69 0.06 0.61 0.01 1.13 0.36 1.06 0.64 1.27 0.08 1.45 0.06 2.82 0.00 AJ617054 hypothetical protein [Arabidopsis thaliana]

MICRO.1081.C33_185 0.50 0.01 0.77 0.11 0.71 0.02 0.50 0.02 1.66 0.02 1.88 0.01 1.49 0.02 2.19 0.00 AP009271 NA

MICRO.1081.C27_150 0.28 0.00 0.36 0.02 0.45 0.00 0.38 0.01 2.61 0.00 2.15 0.01 2.79 0.00 2.41 0.03 AP009271 NA

MICRO.2286.C95_21 0.20 0.01 0.27 0.02 0.17 0.02 0.19 0.06 4.62 0.00 3.12 0.01 2.36 0.01 1.89 0.03 NA NA

POCDA81TV_182 0.16 0.00 0.13 0.02 0.20 0.00 0.42 0.04 5.96 0.00 3.96 0.02 4.08 0.00 2.33 0.00 NA NA

POCA601TV_572 0.18 0.00 0.31 0.01 0.25 0.00 0.41 0.01 1.98 0.01 2.40 0.00 2.10 0.00 2.12 0.00 NA NA

MICRO.339.C28_742 0.09 0.00 0.39 0.03 0.26 0.00 0.62 0.01 1.46 0.10 2.49 0.01 2.49 0.00 4.56 0.00 AY678298 NA

MICRO.2497.C1_653 0.28 0.00 0.83 0.49 0.65 0.06 0.53 0.02 1.62 0.02 2.34 0.00 1.79 0.21 1.97 0.09 AM087200 NA

BF_TUBSXXXX_0063G12_T3M.SCF_11 0.44 0.04 0.48 0.03 0.29 0.01 0.50 0.06 10.48 0.00 6.71 0.00 5.51 0.00 2.57 0.09 NA AOAT2 (ALANINE-2-OXOGLUTARATE AMINOTRANSFERASE 2); alanine transaminase [Arabidopsis thaliana]

MICRO.9665.C1_670 0.66 0.13 0.58 0.04 0.60 0.02 0.55 0.04 1.47 0.05 1.37 0.07 1.30 0.08 1.35 0.09 AM462015 aminoacylase/ metallopeptidase [Arabidopsis thaliana]

MICRO.7948.C3_753 0.50 0.01 0.50 0.04 0.46 0.00 0.52 0.07 1.43 0.11 1.70 0.01 1.40 0.04 2.21 0.00 NA NA

bf_arrayxxx_0023h06.t3m.scf_625 0.35 0.01 0.59 0.26 0.46 0.02 0.84 0.60 1.16 0.36 1.87 0.01 1.74 0.01 4.47 0.00 NA NA

MICRO.5042.C1_736 0.52 0.00 0.65 0.03 0.67 0.01 0.86 0.43 1.61 0.17 2.12 0.00 2.48 0.04 4.84 0.00 NA hypothetical protein OsJ_002095 [Oryza sativa (japonica cultivar-group)]

MICRO.765.C6_22 0.20 0.02 0.19 0.07 0.18 0.01 0.56 0.18 1.55 0.05 1.28 0.15 1.55 0.04 2.21 0.00 AJ223252 UDP-glucose:protein transglucosylase-like protein SlUPTG1 [Lycopersicon esculentum]

cSTS29D24TH_63 0.47 0.01 0.55 0.02 0.90 0.58 0.77 0.14 1.57 0.22 1.08 0.65 2.04 0.00 2.12 0.01 AP009275 NA

MICRO.787.C2_1289 0.49 0.01 0.46 0.06 0.40 0.04 0.43 0.10 3.00 0.00 2.50 0.00 2.47 0.07 1.37 0.25 NA unknown protein [Arabidopsis thaliana]

MICRO.5059.C2_1439 0.46 0.09 0.60 0.06 0.47 0.10 0.52 0.05 1.63 0.10 1.66 0.01 1.61 0.02 1.11 0.63 NA NA

POAE829TP_2 0.53 0.00 0.61 0.02 0.80 0.11 1.07 0.58 1.42 0.03 1.12 0.41 1.05 0.77 1.75 0.01 NA Protein kinase [Medicago truncatula]



bf_arrayxxx_0083a10.t7m.scf_685 0.85 0.21 0.79 0.21 0.67 0.05 0.68 0.18 1.33 0.10 1.31 0.13 1.43 0.05 1.78 0.01 NA disease resistance protein Gpa2 [Solanum tuberosum]

MICRO.10625.C1_1240 0.42 0.04 0.42 0.14 0.27 0.08 0.51 0.19 1.44 0.09 1.58 0.16 1.23 0.36 1.51 0.21 NA RNA-directed DNA polymerase (Reverse transcriptase); Endonuclease/exonuclease/phosphatase; Polynucleotidyl transferase, Ribonuclease H fold [Medicago truncatula]

MICRO.2286.C57_946 0.10 0.00 0.18 0.01 0.13 0.00 0.22 0.02 4.92 0.00 4.45 0.00 3.87 0.00 2.50 0.00 NA NA

PotatoF0506.scf_400 0.09 0.00 0.25 0.00 0.45 0.19 1.53 0.29 1.03 0.79 2.74 0.16 5.05 0.00 29.22 0.01 NA NA

MICRO.7593.C1_798 0.45 0.11 0.56 0.14 0.59 0.10 0.60 0.20 1.37 0.12 1.37 0.08 1.57 0.04 2.33 0.01 NA Zinc finger, RING-type; Zinc finger, C6HC-type; Polynucleotidyl transferase, Ribonuclease H fold [Medicago truncatula]

MICRO.339.C7_840 0.10 0.00 0.33 0.03 0.28 0.00 0.85 0.48 1.55 0.13 1.93 0.03 1.92 0.00 4.01 0.00 NA NA

MICRO.1081.C25_1065 0.32 0.00 0.56 0.01 0.45 0.00 0.30 0.00 1.98 0.00 2.14 0.01 1.66 0.02 2.49 0.01 AP009271 DNA binding / nucleic acid binding [Arabidopsis thaliana]

POAB109TF_351 0.18 0.00 0.28 0.00 0.22 0.00 0.55 0.00 1.66 0.02 2.74 0.00 2.80 0.04 9.61 0.00 NA hypothetical protein OsI_022889 [Oryza sativa (indica cultivar-group)]

MICRO.2286.C75_434 0.24 0.00 0.31 0.01 0.25 0.00 0.31 0.01 2.58 0.00 2.67 0.01 2.09 0.00 2.97 0.00 NA NA

MICRO.416.C13_1087 0.45 0.00 0.62 0.01 0.67 0.03 1.04 0.76 1.30 0.30 1.94 0.11 2.26 0.00 6.62 0.00 DQ200394 unknown [Solanum tuberosum]

MICRO.17600.C1_124 0.62 0.01 0.66 0.04 0.71 0.04 0.59 0.01 1.91 0.01 1.81 0.01 2.01 0.01 1.67 0.02 AC091627 NA

MICRO.15664.C1_464 0.20 0.00 0.23 0.01 0.13 0.00 0.36 0.01 1.85 0.01 2.58 0.00 1.86 0.02 2.64 0.00 NA NA

MICRO.432.C9_610 0.56 0.08 0.56 0.02 0.32 0.01 0.30 0.01 6.08 0.00 3.47 0.00 1.39 0.10 1.29 0.06 NA BURP domain-containing protein [Bruguiera gymnorrhiza]

MICRO.12408.C1_533 0.57 0.04 0.48 0.00 0.68 0.21 0.33 0.00 1.56 0.02 1.27 0.19 1.26 0.05 1.43 0.03 NA NA

bf_mxlfxxxx_0031h10.t3m.scf_188 0.81 0.11 0.69 0.04 0.80 0.06 1.18 0.27 1.13 0.44 1.50 0.02 1.58 0.02 4.35 0.00 DQ241844 NA

cSTC4L2TH_53 0.29 0.03 0.25 0.11 0.32 0.06 0.75 0.48 2.04 0.01 1.51 0.09 2.59 0.00 3.33 0.00 AF006081 UDPG glucosyltransferase [Solanum berthaultii]

STMHA71TV_755 0.21 0.00 0.29 0.04 0.29 0.00 0.34 0.01 2.80 0.00 2.86 0.00 2.38 0.00 2.18 0.06 NA NA

MICRO.2580.C4_729 0.52 0.01 0.62 0.02 0.84 0.18 0.42 0.01 1.47 0.03 1.62 0.04 1.86 0.00 1.64 0.03 NA Os07g0163800 [Oryza sativa (japonica cultivar-group)]

STMEH54TV_686 1.11 0.78 0.74 0.10 0.50 0.01 0.47 0.01 0.96 0.78 1.61 0.01 1.26 0.08 1.78 0.01 NA hypothetical protein OsI_019052 [Oryza sativa (indica cultivar-group)]

STMHJ61TV_793 0.49 0.00 0.56 0.06 0.65 0.02 0.66 0.06 1.46 0.04 1.42 0.15 1.14 0.22 1.85 0.00 CU074307 Ubiquitin [Medicago truncatula]

POCCB65TV_98 0.15 0.04 0.36 0.07 0.36 0.07 0.31 0.07 4.94 0.00 3.46 0.00 3.04 0.00 2.53 0.03 NA NA

MICRO.5462.C1_766 0.31 0.12 0.22 0.09 0.12 0.00 0.22 0.00 1.95 0.04 1.35 0.32 2.78 0.03 2.12 0.00 NA CYP71D48v1 [Nicotiana tabacum]

MICRO.7508.C2_712 0.62 0.01 0.85 0.54 0.44 0.01 0.79 0.11 1.21 0.19 1.57 0.02 1.43 0.02 3.11 0.00 AK224626 ubiquitin thiolesterase [Arabidopsis thaliana]

bf_swstxxxx_0005d01.t3m.scf_536 0.23 0.01 0.30 0.06 0.33 0.05 0.42 0.14 4.44 0.00 3.55 0.03 3.71 0.00 3.89 0.00 NA NA

bf_arrayxxx_0017e01.t7m.scf_535 0.26 0.00 0.64 0.56 0.28 0.01 0.69 0.19 0.87 0.38 2.46 0.01 1.89 0.01 3.32 0.00 NA transferase, transferring glycosyl groups [Arabidopsis thaliana]

MICRO.212.C3_1277 0.81 0.11 0.66 0.04 0.54 0.08 0.64 0.06 1.33 0.14 1.46 0.05 1.05 0.68 1.38 0.05 DQ218276 UDP-glucose:solanidine glucosyltransferase [Solanum tuberosum]

MICRO.3521.C2_483 0.72 0.29 0.58 0.11 0.72 0.12 0.68 0.19 2.01 0.01 1.30 0.32 1.80 0.01 1.09 0.74 NA NRC1 [Solanum lycopersicum]

MICRO.15949.C2_230 0.08 0.02 0.22 0.08 0.10 0.03 0.17 0.13 3.15 0.02 2.74 0.00 2.69 0.06 2.21 0.01 AM467842 NA

MICRO.414.C2_1031 0.26 0.07 0.22 0.01 0.16 0.01 0.35 0.07 9.59 0.00 7.19 0.00 5.89 0.00 2.72 0.06 DQ118095 AlaT1 [Vitis vinifera]

MICRO.1081.C15_758 0.13 0.01 0.30 0.04 0.28 0.20 0.55 0.15 2.83 0.06 2.95 0.13 3.01 0.07 3.56 0.00 NA NA

MICRO.1643.C3_3 0.46 0.00 0.42 0.00 0.47 0.05 0.53 0.01 1.66 0.08 2.35 0.00 2.90 0.00 3.82 0.00 NA Sulfotransferase [Medicago truncatula]

bf_cswbxxxx_0023c08.t3m.scf_606 0.43 0.00 0.58 0.02 0.87 0.25 0.42 0.00 3.04 0.00 2.90 0.02 1.89 0.00 1.24 0.14 NA NA

cPRO13I17TH_583 0.60 0.03 0.72 0.17 0.93 0.68 0.66 0.14 1.46 0.05 1.40 0.14 1.43 0.07 2.00 0.02 BT013153 unknown [Solanum tuberosum]

MICRO.7411.C4_634 0.06 0.01 0.05 0.02 0.10 0.01 0.22 0.04 1.74 0.02 1.77 0.01 2.03 0.00 2.80 0.00 NA NA

SSBT002B04x.scf_509 0.46 0.02 0.55 0.07 0.42 0.02 0.41 0.25 2.00 0.02 1.82 0.02 1.55 0.02 1.85 0.06 NA NA

MICRO.4828.C1_484 0.54 0.01 0.53 0.16 0.26 0.04 0.50 0.08 2.46 0.07 2.64 0.01 2.25 0.00 2.47 0.00 NA NA

MICRO.13745.C1_950 0.43 0.00 0.65 0.09 0.60 0.25 0.65 0.06 1.56 0.02 1.70 0.03 1.75 0.01 1.74 0.01 NM_128757 RAD50; ATP binding / nuclease/ zinc ion binding [Arabidopsis thaliana]

bf_arrayxxx_0015d01.t7m.scf_731 0.67 0.05 0.62 0.03 0.86 0.71 0.30 0.00 3.98 0.00 2.63 0.01 2.31 0.00 0.98 0.87 NA General substrate transporter; Sugar transporter superfamily [Medicago truncatula]

MICRO.1081.C18_1218 0.34 0.04 0.47 0.22 0.54 0.02 0.59 0.06 2.18 0.01 1.58 0.08 1.82 0.01 2.40 0.02 AP009271 NA

MICRO.2286.C84_450 0.13 0.01 0.20 0.02 0.22 0.02 0.22 0.08 3.11 0.00 3.29 0.04 3.22 0.02 2.44 0.01 NA NA

MICRO.6539.C2_595 0.60 0.02 0.51 0.01 0.69 0.22 0.30 0.00 1.30 0.21 1.69 0.04 1.64 0.00 1.37 0.05 AF006081 putative glycosyltransferase [Solanum aculeatissimum]

MICRO.17607.C1_302 0.71 0.33 0.45 0.05 0.28 0.02 0.44 0.05 1.59 0.14 2.23 0.00 1.59 0.08 1.66 0.03 AJ457052 NA

MICRO.12271.C1_690 0.27 0.02 0.39 0.01 0.28 0.00 0.38 0.01 1.97 0.01 2.80 0.00 2.51 0.00 2.51 0.00 AF265664 NA

MICRO.6211.C1_234 0.35 0.06 0.30 0.02 0.18 0.01 0.64 0.11 1.33 0.12 2.42 0.00 2.31 0.00 5.00 0.00 NA unknown [Arabidopsis thaliana]

MICRO.413.C1_1341 0.75 0.16 0.78 0.17 0.77 0.06 0.58 0.04 1.62 0.04 2.13 0.01 1.99 0.00 1.03 0.84 AY748245 cytosolic acetoacetyl-coenzyme A thiolase [Nicotiana tabacum]

MICRO.250.C2_719 0.53 0.01 0.42 0.01 0.99 0.94 0.75 0.10 2.55 0.00 1.81 0.08 2.29 0.00 2.03 0.22 BT013398 Ribose-phosphate pyrophosphokinase 4 (Phosphoribosyl pyrophosphate synthetase 4)

MICRO.10350.C1_158 0.22 0.00 0.35 0.00 0.30 0.01 0.58 0.01 2.08 0.05 1.93 0.00 2.16 0.02 2.67 0.00 CU329701 NA

cSTB45M8TH_370 0.35 0.00 0.31 0.03 0.34 0.00 0.51 0.03 1.73 0.13 2.69 0.03 2.65 0.04 4.91 0.00 AC145120 NA

MICRO.2286.C56_756 0.06 0.00 0.18 0.00 0.10 0.00 0.16 0.01 4.29 0.00 3.69 0.00 3.16 0.00 2.04 0.01 NA NA

MICRO.7625.C3_1438 0.54 0.03 0.65 0.03 0.58 0.01 0.66 0.03 1.82 0.01 1.90 0.01 1.78 0.00 2.49 0.00 AY219427 ATP binding / tRNA ligase/ tryptophan-tRNA ligase [Arabidopsis thaliana]

bf_swstxxxx_0059g04.t3m.scf_68 0.07 0.01 0.21 0.02 0.08 0.02 0.27 0.04 5.07 0.00 4.31 0.00 3.23 0.01 2.26 0.01 NA unknown [Petunia x hybrida]

bf_suspxxxx_0026F02.t3m.scf_492 0.25 0.01 0.34 0.10 0.13 0.09 0.19 0.15 6.02 0.01 5.42 0.05 4.72 0.01 3.70 0.00 NA NA

STMGS95TV_673 0.48 0.01 0.55 0.01 0.67 0.14 0.40 0.02 2.03 0.00 1.78 0.05 1.85 0.00 1.59 0.02 AC151803 Leucine Rich Repeat family protein [Solanum demissum]

MICRO.3766.C1_703 0.32 0.00 0.34 0.01 0.45 0.06 0.47 0.02 2.91 0.05 1.94 0.11 1.27 0.11 3.62 0.02 DQ228328 NA

STMCY67TV_202 0.21 0.01 0.33 0.12 0.12 0.02 0.58 0.14 1.38 0.10 1.48 0.12 2.39 0.00 4.10 0.01 NA NA

MICRO.536.C5_61 0.30 0.00 0.39 0.00 0.32 0.00 0.51 0.00 1.60 0.02 2.03 0.01 2.58 0.00 3.64 0.00 DQ228355 40S ribosomal protein S7-like protein [Solanum tuberosum]

MICRO.4058.C1_1748 0.41 0.00 0.90 0.60 0.61 0.02 0.90 0.41 1.00 0.99 2.03 0.01 1.57 0.01 3.25 0.00 NA histone-lysine N-methyltransferase/ zinc ion binding [Arabidopsis thaliana]

MICRO.4372.C17_298 0.25 0.00 0.38 0.00 0.39 0.00 0.34 0.05 1.88 0.00 1.84 0.00 2.02 0.00 2.52 0.00 AP009320 NA

MICRO.1373.C1_608 0.20 0.00 0.16 0.02 0.18 0.01 0.42 0.09 1.95 0.01 1.66 0.03 3.18 0.00 2.10 0.01 NA NA

STMEU27TV_1 0.63 0.02 0.87 0.34 0.95 0.69 0.63 0.03 1.07 0.71 1.61 0.02 1.30 0.08 1.46 0.03 NA ubiquitin carboxyl-terminal hydrolase [Arabidopsis thaliana]

bf_mxlfxxxx_0039c07.t3m.scf_644 0.15 0.00 0.45 0.13 0.32 0.03 0.63 0.17 1.53 0.06 1.67 0.04 1.85 0.01 1.77 0.05 AP009260 hypothetical protein OsI_016649 [Oryza sativa (indica cultivar-group)]

MICRO.10889.C1_663 0.12 0.02 0.35 0.11 0.15 0.03 0.43 0.14 2.31 0.01 5.54 0.00 3.72 0.01 15.03 0.00 NA NA

bf_arrayxxx_0086c12.t7m.scf_1 0.19 0.00 0.11 0.00 0.14 0.00 0.30 0.03 12.27 0.00 5.51 0.02 4.29 0.00 2.39 0.01 NA NA

MICRO.409.C12_56 0.53 0.01 0.67 0.06 0.80 0.15 0.70 0.06 1.71 0.02 1.80 0.04 1.77 0.00 2.39 0.00 DQ191654 ARF-like small GTPase-like protein [Solanum tuberosum]

SSBN001H23u.scf_443 0.27 0.00 0.38 0.01 0.51 0.01 0.84 0.36 1.18 0.28 1.40 0.07 1.23 0.14 1.61 0.03 NA NA

MICRO.11483.C2_700 0.35 0.00 0.49 0.01 0.67 0.17 0.62 0.03 1.48 0.25 1.85 0.00 2.58 0.00 3.53 0.00 AM452493 NA

MICRO.708.C12_635 0.48 0.06 0.21 0.03 0.25 0.03 0.17 0.12 2.39 0.02 1.92 0.01 2.44 0.00 1.43 0.15 DQ252483 SGRP-1 [Solanum commersonii]

MICRO.7767.C1_998 0.39 0.00 0.53 0.01 0.56 0.08 0.41 0.00 1.80 0.01 1.78 0.01 1.67 0.00 1.36 0.12 AC151803 Leucine Rich Repeat family protein [Solanum demissum]

MICRO.15545.C1_620 0.38 0.01 0.31 0.00 0.56 0.00 0.83 0.28 1.18 0.23 1.24 0.18 1.65 0.01 2.36 0.00 NA unknown [Arabidopsis thaliana]

POCCH66TP_917 0.49 0.00 0.60 0.19 0.46 0.00 0.62 0.04 2.00 0.02 2.31 0.00 2.11 0.00 1.31 0.19 NA NA

148B11AF.esd_537 0.22 0.00 0.34 0.01 0.61 0.03 0.98 0.91 1.42 0.29 1.22 0.49 1.66 0.06 2.01 0.00 BT013993 Initiation factor eIF-4 gamma, middle; Initiation factor eIF-4 gamma, MA3 [Medicago truncatula]

MICRO.1081.C45_619 0.45 0.03 0.59 0.15 0.63 0.01 0.50 0.00 2.33 0.02 2.06 0.08 1.95 0.00 2.46 0.01 AP009271 NA

bf_ivrootxx_0012e09.t3m.scf_495 0.16 0.01 0.25 0.03 0.11 0.04 0.30 0.10 3.24 0.00 2.45 0.01 2.64 0.00 3.34 0.00 NA NA

MICRO.9882.C3_989 0.19 0.00 0.31 0.03 0.22 0.11 0.64 0.14 2.20 0.07 3.63 0.00 3.48 0.05 7.89 0.00 NA NA

MICRO.15889.C2_747 0.03 0.00 0.09 0.00 0.09 0.00 0.15 0.02 2.97 0.01 3.95 0.00 4.38 0.00 5.50 0.00 NA NA

MICRO.2286.C34_1239 0.60 0.16 0.46 0.01 0.52 0.00 0.57 0.05 1.64 0.03 2.21 0.02 1.49 0.02 1.26 0.17 NA NA

MICRO.16061.C2_132 0.23 0.01 0.41 0.07 0.27 0.03 0.69 0.30 2.00 0.06 3.83 0.00 2.97 0.03 3.95 0.01 NA NA

BF_TUBSXXXX_0038B06_T3M.SCF_1 0.22 0.01 0.37 0.05 0.28 0.05 0.54 0.24 2.33 0.02 3.10 0.01 2.95 0.00 2.28 0.05 AP009278 NA

bf_mxlfxxxx_0057c04.t3m.scf_283 0.30 0.00 0.45 0.06 0.53 0.06 0.76 0.40 3.71 0.12 4.24 0.00 4.84 0.00 2.99 0.00 NA NA

MICRO.10350.C3_968 0.25 0.00 0.26 0.01 0.25 0.00 0.37 0.02 2.21 0.04 2.48 0.00 2.67 0.00 2.60 0.00 CU329701 CTV.22, putative [Medicago truncatula]

MICRO.347.C57_462 0.14 0.00 0.16 0.01 0.17 0.04 0.18 0.02 3.88 0.00 3.39 0.01 4.47 0.00 3.77 0.01 NA NA

bf_ivrootxx_0046h10.t3m.scf_290 0.10 0.00 0.23 0.00 0.15 0.00 0.20 0.01 2.94 0.01 4.96 0.00 4.31 0.00 3.08 0.00 NA NA

MICRO.13126.C2_172 0.90 0.40 0.82 0.32 0.60 0.14 0.64 0.03 4.70 0.00 1.11 0.52 2.22 0.02 1.43 0.29 AF092916 cytochrome P450-dependent fatty acid hydroxylase [Nicotiana tabacum]

MICRO.11923.C3_1094 0.17 0.00 0.23 0.01 0.17 0.01 0.35 0.09 1.89 0.01 2.20 0.01 2.58 0.00 1.50 0.12 NA NA

STMCL75TV_519 0.10 0.00 0.16 0.00 0.17 0.00 0.29 0.00 3.41 0.00 4.53 0.00 4.18 0.00 2.91 0.04 NA NA

MICRO.2286.C78_940 0.67 0.04 0.82 0.34 0.80 0.20 0.69 0.10 1.58 0.03 1.53 0.03 1.44 0.06 0.94 0.77 NA NA

MICRO.4403.C1_728 0.43 0.15 0.25 0.02 0.32 0.02 0.57 0.10 4.08 0.04 3.93 0.00 7.86 0.00 1.20 0.45 AF152171 pectin methyl esterase [Solanum tuberosum]

STMJC95TV_315 0.33 0.00 0.44 0.02 0.53 0.03 0.57 0.11 2.46 0.00 2.90 0.00 1.65 0.02 1.38 0.13 BT013147 NL0E [Lycopersicon esculentum]

032H03AF.esd_313 0.44 0.12 0.68 0.24 0.56 0.06 0.77 0.48 1.06 0.81 1.66 0.04 1.98 0.01 3.02 0.00 NA NA

MICRO.2286.C1_352 0.58 0.01 0.69 0.06 0.78 0.08 0.84 0.25 1.19 0.31 1.53 0.03 1.62 0.01 1.85 0.04 NA NA

cSTB25I22TH_39 0.46 0.00 0.59 0.01 0.74 0.04 1.09 0.46 1.10 0.40 1.17 0.27 1.17 0.18 1.77 0.01 NA NA

MICRO.16045.C1_129 0.72 0.07 0.63 0.03 0.80 0.12 0.74 0.09 2.08 0.01 1.84 0.01 2.12 0.00 1.29 0.18 AY426259 NA

cSTA26M2TH_440 0.16 0.00 0.38 0.00 0.48 0.18 0.37 0.01 1.50 0.06 2.49 0.00 2.25 0.01 1.95 0.01 NA E-class P450, group I [Medicago truncatula]

MICRO.9552.C1_1124 0.14 0.00 0.23 0.02 0.23 0.01 0.48 0.05 1.68 0.03 2.57 0.02 2.72 0.00 3.22 0.02 NA NA

MICRO.8669.C3_1 0.32 0.07 0.26 0.00 0.17 0.00 0.34 0.00 2.30 0.01 2.96 0.00 2.81 0.00 5.80 0.00 AJ538972 NA

MICRO.2626.C1_680 0.19 0.00 0.35 0.00 0.32 0.00 0.42 0.01 2.12 0.00 2.50 0.00 3.23 0.00 2.38 0.01 NA unknown protein [Arabidopsis thaliana]

BPLI6D16TH_122 0.29 0.01 0.36 0.03 0.23 0.01 0.56 0.07 3.01 0.03 3.96 0.00 3.48 0.03 2.84 0.01 NA NA

MICRO.12237.C1_885 0.49 0.00 0.60 0.02 0.84 0.26 1.07 0.53 1.12 0.43 1.89 0.03 2.18 0.01 1.31 0.40 BT026483 unknown protein [Arabidopsis thaliana]

cSTB46D19TH_295 0.66 0.03 0.72 0.18 0.83 0.21 0.57 0.06 2.54 0.00 2.47 0.00 2.56 0.00 1.37 0.19 NA NA

BF_TUBSXXXX_0013A10_T3M.SCF_584 0.61 0.13 0.75 0.33 0.81 0.14 0.51 0.03 1.78 0.01 1.81 0.07 1.25 0.25 1.52 0.02 CT485992 NA

bf_swstxxxx_0045f09.t3m.scf_243 0.93 0.55 0.96 0.73 0.67 0.01 0.48 0.00 3.38 0.02 5.55 0.00 2.00 0.01 0.89 0.38 AK224774 B12D-like protein [Beta vulgaris]

MICRO.432.C4_775 0.77 0.07 0.55 0.07 0.46 0.11 0.43 0.02 6.72 0.00 3.57 0.00 2.82 0.00 1.33 0.09 NA NA
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TBSK02715FC03.t3m.scf_317 0.57 0.01 0.91 0.64 0.83 0.35 1.95 0.01 0.96 0.78 0.93 0.66 1.32 0.17 1.49 0.13 NA DNA topoisomerase II; Serine/threonine-specific protein phosphatase and bis(5-nucleosyl)-tetraphosphatase [Medicago truncatula]

ACDA01761C09.T3m.scf_61 0.55 0.00 0.84 0.17 1.11 0.49 2.23 0.01 0.91 0.56 0.87 0.32 1.27 0.14 2.14 0.00 NA NA

MICRO.10231.C3_1543 0.55 0.00 0.75 0.05 0.99 0.94 1.62 0.02 0.71 0.07 0.85 0.15 1.51 0.04 2.32 0.00 AY356314 unknown protein [Arabidopsis thaliana]

bf_stolxxxx_0040g02.t3m.scf_41 0.34 0.00 0.25 0.00 0.54 0.15 1.72 0.18 1.06 0.70 2.56 0.23 5.27 0.00 32.42 0.00 NA NA

bf_slmwxxxx_0009a03.t3m.scf_140 0.68 0.03 0.82 0.19 1.06 0.74 2.25 0.00 0.89 0.38 0.91 0.50 0.96 0.69 1.95 0.00 AY899281 NA

MICRO.942.C3_342 0.78 0.07 0.85 0.22 0.98 0.89 2.60 0.00 0.76 0.09 0.77 0.11 1.03 0.86 1.65 0.03 DQ235162 unknown [Solanum tuberosum]

bf_swstxxxx_0058h03.t3m.scf_614 0.68 0.03 0.83 0.26 0.99 0.95 2.71 0.00 0.81 0.22 1.02 0.90 1.20 0.24 2.14 0.00 NA NA

MICRO.3967.C2_1026 0.70 0.04 0.91 0.44 0.76 0.11 1.06 0.61 0.86 0.36 1.25 0.11 1.41 0.06 1.84 0.01 NM_001049281 Os01g0279200 [Oryza sativa (japonica cultivar-group)]

MICRO.583.C2_1302 0.57 0.00 0.86 0.25 0.95 0.74 3.19 0.00 0.86 0.24 1.05 0.75 1.23 0.44 2.39 0.00 BT014428 bZIP transcription factor [Nicotiana tabacum]

MICRO.12532.C1_697 0.55 0.01 0.76 0.14 0.93 0.66 3.17 0.00 0.77 0.14 0.96 0.80 1.40 0.07 3.13 0.00 CT830941 Os03g0211100 [Oryza sativa (japonica cultivar-group)]

bf_arrayxxx_0015c06.t7m.scf_662 0.45 0.02 0.82 0.42 0.93 0.70 1.95 0.26 0.72 0.25 1.04 0.84 0.99 0.98 1.51 0.32 NA hypothetical protein OsI_034899 [Oryza sativa (indica cultivar-group)]

MICRO.2252.C1_1150 0.64 0.05 0.86 0.30 1.04 0.74 2.07 0.00 0.89 0.66 0.63 0.03 0.94 0.72 1.93 0.01 DQ340255 auxin response factor 2 [Lycopersicon esculentum]

MICRO.746.C3_1559 0.76 0.17 1.08 0.67 1.04 0.80 4.39 0.00 0.67 0.05 0.85 0.37 0.94 0.76 2.32 0.00 BT012706 calmodulin binding [Arabidopsis thaliana]

MICRO.409.C5_30 0.38 0.00 0.77 0.18 0.96 0.81 2.02 0.00 0.73 0.06 0.82 0.27 1.32 0.21 2.22 0.00 DQ191645 ADP-ribosylation factor [Oryza sativa (japonica cultivar-group)]

MICRO.2684.C2_319 0.57 0.01 0.88 0.36 0.94 0.61 1.88 0.00 0.92 0.55 0.90 0.35 1.07 0.48 1.71 0.01 NA unknown protein [Arabidopsis thaliana]

168A07AF.esd_304 0.91 0.52 0.98 0.87 1.07 0.58 2.92 0.00 0.68 0.06 0.90 0.36 0.97 0.82 1.94 0.01 NM_117111 LOC548366 protein, related [Medicago truncatula]

MICRO.7841.C1_663 0.46 0.01 0.81 0.32 0.91 0.65 1.82 0.01 0.61 0.03 0.89 0.48 1.28 0.25 1.60 0.07 NA NA

MICRO.2132.C1_1266 0.92 0.46 1.04 0.81 0.93 0.61 1.46 0.02 0.80 0.15 1.10 0.48 0.92 0.55 1.43 0.03 BT014590 unknown protein [Arabidopsis thaliana]

MICRO.1751.C26_530 0.32 0.01 0.83 0.22 0.98 0.94 2.05 0.01 0.81 0.47 0.97 0.89 1.38 0.06 2.80 0.00 AM473595 hypothetical protein [Arabidopsis thaliana]

TBSK03768FB12.t3m.scf_11 0.52 0.01 0.86 0.24 1.04 0.86 3.00 0.00 0.45 0.00 0.77 0.11 1.08 0.56 2.01 0.01 DQ207880 NA

ACDA03954B06.T3m.scf_314 0.75 0.22 0.75 0.05 0.98 0.85 4.87 0.00 0.61 0.01 0.92 0.57 1.30 0.20 3.96 0.00 AK224822 NA

cSTD15L12TH_524 0.93 0.69 0.87 0.34 1.01 0.92 2.13 0.00 0.93 0.75 0.91 0.41 1.12 0.31 2.12 0.01 BT014107 Glyoxysomal fatty acid beta-oxidation multifunctional protein MFP-a [Includes: Enoyl-CoA hydratase ; 3-2-trans-enoyl-CoA isomerase ; 3-hydroxybutyryl-CoA epimerase ; 3-hydroxyacyl-CoA dehydrogenase ]

bf_ivrootxx_0031h11.t3m.scf_450 0.68 0.06 0.90 0.68 1.04 0.77 2.05 0.00 1.05 0.74 1.05 0.81 1.08 0.70 1.78 0.02 NA transcription factor/ zinc ion binding [Arabidopsis thaliana]

bf_mxlfxxxx_0066g11.t3m.scf_195 0.40 0.00 0.94 0.76 0.91 0.79 3.02 0.00 0.54 0.00 0.90 0.50 0.88 0.60 1.86 0.01 DQ191625 calcium binding protein [Fagus sylvatica]

MICRO.6784.C2_26 0.19 0.00 0.57 0.03 0.90 0.79 8.39 0.00 0.86 0.58 0.88 0.33 1.43 0.35 8.11 0.00 AJ786773 peripheral-type benzodiazepine receptor [Solanum tuberosum]

bf_mxlfxxxx_0066b02.t3m.scf_546 0.83 0.16 0.71 0.04 0.83 0.16 1.78 0.00 0.94 0.64 0.94 0.72 1.06 0.61 2.13 0.00 NM_118347 NA

MICRO.4083.C6_618 0.56 0.01 1.03 0.83 1.06 0.68 2.70 0.00 0.69 0.06 0.80 0.25 0.92 0.68 1.59 0.03 AM432066 BTB/POZ; NPH3 [Medicago truncatula]

bf_stolxxxx_0065f07.t3m.scf_522 0.17 0.00 0.46 0.00 0.55 0.24 3.58 0.01 0.85 0.20 1.17 0.54 1.44 0.09 6.18 0.00 Z68138 NA

MICRO.802.C2_1171 0.97 0.84 1.03 0.84 0.93 0.70 2.12 0.01 0.92 0.48 0.94 0.74 0.96 0.77 1.65 0.02 AM451660 Os05g0275700 [Oryza sativa (japonica cultivar-group)]

MICRO.1482.C3_144 0.48 0.01 0.77 0.14 0.98 0.87 2.50 0.00 0.89 0.47 0.91 0.48 1.24 0.15 2.31 0.00 NA Os08g0152800 [Oryza sativa (japonica cultivar-group)]

MICRO.7086.C2_572 0.34 0.00 1.57 0.09 0.69 0.20 3.80 0.00 0.58 0.01 0.94 0.61 0.88 0.57 2.94 0.00 BT014113 phosphosulfolactate synthase-related protein [Lycopersicon esculentum]

BF_LBCHXXXX_0026H01_T3M.SCF_313 0.34 0.02 0.61 0.23 0.82 0.54 2.90 0.01 0.30 0.06 1.03 0.93 1.37 0.22 3.05 0.01 NA NA

MICRO.3003.C3_953 0.54 0.01 1.11 0.44 1.23 0.23 2.09 0.00 0.68 0.03 0.75 0.13 0.94 0.56 1.59 0.02 DQ294269 3'-5'-exoribonuclease/RNA binding-like protein [Solanum tuberosum]

MICRO.15458.C1_1123 1.19 0.27 0.88 0.56 1.26 0.17 3.15 0.00 0.77 0.26 0.72 0.21 0.91 0.65 1.55 0.11 NA 2OG-Fe(II) oxygenase [Medicago truncatula]

MICRO.2060.C1_2529 0.59 0.01 0.90 0.44 0.89 0.23 2.99 0.00 0.82 0.25 1.05 0.67 0.88 0.51 2.09 0.00 AM451290 Phosphatidylinositol 3- and 4-kinase, catalytic [Medicago truncatula]

bf_arrayxxx_0016f02.t7m.scf_78 0.55 0.00 0.88 0.39 0.92 0.64 3.10 0.00 0.73 0.09 0.96 0.70 0.97 0.90 2.70 0.01 DQ222513 NA

POACI25TV_586 0.77 0.07 1.01 0.91 1.13 0.29 1.62 0.01 0.81 0.15 1.09 0.54 0.96 0.75 1.59 0.02 NA NA

MICRO.8198.C2_47 0.95 0.84 1.15 0.57 1.48 0.07 2.28 0.01 0.34 0.05 0.56 0.17 0.89 0.71 1.70 0.14 X98929 SBT1 [Solanum lycopersicum]

bf_cswbxxxx_0046b04.t3m.scf_18 0.02 0.00 0.04 0.00 0.04 0.00 0.18 0.04 1.64 0.01 4.71 0.00 4.70 0.00 28.27 0.00 NA NA

MICRO.955.C1_598 0.60 0.01 0.90 0.65 1.05 0.84 4.13 0.00 0.79 0.13 0.99 0.99 1.39 0.32 2.85 0.00 DQ222497 unknown [Solanum tuberosum]

MICRO.7413.C1_1310 0.36 0.00 0.63 0.08 0.64 0.01 1.39 0.08 0.88 0.32 1.21 0.28 1.41 0.03 1.93 0.01 BT014287 unknown protein [Arabidopsis thaliana]

bf_stolxxxx_0050g03.t7m.scf_366 0.38 0.00 0.79 0.09 0.90 0.73 2.89 0.00 0.69 0.08 0.83 0.35 1.15 0.43 2.68 0.00 DQ228333 ADP-ribosylation factor [Hyacinthus orientalis]

bf_mxlfxxxx_0049d08.t3m.scf_486 0.71 0.10 0.67 0.11 0.74 0.29 3.24 0.00 0.77 0.13 0.80 0.23 1.00 1.00 1.98 0.01 DQ350332 CYP72A53v2 [Nicotiana tabacum]

bf_swstxxxx_0034a05.t3m.scf_307 0.79 0.10 0.61 0.04 0.84 0.28 1.55 0.01 1.13 0.37 0.88 0.43 1.43 0.06 2.16 0.00 NA NA

bf_ivrootxx_0055e08.t3m.scf_688 0.75 0.07 0.86 0.30 0.95 0.71 1.69 0.01 1.06 0.67 1.05 0.72 1.18 0.22 1.71 0.02 AM461917 unknown protein [Arabidopsis thaliana]

cSTB33G17TH_298 1.01 0.92 0.95 0.81 1.15 0.36 1.44 0.04 0.87 0.43 0.91 0.56 0.98 0.91 1.17 0.43 BT013602 transcription factor [Arabidopsis thaliana]

MICRO.1954.C1_809 0.76 0.11 0.86 0.33 1.19 0.19 3.84 0.00 0.80 0.13 0.80 0.11 1.04 0.73 2.34 0.00 BT013983 seed maturation protein PM23 [Glycine max]

MICRO.7019.C1_1978 1.08 0.64 0.75 0.29 0.67 0.13 1.75 0.04 1.06 0.77 0.84 0.42 1.15 0.46 2.40 0.01 AM455011 Photosynthetic reaction centre, H-chain, cytoplasmic [Medicago truncatula]

MICRO.15767.C1_452 0.51 0.01 0.82 0.42 0.85 0.32 4.92 0.00 0.91 0.81 0.81 0.29 0.96 0.88 2.42 0.01 AM475403 Cell division cycle protein 48 homolog (Valosin-containing protein homolog) (VCP)

MICRO.7121.C1_1579 0.47 0.01 0.58 0.02 0.83 0.45 3.31 0.00 0.82 0.32 0.88 0.40 1.35 0.06 2.00 0.00 AJ617051 hypothetical protein OsJ_024090 [Oryza sativa (japonica cultivar-group)]

MICRO.6053.C6_538 0.36 0.00 0.80 0.29 1.01 0.98 3.76 0.00 0.49 0.00 1.01 0.97 0.97 0.88 2.44 0.00 AP009287 Glutathione S-transferase, N-terminal; Glutathione S-transferase, C-terminal-like [Medicago truncatula]

MICRO.409.C13_739 0.44 0.00 0.71 0.05 0.85 0.52 1.67 0.03 0.82 0.19 0.88 0.37 1.34 0.05 2.12 0.01 BT013326 ADP-ribosylation factor [Oryza sativa (japonica cultivar-group)]

MICRO.15823.C1_692 0.39 0.00 0.23 0.01 0.31 0.01 1.51 0.13 1.20 0.56 1.21 0.31 2.36 0.02 11.80 0.00 NA Glycoside hydrolase, family 1 [Medicago truncatula]

MICRO.518.C1_957 0.66 0.01 0.82 0.19 1.15 0.30 2.42 0.00 0.88 0.44 0.83 0.21 1.21 0.14 1.67 0.03 Y10403 RNA dependent RNA polymerase family protein [Solanum demissum]

076H05AF.esd_319 0.69 0.10 0.73 0.16 0.87 0.42 1.84 0.01 0.93 0.62 0.95 0.76 1.31 0.13 1.63 0.05 BT013534 NA

POCCG14TP_706 0.59 0.02 0.86 0.30 1.02 0.91 1.66 0.04 0.85 0.50 0.92 0.61 1.48 0.03 3.03 0.00 AY356314 unknown protein [Arabidopsis thaliana]

bf_mxlfxxxx_0006f08.t3m.scf_562 0.57 0.00 0.80 0.18 0.89 0.58 2.24 0.01 0.80 0.14 0.89 0.36 1.13 0.40 2.42 0.00 DQ284477 ADP-ribosylation factor-like [Solanum tuberosum]

STMJC52TH_686 0.92 0.53 0.94 0.65 1.05 0.72 2.38 0.01 1.00 1.00 0.73 0.06 1.09 0.66 2.43 0.00 DQ340255 auxin response factor 2 [Lycopersicon esculentum]

MICRO.6514.C4_443 0.57 0.01 0.88 0.37 0.93 0.60 1.40 0.08 0.90 0.48 1.04 0.79 1.16 0.24 2.36 0.00 AM431356 Peptidase S1 and S6, chymotrypsin/Hap; Immunoglobulin/major histocompatibility complex; AAA ATPase, central region; SMAD/FHA [Medicago truncatula]

MICRO.107.C1_1084 0.63 0.02 0.84 0.28 1.14 0.56 1.99 0.01 0.74 0.09 0.82 0.28 1.31 0.27 1.90 0.01 BT012797 ATP binding / kinase/ protein kinase/ protein serine/threonine kinase/ protein-tyrosine kinase [Arabidopsis thaliana]

ACDA02571G03.T3m.scf_11 0.67 0.04 0.84 0.29 1.00 0.99 3.22 0.00 0.70 0.13 0.95 0.80 0.98 0.88 3.05 0.00 NA NA

MICRO.14264.C6_563 0.50 0.01 0.79 0.21 0.83 0.43 5.02 0.00 0.74 0.10 1.03 0.84 1.14 0.32 3.24 0.00 AB072918 unknown protein [Arabidopsis thaliana]

MICRO.8318.C2_126 0.45 0.00 0.79 0.12 1.05 0.84 2.44 0.00 0.77 0.08 0.80 0.27 1.02 0.86 2.03 0.00 BT012980 NA

MICRO.585.C4_1 0.50 0.00 0.77 0.08 0.99 0.96 2.07 0.01 0.76 0.19 0.78 0.10 1.13 0.27 2.07 0.01 NA Single-stranded nucleic acid binding R3H [Medicago truncatula]

MICRO.3059.C1_1613 1.22 0.38 0.86 0.47 1.08 0.63 2.21 0.00 0.90 0.47 0.64 0.02 0.87 0.40 2.84 0.00 BT013582 PIF4 (PHYTOCHROME INTERACTING FACTOR 4); DNA binding / transcription factor [Arabidopsis thaliana]

MICRO.416.C18_463 0.81 0.47 0.72 0.18 0.98 0.89 3.51 0.00 0.59 0.02 0.76 0.24 1.20 0.41 3.76 0.00 DQ207871 unknown [Solanum tuberosum]

MICRO.4329.C2_423 0.50 0.00 0.73 0.06 0.85 0.38 2.61 0.00 0.92 0.68 0.99 0.95 1.08 0.66 2.19 0.00 AC182571 unknown protein [Arabidopsis thaliana]

SSBT003K19x.scf_53 0.46 0.00 0.90 0.43 0.74 0.19 2.14 0.00 0.50 0.04 0.97 0.87 0.92 0.72 2.30 0.00 NA NA

bf_ivrootxx_0044f01.t3m.scf_95 0.68 0.04 1.00 0.98 0.94 0.65 2.22 0.00 0.68 0.04 0.85 0.25 0.90 0.70 1.63 0.02 BT014493 NA

MICRO.3434.C2_258 0.72 0.30 0.89 0.65 0.87 0.39 2.06 0.00 0.60 0.08 0.87 0.48 1.08 0.65 2.14 0.01 AM261867 (Sodium/potassium)/proton exchanger 4 [Solanum lycopersicum]

MICRO.2060.C2_1058 0.58 0.00 0.86 0.24 0.85 0.24 2.83 0.00 0.89 0.41 1.22 0.11 0.93 0.69 2.43 0.00 AM451290 Phosphatidylinositol 3- and 4-kinase, catalytic [Medicago truncatula]

MICRO.14895.C1_894 0.81 0.13 1.10 0.65 1.16 0.35 5.40 0.00 0.74 0.09 0.68 0.09 0.95 0.74 2.72 0.00 AM448107 transporter [Arabidopsis thaliana]

bf_stolxxxx_0009d03.t3m.scf_52 0.71 0.05 1.04 0.78 0.81 0.17 2.09 0.00 0.89 0.37 1.03 0.89 1.19 0.17 1.87 0.01 AC171736 NA

MICRO.6399.C1_828 0.14 0.00 0.77 0.20 1.12 0.81 2.17 0.06 0.24 0.00 0.95 0.91 1.70 0.00 5.04 0.00 DQ450838 xyloglucan endo-transglycosylase precursor [Solanum chacoense]

bf_mxflxxxx_0031e02.t3m.scf_378 0.78 0.11 0.62 0.03 0.89 0.44 1.69 0.01 0.94 0.66 0.90 0.50 1.35 0.07 2.32 0.00 NA NA

ACDA02590H10.T3m.scf_253 0.38 0.00 0.74 0.09 0.98 0.95 1.92 0.03 0.75 0.35 0.83 0.46 1.64 0.01 2.43 0.00 NA NA

MICRO.7448.C1_970 0.66 0.02 0.96 0.81 1.02 0.89 2.05 0.00 0.76 0.09 0.93 0.60 1.07 0.65 2.36 0.00 BT014556 EMB3007; ATP binding / protein binding [Arabidopsis thaliana]

MICRO.10031.C2_17 0.46 0.01 0.50 0.00 1.09 0.68 2.28 0.00 0.74 0.05 0.82 0.36 1.28 0.18 2.31 0.01 DQ885360 DnaJ-like protein isoform [Solanum phureja]

MICRO.15117.C1_1592 0.61 0.02 1.04 0.78 0.72 0.10 1.94 0.00 0.80 0.12 1.18 0.21 0.98 0.94 1.99 0.00 NA unknown [Solanum phureja x Solanum stenotomum]

bf_mxflxxxx_0069d12.t3m.scf_671 0.41 0.00 0.70 0.11 0.86 0.24 2.47 0.00 0.89 0.57 1.00 0.99 1.53 0.07 3.10 0.00 AC171733 GAMYB-binding protein [Glycine max]

MICRO.15611.C1_716 0.81 0.12 0.82 0.29 1.11 0.59 3.31 0.00 0.92 0.64 0.56 0.03 0.95 0.66 1.58 0.06 NA unknown protein [Arabidopsis thaliana]

MICRO.12455.C1_528 0.62 0.01 0.70 0.06 0.70 0.05 1.64 0.01 0.97 0.80 1.14 0.47 1.16 0.29 1.81 0.01 AM441937 putative protein [Arabidopsis thaliana]

MICRO.12672.C2_828 0.81 0.29 0.77 0.13 1.06 0.77 3.50 0.00 0.74 0.10 0.79 0.12 1.18 0.23 2.17 0.01 BT012766 unknown protein [Arabidopsis thaliana]

MICRO.10662.C1_1115 0.78 0.08 0.90 0.50 1.00 0.99 1.73 0.01 0.79 0.13 0.96 0.78 0.96 0.74 1.45 0.06 BT013688 metal ion binding [Arabidopsis thaliana]

bf_cswbxxxx_0023a04.t3m.scf_91 0.36 0.00 0.66 0.06 0.78 0.38 2.58 0.00 0.78 0.26 1.00 0.99 1.45 0.18 4.00 0.00 NA NA

bf_mxflxxxx_0007f03.t3m.scf_301 0.48 0.00 0.75 0.08 1.01 0.97 2.62 0.00 0.91 0.43 0.83 0.27 1.04 0.71 2.50 0.00 NA NA

ACDA01579D07.T3m.scf_443 0.49 0.00 0.85 0.35 1.04 0.79 3.99 0.00 0.61 0.01 0.92 0.70 1.35 0.23 3.45 0.00 DQ207871 NA

bf_swstxxxx_013c09.t3m.scf_518 0.68 0.10 1.01 0.98 1.11 0.63 3.28 0.00 0.38 0.05 0.55 0.11 1.12 0.72 2.19 0.12 AY603690 NA

MICRO.2172.C3_942 0.43 0.01 0.51 0.10 0.78 0.23 3.23 0.00 1.03 0.83 1.01 0.96 1.40 0.12 3.28 0.00 AB106664 unknown protein [Arabidopsis thaliana]

MICRO.11467.C1_1157 0.59 0.02 0.81 0.21 0.85 0.25 1.48 0.05 0.92 0.59 0.88 0.39 1.29 0.12 1.66 0.05 AM450900 hypothetical protein OsJ_026649 [Oryza sativa (japonica cultivar-group)]

MICRO.1873.C1_886 0.92 0.49 1.08 0.63 0.95 0.74 1.70 0.00 0.85 0.26 0.99 0.94 0.89 0.27 1.76 0.01 DQ235191 vesicle transport v-SNARE 11-like [Solanum tuberosum]

BF_LBCHXXXX_0038G07_T3M.SCF_143 0.74 0.19 1.08 0.77 0.74 0.40 2.85 0.00 0.74 0.29 1.06 0.81 1.29 0.31 4.67 0.00 NA NA

MICRO.15899.C1_1058 0.62 0.01 0.81 0.25 0.79 0.14 1.56 0.03 0.78 0.08 1.09 0.59 1.15 0.32 1.95 0.01 AB098525 PHCLF3 [Petunia x hybrida]

MICRO.17677.C1_438 0.75 0.05 0.78 0.24 1.08 0.73 2.39 0.03 0.80 0.10 0.85 0.22 1.42 0.10 2.44 0.00 NA protein binding / ubiquitin-protein ligase/ zinc ion binding [Arabidopsis thaliana]

MICRO.11899.C3_367 0.05 0.00 0.33 0.00 0.52 0.29 2.13 0.00 0.72 0.06 1.32 0.07 1.46 0.03 3.32 0.00 NA Metallothionein-like protein type 3 (MT-3)

MICRO.144.C1_1610 0.46 0.00 0.80 0.35 1.03 0.80 3.60 0.00 0.60 0.03 0.75 0.37 1.37 0.31 3.16 0.00 BT012737 Helicase, C-terminal [Medicago truncatula]

069D12AF.esd_687 0.51 0.01 0.27 0.02 0.26 0.01 1.59 0.12 0.97 0.84 1.24 0.26 1.27 0.10 2.50 0.00 AJ242551 Chain A, Crystal Structure Of 12-Oxophytodienoate Reductase 1 From Tomato Complexed With Peg400

ACDA01819H07.T3m.scf_16 0.31 0.02 0.73 0.15 0.63 0.14 8.16 0.00 0.70 0.08 1.14 0.40 1.49 0.07 6.00 0.00 AK224822 NA

ACDA01387D07.T3m.scf_21 0.21 0.00 0.60 0.07 0.85 0.72 5.65 0.00 0.68 0.32 0.85 0.25 1.08 0.87 6.49 0.00 NA NA

MICRO.7604.C1_742 0.93 0.51 1.07 0.67 1.03 0.82 1.91 0.01 0.76 0.10 0.89 0.42 0.98 0.90 1.75 0.02 BT030042 Os01g0188100 [Oryza sativa (japonica cultivar-group)]

MICRO.13092.C1_31 0.84 0.12 0.58 0.04 0.92 0.60 2.28 0.00 0.87 0.48 0.80 0.32 1.52 0.07 2.32 0.01 NA unknown protein [Arabidopsis thaliana]

MICRO.772.C1_1448 0.67 0.02 0.56 0.03 0.96 0.80 1.54 0.03 0.93 0.64 0.64 0.12 1.29 0.12 1.56 0.04 AM426654 RNA binding [Arabidopsis thaliana]

bf_mxlfxxxx_0070h10.t3m.scf_755 0.39 0.00 0.92 0.61 1.19 0.49 2.77 0.00 0.62 0.01 0.80 0.30 1.02 0.93 2.07 0.01 J03613 Os06g0318700 [Oryza sativa (japonica cultivar-group)]

MICRO.7053.C1_566 0.40 0.00 0.74 0.06 0.88 0.65 4.55 0.00 0.77 0.20 0.94 0.60 1.12 0.74 4.13 0.00 X73419 ubiquitin-conjugating enzyme UBC2 [Mesembryanthemum crystallinum]

MICRO.2386.C1_834 0.58 0.01 0.72 0.10 0.82 0.25 1.40 0.04 0.95 0.73 1.12 0.41 1.27 0.12 1.75 0.02 AJ718775 putative protein [Arabidopsis thaliana]

MICRO.4225.C1_2563 0.58 0.01 0.74 0.13 0.97 0.92 3.23 0.00 0.95 0.75 0.91 0.68 1.95 0.00 5.40 0.00 BT014617 inorganic pyrophosphatase [Nicotiana tabacum]

MICRO.15235.C1_1017 0.70 0.02 0.91 0.48 1.24 0.26 2.65 0.00 0.80 0.12 0.83 0.18 1.13 0.27 1.48 0.04 CT028362 unknown protein [Arabidopsis thaliana]

ACDA03609E09.T3m.scf_372 0.45 0.00 0.75 0.25 0.78 0.48 2.48 0.00 0.78 0.06 1.14 0.31 0.93 0.72 2.87 0.00 AY572222 auxin repressed/dormancy associated protein [Lycopersicon esculentum]

MICRO.6865.C1_814 0.81 0.11 1.02 0.90 0.96 0.70 1.89 0.00 1.04 0.78 0.96 0.76 0.94 0.63 1.81 0.01 BT013480 putative permease I [Lycopersicon esculentum]

POABS31TV_123 0.74 0.06 0.93 0.59 1.02 0.90 2.54 0.00 0.81 0.16 0.93 0.52 1.10 0.66 2.01 0.00 BT013101 NA

bf_arrayxxx_0077g09.t7m.scf_265 0.55 0.01 0.67 0.05 1.02 0.90 1.44 0.04 0.79 0.13 0.98 0.89 1.10 0.45 1.71 0.02 NA NA

MICRO.1404.C1_1325 0.45 0.00 1.03 0.83 1.04 0.86 2.50 0.01 0.49 0.01 0.84 0.20 0.92 0.67 1.57 0.04 AC171732 Zinc finger, CCCH-type; Zinc finger, RING-type [Medicago truncatula]

MICRO.4316.C2_1162 0.69 0.01 0.83 0.19 0.96 0.68 3.16 0.00 0.75 0.10 1.02 0.83 1.11 0.39 2.18 0.00 AM463987 unknown protein [Arabidopsis thaliana]

bf_ivrootxx_0002c04.t3m.scf_611 0.61 0.01 0.89 0.53 0.82 0.25 1.71 0.01 0.82 0.24 1.14 0.41 1.14 0.36 1.46 0.07 NA unknown protein [Arabidopsis thaliana]

bf_stolxxxx_0054f02.t3m.scf_428 0.58 0.02 0.82 0.29 1.04 0.87 2.65 0.00 0.93 0.68 1.07 0.73 0.99 0.98 2.13 0.01 AF070967 NA

MICRO.440.C1_2159 0.45 0.00 0.77 0.09 0.97 0.89 2.03 0.00 0.77 0.07 0.95 0.73 1.05 0.79 1.64 0.02 AM440167 protein binding [Arabidopsis thaliana]

MICRO.3400.C2_195 0.73 0.04 0.86 0.25 0.90 0.40 2.29 0.00 1.10 0.38 1.14 0.44 1.00 0.97 2.74 0.00 AY899281 putative UIP2 [Oryza sativa (japonica cultivar-group)]

MICRO.9156.C2_737 0.75 0.03 0.71 0.05 1.23 0.39 3.62 0.00 0.83 0.20 0.91 0.53 1.15 0.30 2.28 0.00 AM426096 unknown [Brassica juncea]

MICRO.15587.C1_659 0.70 0.04 0.81 0.22 1.09 0.60 2.53 0.00 0.75 0.26 0.72 0.07 1.32 0.07 1.55 0.04 AC151802 RNA-directed RNA polymerase, putative [Solanum demissum]

MICRO.187.C2_212 0.10 0.00 0.16 0.00 0.34 0.08 1.60 0.07 0.94 0.73 2.59 0.21 6.64 0.00 29.08 0.00 X77373 NA

MICRO.16080.C1_1131 0.64 0.02 0.82 0.32 0.71 0.07 1.43 0.07 1.00 0.99 1.02 0.90 1.17 0.34 1.72 0.03 AJ000908 SAM (and some other nucleotide) binding motif [Medicago truncatula]

MICRO.623.C1_955 0.72 0.03 0.93 0.62 1.12 0.41 1.51 0.02 0.82 0.18 0.74 0.05 1.05 0.67 1.37 0.07 CT831983 Os07g0301200 [Oryza sativa (japonica cultivar-group)]

MICRO.1585.C1_702 0.61 0.05 0.86 0.32 1.00 0.98 1.52 0.04 0.83 0.26 0.99 0.95 1.29 0.12 1.60 0.03 NA NA

ACDA04016G08.T3m.scf_477 0.63 0.01 0.72 0.13 0.97 0.80 2.08 0.00 0.95 0.65 0.87 0.41 1.32 0.03 2.17 0.00 X94947 NA

MICRO.10712.C1_501 0.98 0.83 0.90 0.46 1.11 0.44 1.51 0.02 1.00 0.99 0.81 0.16 0.87 0.23 1.40 0.05 BT012972 putative protein [Arabidopsis thaliana]

MICRO.416.C14_358 0.57 0.03 0.77 0.18 0.98 0.81 2.28 0.00 0.79 0.13 0.86 0.50 1.21 0.10 2.49 0.00 DQ207871 unknown [Solanum tuberosum]
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MICRO.6345.C2_1245 0.79 0.05 0.72 0.08 0.97 0.80 2.22 0.01 0.99 0.91 0.96 0.76 1.08 0.63 2.07 0.00 BT012862 Os09g0535300 [Oryza sativa (japonica cultivar-group)]

MICRO.6202.C1_1768 0.86 0.24 1.14 0.36 1.34 0.07 2.16 0.00 0.48 0.00 0.61 0.02 0.78 0.15 1.55 0.04 EF063359 phototropin-1 [Solanum lycopersicum]

MICRO.3577.C4_55 0.58 0.05 1.05 0.78 0.71 0.18 2.03 0.01 0.47 0.01 0.88 0.51 1.24 0.12 2.08 0.01 BT013685 NA

STDB005O19u.scf_305 0.21 0.00 0.51 0.01 0.67 0.28 1.45 0.02 1.07 0.70 0.89 0.52 1.25 0.14 2.16 0.00 AF506004 putative protein [Arabidopsis thaliana]

STMHU33TV_759 0.51 0.05 0.95 0.86 0.43 0.11 4.00 0.01 0.70 0.30 0.84 0.67 0.97 0.92 3.92 0.00 BT012955 epoxide hydrolase [Ananas comosus]

bf_mxflxxxx_0021f01.t3m.scf_411 0.75 0.34 0.62 0.26 1.03 0.90 4.05 0.00 0.72 0.27 1.00 1.00 1.68 0.21 4.65 0.00 NA NA

MICRO.1391.C1_882 0.83 0.11 0.78 0.10 0.89 0.33 2.25 0.00 1.02 0.88 0.93 0.50 1.00 0.98 1.96 0.01 BT013610 Os07g0618600 [Oryza sativa (japonica cultivar-group)]

STMIK13TV_453 0.98 0.87 0.81 0.29 0.85 0.27 1.61 0.03 1.08 0.57 0.79 0.15 0.93 0.66 1.61 0.04 NA NA

MICRO.14264.C3_882 0.70 0.01 0.91 0.50 0.95 0.78 4.09 0.00 0.67 0.02 1.07 0.72 1.05 0.64 2.36 0.00 AB072918 unknown protein [Arabidopsis thaliana]

MICRO.3134.C8_320 0.49 0.00 0.86 0.24 1.10 0.41 3.05 0.00 0.60 0.13 0.87 0.53 0.86 0.68 2.19 0.00 AF096838 3-hydroxy-3-methylglutaryl coenzyme A reductase [Solanum tuberosum]

bf_arrayxxx_0039h01.t7m.scf_726 0.83 0.25 0.77 0.15 1.08 0.45 2.02 0.00 0.94 0.62 0.82 0.17 1.08 0.49 1.50 0.04 AM435278 S-adenosylmethionine-dependent methyltransferase/ catalytic [Arabidopsis thaliana]

MICRO.7942.C2_1245 0.66 0.06 0.88 0.44 1.08 0.68 6.59 0.00 0.62 0.05 0.89 0.43 1.15 0.36 2.71 0.00 NM_121870 protein binding / ubiquitin-protein ligase/ zinc ion binding [Arabidopsis thaliana]

MICRO.1534.C2_1234 0.67 0.02 0.76 0.07 0.93 0.54 2.47 0.00 0.79 0.12 1.08 0.53 1.12 0.34 2.30 0.00 AB017694 WREBP-2 [Nicotiana tabacum]

MICRO.4085.C4_910 0.70 0.04 2.06 0.00 0.85 0.41 2.54 0.00 0.72 0.06 1.09 0.74 0.69 0.19 1.85 0.01 NA Os06g0134900 [Oryza sativa (japonica cultivar-group)]

MICRO.7610.C1_81 0.54 0.00 0.78 0.10 0.97 0.91 2.65 0.00 0.75 0.04 0.96 0.72 1.18 0.33 2.70 0.00 AJ718327 nucleic acid binding / zinc ion binding [Arabidopsis thaliana]

MICRO.4807.C5_788 0.53 0.00 1.35 0.08 0.52 0.00 1.81 0.01 0.47 0.07 1.02 0.95 0.90 0.74 5.48 0.00 BT014163 ubiqutin ligase [Phaseolus vulgaris]

MICRO.4633.C1_388 0.75 0.04 1.02 0.89 1.01 0.92 1.21 0.19 0.80 0.58 0.81 0.19 1.21 0.14 1.62 0.03 AF208544 heat stress transcription factor A3 [Lycopersicon peruvianum]

MICRO.6780.C4_1 0.23 0.00 0.57 0.20 0.37 0.00 1.33 0.26 1.02 0.94 1.59 0.03 1.47 0.15 5.73 0.00 AJ225048 17.6 kDa class I heat shock protein (Hsp20.0)

ACDA01192D04.T3m.scf_401 0.56 0.00 0.83 0.39 0.98 0.83 2.34 0.00 0.78 0.10 0.78 0.11 0.96 0.73 1.76 0.02 DQ222502 NA

MICRO.5066.C3_1168 0.60 0.01 1.00 0.99 1.39 0.23 3.08 0.00 0.80 0.15 0.77 0.06 1.22 0.22 1.97 0.01 NA unknown protein [Arabidopsis thaliana]

MICRO.8298.C1_554 0.69 0.03 0.87 0.37 1.07 0.59 1.90 0.01 0.76 0.13 0.82 0.20 1.07 0.59 1.65 0.02 DQ284474 unknown [Solanum tuberosum]

MICRO.12138.C1_646 0.81 0.09 0.95 0.67 1.04 0.73 1.65 0.00 0.85 0.27 1.00 0.99 0.99 0.96 1.85 0.02 NA DNA-directed RNA polymerase subunit, putative; 8546-1198 [Arabidopsis thaliana]

MICRO.3932.C1_253 0.60 0.00 0.73 0.06 0.92 0.55 1.55 0.02 0.84 0.18 1.05 0.66 1.14 0.26 2.17 0.00 DQ222941 unknown protein [Arabidopsis thaliana]

055A08AF.esd_292 0.73 0.11 0.99 0.94 1.13 0.37 2.17 0.00 0.84 0.28 0.67 0.05 0.99 0.92 1.94 0.01 DQ284464 Per1-like family protein [Solanum tuberosum]

bf_mxflxxxx_0020f07.t3m.scf_596 0.71 0.03 0.93 0.55 1.06 0.67 2.60 0.00 0.84 0.24 0.94 0.64 1.20 0.26 2.09 0.00 AB213651 Chalcone--flavonone isomerase A (Chalcone isomerase A)

MICRO.13990.C1_660 0.39 0.00 0.71 0.03 0.78 0.32 2.71 0.00 0.82 0.28 0.90 0.67 1.59 0.09 4.10 0.00 AJ538842 Eukaryotic translation initiation factor 4E (eIF-4E) [Medicago truncatula]

MICRO.2172.C2_1610 0.70 0.04 0.80 0.18 1.03 0.82 5.53 0.00 0.92 0.55 0.86 0.39 1.12 0.51 3.64 0.00 AC182577 unknown protein [Arabidopsis thaliana]

MICRO.6667.C1_1361 0.69 0.02 0.87 0.33 0.95 0.65 2.42 0.00 0.92 0.55 1.14 0.39 1.22 0.19 2.04 0.00 NA Os07g0507700 [Oryza sativa (japonica cultivar-group)]

MICRO.318.C3_1478 0.65 0.03 1.06 0.83 1.32 0.33 3.14 0.01 0.32 0.02 0.60 0.14 1.24 0.60 2.83 0.00 AY603690 chloroplast phosphate transporter precursor [Solanum tuberosum]

MICRO.15281.C1_443 0.48 0.00 0.73 0.07 0.93 0.49 2.10 0.00 0.90 0.39 0.88 0.62 1.13 0.44 2.36 0.00 NA hypothetical protein [Arabidopsis thaliana]

STDB005L21u.scf_31 0.53 0.00 0.68 0.04 0.88 0.27 2.22 0.00 0.98 0.92 0.77 0.08 1.15 0.27 1.82 0.01 AY672651 aspartic protease precursor-like [Solanum tuberosum]

bf_mxflxxxx_0032d05.t3m.scf_441 0.64 0.02 0.76 0.09 1.03 0.77 2.55 0.00 1.00 0.97 0.85 0.24 1.08 0.47 2.17 0.00 NA putative protein [Arabidopsis thaliana]

MICRO.11314.C1_718 0.79 0.10 0.91 0.54 1.05 0.73 1.75 0.01 0.86 0.36 0.80 0.15 1.08 0.52 1.31 0.14 DQ423072 catalytic [Arabidopsis thaliana]

MICRO.1253.C3_10 0.49 0.01 1.15 0.35 0.75 0.19 3.44 0.00 0.75 0.25 0.87 0.32 0.73 0.26 3.22 0.00 X73156 polyubiquitin 6 - parsley

cSTB32K17TH_61 0.53 0.00 1.00 1.00 1.00 0.97 3.63 0.00 0.68 0.03 1.02 0.88 1.25 0.46 3.15 0.01 DQ222497 NA

MICRO.15889.C1_46 0.53 0.00 0.85 0.20 0.88 0.43 1.63 0.02 0.75 0.11 1.02 0.83 1.21 0.11 1.55 0.05 NA NA

cSTD17M6TH_192 0.31 0.00 0.79 0.14 0.86 0.64 2.55 0.00 0.62 0.13 0.98 0.86 1.15 0.54 3.07 0.00 DQ284482 ubiquitin-conjugating enzyme E2 7-like [Solanum tuberosum]

MICRO.2742.C1_1677 0.40 0.00 1.02 0.90 0.95 0.79 2.48 0.00 0.70 0.04 1.10 0.61 1.43 0.11 2.21 0.01 AM475549 Os01g0681600 [Oryza sativa (japonica cultivar-group)]

MICRO.13469.C1_957 0.61 0.01 0.62 0.03 0.86 0.28 1.40 0.07 1.13 0.43 0.88 0.40 1.21 0.20 1.75 0.02 NM_122911 binding [Arabidopsis thaliana]

POCCD39TP_847 0.59 0.01 0.87 0.41 1.01 0.94 1.86 0.01 0.75 0.12 0.91 0.57 1.11 0.58 1.75 0.01 BT014418 unknown protein [Arabidopsis thaliana]

MICRO.1944.C1_1217 0.74 0.05 1.02 0.92 1.06 0.69 1.99 0.00 0.85 0.27 0.90 0.48 1.21 0.21 1.37 0.13 CT028505 WD40-like [Medicago truncatula]

MICRO.12104.C2_204 0.57 0.05 0.94 0.74 1.14 0.36 1.94 0.01 0.84 0.38 0.82 0.25 1.21 0.23 2.03 0.01 NA heat shock protein binding / unfolded protein binding [Arabidopsis thaliana]

MICRO.746.C5_283 0.91 0.32 0.88 0.34 1.14 0.28 4.26 0.00 0.91 0.40 0.74 0.06 0.98 0.91 2.89 0.00 BT012706 IQ calmodulin-binding region [Medicago truncatula]

bf_arrayxxx_0016f02.t3m.scf_336 0.49 0.00 0.73 0.06 0.92 0.78 2.74 0.00 0.86 0.32 0.95 0.78 1.11 0.65 2.54 0.01 DQ222513 NA

bf_arrayxxx_0086c01.t3m.scf_647 0.74 0.04 0.84 0.22 1.08 0.51 2.27 0.00 0.67 0.02 0.88 0.35 1.27 0.08 2.00 0.01 NA NA

157G11AF.esd_132 0.48 0.00 0.67 0.06 0.85 0.48 2.30 0.00 0.85 0.26 0.80 0.23 1.26 0.09 2.30 0.01 DQ228333 ADP-ribosylation factor 1-like protein [Solanum tuberosum]

bf_mxlfxxxx_0021e01.t3m.scf_18 0.12 0.00 0.73 0.11 0.61 0.25 3.68 0.00 0.79 0.59 0.75 0.21 1.64 0.15 3.80 0.00 NA NA

bf_lbchxxxx_0061f02.t3m.scf_325 0.63 0.02 0.89 0.51 0.99 0.96 1.98 0.00 0.95 0.77 0.54 0.03 0.88 0.50 1.26 0.27 NA ATP binding / kinase/ protein kinase/ protein serine/threonine kinase/ protein-tyrosine kinase [Arabidopsis thaliana]

MICRO.3518.C1_1407 0.50 0.00 0.73 0.05 0.90 0.56 2.94 0.00 0.89 0.40 0.99 0.96 1.11 0.62 2.68 0.00 BT014328 unknown protein [Arabidopsis thaliana]

MICRO.5861.C1_228 0.37 0.00 0.91 0.83 1.15 0.80 6.43 0.00 0.18 0.00 0.85 0.70 1.56 0.10 6.69 0.00 BT013110 Homeodomain-related [Medicago truncatula]

MICRO.15718.C1_756 0.33 0.01 0.52 0.08 0.48 0.03 2.47 0.00 0.89 0.80 1.05 0.86 1.24 0.22 3.82 0.00 NA NA

MICRO.16819.C1_548 0.36 0.01 0.61 0.17 1.02 0.96 3.94 0.00 0.60 0.07 0.78 0.30 2.25 0.08 2.83 0.00 NA Glutaredoxin [Medicago truncatula]

MICRO.491.C7_139 0.70 0.02 0.81 0.27 1.44 0.11 1.73 0.22 0.83 0.22 0.96 0.79 1.00 0.99 2.28 0.01 Z37106 Catalase isozyme 1

MICRO.13060.C1_1 0.86 0.30 1.37 0.09 1.54 0.21 2.88 0.00 0.31 0.00 0.49 0.01 0.76 0.13 1.40 0.14 NA NA

MICRO.625.C3_666 0.36 0.00 0.57 0.01 0.72 0.25 1.96 0.00 0.67 0.03 1.03 0.89 1.55 0.03 2.82 0.00 DQ222489 unknown [Solanum tuberosum]

MICRO.1751.C33_1241 0.33 0.00 0.79 0.14 0.95 0.81 1.86 0.01 0.72 0.24 0.82 0.37 1.51 0.04 2.39 0.00 AM457687 NA

MICRO.4028.C6_644 0.40 0.01 0.42 0.02 0.61 0.05 2.37 0.00 1.07 0.66 0.95 0.79 1.60 0.03 4.08 0.00 X79794 ATP binding / kinase/ protein kinase/ protein serine/threonine kinase/ protein-tyrosine kinase [Arabidopsis thaliana]

MICRO.17140.C1_430 0.79 0.04 0.76 0.06 0.98 0.91 1.87 0.00 0.88 0.36 1.01 0.95 1.04 0.70 1.86 0.01 AM428143 unknown [Arabidopsis thaliana]

MICRO.9751.C1_575 1.36 0.07 0.79 0.44 1.06 0.74 5.08 0.00 0.58 0.10 0.76 0.35 0.74 0.34 1.42 0.20 NA unknown [Prunus armeniaca]

MICRO.11730.C1_656 0.69 0.03 0.77 0.20 0.90 0.46 1.45 0.06 1.17 0.31 0.93 0.69 1.20 0.22 1.67 0.03 DQ212772 Carotenoid isomerase, chloroplast precursor (CrtISO) (Protein tangerine)

MICRO.1306.C3_910 0.77 0.06 0.85 0.32 1.09 0.50 3.60 0.00 0.69 0.06 0.70 0.20 1.12 0.61 2.66 0.00 BT013526 Protein kinase [Medicago truncatula]

MICRO.15086.C1_1156 0.79 0.31 0.78 0.12 0.97 0.84 1.69 0.03 0.86 0.31 0.92 0.69 1.15 0.32 1.82 0.01 BT013530 WRKY2

ACDA04713A09.T3m.scf_51 0.66 0.07 0.94 0.70 0.97 0.82 1.23 0.18 0.83 0.25 0.92 0.56 1.32 0.08 1.95 0.01 AF208544 NA

POACW72TP_865 0.93 0.73 0.77 0.26 0.80 0.18 2.33 0.00 0.79 0.20 0.98 0.92 1.03 0.84 1.79 0.02 AM474727 CAT2 (CATIONIC AMINO ACID TRANSPORTER 2); amino acid-polyamine transporter [Arabidopsis thaliana]

MICRO.2013.C10_432 0.61 0.00 0.73 0.14 0.86 0.24 1.76 0.03 0.95 0.72 0.96 0.83 1.22 0.12 2.28 0.00 AC171733 senescence-associated putative protein, putative [Medicago truncatula]

POADD24TP_848 1.10 0.33 0.87 0.38 0.71 0.06 1.71 0.01 0.84 0.19 0.96 0.80 0.86 0.25 1.36 0.13 AJ630104 galactokinase [Pisum sativum]

MICRO.2060.C3_137 0.59 0.01 1.06 0.75 1.07 0.70 3.75 0.00 0.71 0.07 0.84 0.28 1.19 0.51 1.98 0.01 AM451290 unknown [Hyacinthus orientalis]

bf_mxflxxxx_0034f06.t3m.scf_740 0.64 0.00 0.80 0.26 1.13 0.37 3.60 0.00 0.75 0.06 0.94 0.82 1.35 0.21 3.79 0.00 CU012062 unknown [Solanum tuberosum]

098H08AF.esd_634 0.58 0.00 0.58 0.01 0.52 0.00 1.09 0.51 1.03 0.82 1.39 0.28 1.61 0.01 6.18 0.00 DQ200394 unknown [Solanum tuberosum]

071E03AF.esd_619 0.54 0.00 1.00 0.97 1.13 0.55 2.92 0.00 0.57 0.01 0.79 0.11 0.99 0.92 1.71 0.03 DQ207880 unknown [Solanum tuberosum]

STMEH63TV_41 0.87 0.48 0.90 0.61 1.00 0.99 1.91 0.01 0.80 0.23 0.68 0.08 0.82 0.48 2.50 0.01 BT013582 NA

bf_slmwxxxx_0001b09.t3m.scf_257 0.55 0.00 0.62 0.06 0.89 0.47 3.28 0.00 0.77 0.10 0.71 0.40 0.96 0.82 2.73 0.00 BT014328 NA

MICRO.7052.C1_743 0.96 0.71 0.96 0.73 0.96 0.73 1.73 0.01 0.93 0.61 1.01 0.94 0.98 0.83 1.45 0.05 AC171732 Zinc finger, CCCH-type; Zinc finger, RING-type [Medicago truncatula]

bf_swstxxxx_0056h11.t3m.scf_297 0.91 0.55 1.08 0.68 1.04 0.82 2.17 0.01 0.77 0.29 1.00 0.98 1.13 0.56 1.94 0.02 NA NA

MICRO.12799.C1_16 0.74 0.07 0.96 0.75 0.96 0.74 2.01 0.00 0.90 0.46 0.99 0.94 1.03 0.79 1.95 0.01 NA Os10g0464100 [Oryza sativa (japonica cultivar-group)]

MICRO.732.C2_947 0.62 0.01 0.59 0.02 0.91 0.43 2.17 0.01 0.98 0.86 0.81 0.27 1.19 0.09 1.88 0.03 NA hypothetical protein OsI_005317 [Oryza sativa (indica cultivar-group)]

MICRO.5861.C2_1172 0.30 0.00 0.69 0.44 0.83 0.69 3.65 0.00 0.19 0.00 0.74 0.27 1.20 0.40 3.97 0.00 BT013110 Homeodomain-related [Medicago truncatula]

bf_arrayxxx_0073d01.t7m.scf_37 0.74 0.07 0.89 0.47 0.94 0.67 1.98 0.00 0.85 0.32 0.97 0.84 1.08 0.58 1.75 0.01 NA NA

cSTS27I8TH_496 0.34 0.00 0.83 0.62 0.79 0.61 3.00 0.00 0.20 0.00 0.82 0.55 1.05 0.81 3.03 0.02 BT013110 MYB59; DNA binding / transcription factor [Arabidopsis thaliana]

bf_arrayxxx_0036c06.t3m.scf_17 0.24 0.00 0.44 0.05 0.64 0.24 4.42 0.00 0.83 0.20 0.93 0.88 1.30 0.12 6.98 0.00 AK224737 NA

bf_stolxxxx_0021h11.t3m.scf_61 0.49 0.01 0.96 0.73 1.17 0.71 3.47 0.00 0.71 0.03 0.97 0.86 1.14 0.51 2.83 0.00 BT013262 NA

ACDA01286D02.T3m.scf_243 0.65 0.01 0.94 0.61 1.09 0.43 2.34 0.00 0.82 0.21 0.85 0.31 1.03 0.82 1.64 0.02 NA NA

bf_swstxxxx_0022a11.t3m.scf_579 0.64 0.02 0.87 0.46 1.07 0.59 2.20 0.00 0.74 0.10 0.84 0.26 1.26 0.12 2.00 0.01 DQ200394 GA20707-PA [Drosophila pseudoobscura]

bf_arrayxxx_0016a08.t7m.scf_86 0.24 0.00 0.66 0.10 0.96 0.90 2.38 0.00 0.59 0.12 0.76 0.36 1.17 0.46 3.06 0.00 DQ284482 ubiquitin-conjugating enzyme E2 7-like [Solanum tuberosum]

MICRO.1320.C2_41 0.62 0.01 1.02 0.87 1.00 0.99 3.31 0.00 0.69 0.05 0.76 0.13 0.78 0.22 2.09 0.00 DQ200377 small GTP-binding protein Sar1BNt-like protein [Solanum tuberosum]

MICRO.2113.C3_564 0.45 0.01 0.82 0.20 0.94 0.84 2.27 0.00 0.74 0.07 1.01 0.98 1.26 0.21 2.64 0.00 BT013279 conserved hypothetical protein [Medicago truncatula]

MICRO.11347.C1_1065 0.81 0.24 0.65 0.06 1.12 0.35 2.22 0.00 0.85 0.34 0.77 0.38 1.03 0.86 1.58 0.05 NA Protein kinase; U box [Medicago truncatula]

MICRO.5677.C1_2213 0.67 0.02 0.90 0.48 0.90 0.34 1.69 0.01 0.87 0.44 1.24 0.16 1.13 0.47 2.11 0.00 AM484899 nucleic acid binding [Arabidopsis thaliana]

PPCCS50TH_448 0.21 0.00 0.49 0.00 0.62 0.32 4.68 0.00 0.79 0.17 1.46 0.31 1.47 0.18 8.00 0.00 Z68138 Metallothionein-like protein type 2 B

MICRO.5974.C1_1055 0.80 0.29 1.03 0.91 1.13 0.67 3.25 0.00 0.61 0.19 0.83 0.55 1.07 0.75 5.78 0.00 NA ATPUP3; purine transporter [Arabidopsis thaliana]

cSTB15L11TH_19 0.67 0.11 0.86 0.69 0.58 0.19 1.61 0.17 0.51 0.13 0.70 0.39 1.12 0.67 3.05 0.01 NA signal transducer/ two-component sensor molecule [Arabidopsis thaliana]

MICRO.16259.C1_287 0.51 0.01 0.72 0.24 0.76 0.12 1.60 0.02 0.84 0.34 1.29 0.18 1.49 0.11 2.78 0.00 CU280045 NA

52-xl_prcli-c41-G04.e1.scf_633 0.65 0.01 0.99 0.94 1.05 0.70 1.61 0.02 0.74 0.10 1.04 0.79 0.95 0.71 1.68 0.02 NA NA

POAE201TV_1 0.97 0.78 1.07 0.81 1.22 0.21 2.90 0.00 0.52 0.01 0.56 0.01 0.80 0.31 2.32 0.00 Y12618 Inner membrane protein PPF-1, chloroplast precursor (Post-floral-specific protein 1)

MICRO.490.C3_1772 0.66 0.11 1.00 1.00 1.14 0.64 2.61 0.00 0.38 0.01 0.42 0.01 0.99 0.94 2.35 0.01 L23424 phytoene synthase [Nicotiana langsdorffii x Nicotiana sanderae]

MICRO.17564.C1_813 0.92 0.59 0.58 0.22 0.72 0.11 2.62 0.00 0.85 0.44 0.89 0.56 1.22 0.35 3.21 0.00 NA unknown protein [Arabidopsis thaliana]

MICRO.6432.C1_624 1.12 0.56 1.02 0.91 1.17 0.26 2.46 0.00 0.61 0.01 0.67 0.06 0.81 0.26 2.00 0.01 Y12618 PPF-1 protein [Pisum sativum]

bf_arrayxxx_0047g03.t7m.scf_54 0.66 0.02 0.83 0.20 0.86 0.17 1.33 0.11 0.85 0.25 0.98 0.90 1.05 0.70 1.75 0.02 NA NA

MICRO.10231.C4_635 0.61 0.01 0.83 0.22 0.99 0.94 1.63 0.04 0.68 0.06 0.89 0.43 1.54 0.05 2.27 0.01 AY356314 unknown protein [Arabidopsis thaliana]

bf_cswcxxxx_0008g02.t3m.scf_329 0.63 0.01 0.80 0.21 1.30 0.09 1.65 0.02 0.81 0.25 0.79 0.18 1.41 0.16 1.63 0.02 AP009262 NA

TBSK04722FB06.t3m.scf_118 0.42 0.00 0.87 0.29 1.17 0.49 3.11 0.00 0.40 0.00 0.69 0.03 1.08 0.46 2.45 0.00 BT014175 NA

MICRO.18223.C1_751 1.00 0.98 0.95 0.75 1.25 0.11 3.34 0.00 0.47 0.00 0.40 0.00 0.45 0.01 1.77 0.02 BT013528 Protein kinase [Medicago truncatula]

MICRO.1458.C1_2015 0.57 0.03 0.88 0.35 1.09 0.51 1.35 0.07 0.88 0.39 1.09 0.67 2.11 0.00 2.33 0.00 AM424164 putative WD-40 repeat protein [Trifolium pratense]

MICRO.10807.C2_529 0.63 0.01 0.80 0.13 0.97 0.83 2.28 0.00 0.94 0.66 0.87 0.57 1.21 0.23 2.64 0.01 AM479027 casein kinase II beta chain, putative [Brassica oleracea]

MICRO.8103.C1_1064 1.04 0.76 0.76 0.21 1.02 0.88 1.41 0.08 0.78 0.19 0.67 0.05 0.99 0.93 1.62 0.04 BT013887 GTP binding [Arabidopsis thaliana]

MICRO.12454.C1_771 0.61 0.01 0.75 0.11 0.89 0.40 2.81 0.00 0.76 0.17 1.10 0.49 1.24 0.13 2.36 0.00 NA unknown protein [Arabidopsis thaliana]

ACDA03687D03.T3m.scf_509 0.78 0.05 0.88 0.53 1.07 0.51 2.45 0.00 0.84 0.18 0.73 0.04 0.93 0.53 2.34 0.00 BT012803 NA

MICRO.2131.C1_860 0.52 0.00 0.76 0.19 0.84 0.26 1.86 0.01 0.89 0.43 1.14 0.39 1.19 0.30 2.05 0.00 AM479511 Dual specificity protein phosphatase [Medicago truncatula]

MICRO.7587.C2_1786 0.72 0.02 0.95 0.71 0.91 0.42 2.24 0.00 0.97 0.79 0.96 0.78 1.00 0.97 1.67 0.03 AC195567 hypothetical protein OsI_032140 [Oryza sativa (indica cultivar-group)]

MICRO.12948.C2_738 0.53 0.00 0.71 0.04 0.82 0.25 2.08 0.00 0.85 0.21 1.05 0.69 1.42 0.10 2.41 0.01 AK224819 HMG-protein [Plantago major]

ACDA04994A02.T3m.scf_134 0.41 0.00 0.70 0.03 0.86 0.63 2.67 0.01 0.74 0.08 0.90 0.34 0.90 0.69 2.68 0.00 X73419 ubiquitin conjugating enzyme E2 [Solanum lycopersicum]

ACDA01750B10.T3m.scf_84 0.59 0.00 1.00 0.99 0.90 0.34 1.78 0.00 0.86 0.28 1.18 0.59 1.11 0.29 2.27 0.00 DQ207871 NA

bf_stolxxxx_0059a08.t3m.scf_485 0.65 0.01 1.03 0.82 1.02 0.89 2.59 0.00 0.74 0.24 0.87 0.32 1.00 0.99 2.42 0.00 AF316320 JD1 [Nicotiana tabacum]

MICRO.1253.C1_764 0.37 0.00 0.90 0.46 0.83 0.41 3.55 0.00 0.79 0.14 0.91 0.47 1.15 0.67 3.28 0.00 X73156 ubiquitin [Hevea brasiliensis]

MICRO.12557.C2_497 0.69 0.08 1.18 0.23 0.84 0.24 1.47 0.03 0.77 0.14 1.15 0.32 0.80 0.12 1.80 0.01 NA Os03g0723600 [Oryza sativa (japonica cultivar-group)]

MICRO.8725.C2_391 0.67 0.02 0.81 0.13 0.99 0.91 2.12 0.00 0.85 0.27 0.89 0.44 1.21 0.13 2.04 0.03 NA NA

MICRO.6961.C2_1090 0.41 0.09 0.61 0.37 0.78 0.66 9.86 0.00 0.34 0.10 0.66 0.39 1.16 0.68 7.69 0.00 NA S-adenosylmethionine-dependent methyltransferase [Arabidopsis thaliana]

ACDA03833H05.T3m.scf_61 0.58 0.11 0.90 0.76 1.03 0.90 4.94 0.00 0.35 0.03 0.78 0.51 1.33 0.44 3.93 0.02 NA NA

TBSK03684FC12.t3m.scf_76 0.55 0.00 0.70 0.03 0.86 0.33 1.87 0.00 0.72 0.05 1.00 1.00 1.24 0.20 2.26 0.00 AK224819 NA

MICRO.7175.C1_950 0.78 0.20 0.82 0.39 0.94 0.59 1.53 0.02 0.68 0.04 0.84 0.42 1.43 0.03 1.83 0.01 NA hypothetical protein MtrDRAFT_AC140030g16v2 [Medicago truncatula]

MICRO.5387.C1_1804 0.77 0.14 0.94 0.66 1.22 0.17 2.34 0.02 0.71 0.12 0.91 0.50 0.83 0.28 2.03 0.00 AB041352 cig3 [Nicotiana tabacum]

MICRO.13137.C1_982 0.95 0.64 0.87 0.35 1.21 0.15 2.27 0.00 0.74 0.12 0.84 0.27 0.85 0.20 1.25 0.11 DQ863293 transport inhibitor response 1 [Gossypium hirsutum]

MICRO.12558.C1_966 0.72 0.11 0.93 0.62 0.92 0.50 2.27 0.00 0.62 0.04 1.06 0.72 1.01 0.94 2.60 0.00 NA hypothetical protein MtrDRAFT_AC146746g28v2 [Medicago truncatula]

bf_arrayxxx_0012g07.t7m.scf_117 0.75 0.13 0.90 0.44 1.01 0.94 2.13 0.01 1.05 0.70 1.06 0.68 1.06 0.59 1.71 0.01 AC149290 NA

MICRO.2450.C1_1413 0.81 0.09 0.93 0.60 0.93 0.58 1.70 0.01 1.01 0.94 1.16 0.26 0.97 0.84 1.88 0.00 AM473386 CHB4; DNA binding [Arabidopsis thaliana]

cSTB47C24TH_44 0.12 0.00 0.68 0.16 1.10 0.80 1.81 0.04 0.17 0.00 0.72 0.41 1.37 0.02 3.76 0.01 DQ450838 xyloglucan endo-transglycosylase precursor [Solanum chacoense]

MICRO.2158.C6_1961 0.59 0.01 0.91 0.52 1.13 0.54 3.02 0.00 0.89 0.39 0.86 0.32 1.09 0.57 2.80 0.00 BT013783 EIL2 [Lycopersicon esculentum]

MICRO.2586.C1_1847 0.86 0.21 0.83 0.25 1.04 0.76 3.20 0.00 0.68 0.06 0.89 0.43 1.09 0.54 2.25 0.00 NA ubiquitin-protein ligase [Arabidopsis thaliana]

MICRO.10231.C1_481 0.70 0.03 0.86 0.30 0.90 0.58 1.45 0.09 0.80 0.14 1.01 0.95 1.33 0.13 2.31 0.00 AM462649 unknown protein [Arabidopsis thaliana]



MICRO.6053.C4_217 0.47 0.00 0.96 0.77 0.91 0.48 2.70 0.00 0.47 0.01 0.88 0.40 0.87 0.44 2.02 0.01 AP009287 glutathione S-transferase GST 23 [Glycine max]

bf_cswcxxxx_0008g10.t3m.scf_429 0.65 0.06 0.95 0.83 0.87 0.37 1.77 0.02 0.69 0.14 0.88 0.55 1.29 0.25 2.40 0.01 BT014556 GroEL-like chaperone, ATPase [Medicago truncatula]

MICRO.1858.C2_257 0.79 0.09 0.90 0.45 1.07 0.65 4.07 0.00 0.78 0.13 0.93 0.65 1.06 0.71 3.05 0.00 DQ222494 unknown [Solanum tuberosum]

MICRO.1353.C1_1182 0.53 0.00 1.33 0.07 0.91 0.73 3.26 0.00 0.57 0.03 0.98 0.87 0.78 0.19 3.17 0.00 NM_128173 HSF/ETS, DNA-binding [Medicago truncatula]

MICRO.4066.C1_1165 0.77 0.06 1.10 0.54 1.75 0.04 2.72 0.00 0.63 0.03 0.71 0.06 1.07 0.58 1.20 0.27 BT014553 protein kinase (PK) [Fagus sylvatica]

bf_arrayxxx_0085h03.t3m.scf_119 0.45 0.00 0.72 0.10 1.09 0.66 2.10 0.00 0.79 0.22 0.75 0.12 1.35 0.07 1.88 0.01 S72500 NA

MICRO.1226.C6_625 0.93 0.55 0.85 0.22 0.97 0.81 1.34 0.09 1.08 0.57 0.76 0.10 1.00 0.99 2.04 0.00 CU179634 hypothetical protein [Oryza sativa (japonica cultivar-group)]

MICRO.16614.C1_361 0.38 0.00 0.81 0.19 0.82 0.22 1.67 0.01 0.85 0.24 0.93 0.73 0.99 0.96 1.99 0.01 NA NA

MICRO.3196.C3_1044 0.90 0.33 3.55 0.00 3.36 0.04 13.49 0.00 0.20 0.00 0.23 0.00 0.30 0.00 1.12 0.42 NA unknown [Solanum tuberosum]

cPRO11A5TH_733 0.48 0.00 0.79 0.17 0.93 0.77 2.65 0.00 0.73 0.05 0.94 0.57 0.96 0.87 2.31 0.03 DQ222513 ubiquitin conjugating enzyme E2 [Solanum lycopersicum]

bf_ivrootxx_0035g09.t3m.scf_138 0.34 0.00 0.95 0.63 1.02 0.95 3.13 0.00 0.55 0.02 0.90 0.39 1.15 0.33 2.93 0.00 DQ228323 NA

bf_cswcxxxx_0005g09.t3m.scf_630 0.52 0.15 0.77 0.11 0.83 0.63 2.46 0.00 0.59 0.00 0.97 0.78 1.34 0.01 2.76 0.00 DQ228323 ADP-ribosylation factor 1

SDBT001D15x.scf_11 0.80 0.05 0.92 0.54 1.01 0.94 3.21 0.00 0.87 0.25 0.99 0.92 1.01 0.94 2.91 0.00 NA NA

BF_CSCHXXXX_0026F10.T3M.SCF_109 0.88 0.25 1.23 0.15 1.17 0.26 2.67 0.00 0.79 0.18 0.92 0.56 0.91 0.45 2.03 0.00 AB219071 StPCL1 [Solanum tuberosum]

MICRO.2705.C1_785 0.70 0.02 0.99 0.97 1.47 0.04 1.99 0.00 0.53 0.02 0.70 0.06 1.51 0.06 1.72 0.01 AF130423 cryptochrome 1 [Lycopersicon esculentum]

MICRO.4124.C4_529 0.52 0.02 0.59 0.09 1.22 0.60 2.39 0.00 0.93 0.67 0.73 0.15 1.66 0.02 2.28 0.01 AP009288 homeobox-leucine zipper protein [Pimpinella brachycarpa]

MICRO.1505.C3_586 0.53 0.00 0.75 0.11 0.97 0.84 1.89 0.00 0.86 0.30 1.00 0.97 1.19 0.21 1.61 0.01 AC149488 Arginine/serine-rich splicing factor RSP41, putative [Solanum demissum]

MICRO.3989.C2_241 0.87 0.22 0.85 0.31 1.01 0.92 1.82 0.00 0.81 0.16 0.92 0.54 1.08 0.56 1.58 0.01 AM460298 Os02g0741900 [Oryza sativa (japonica cultivar-group)]

MICRO.7226.C1_976 0.74 0.04 1.04 0.82 1.23 0.41 3.00 0.00 0.85 0.24 0.88 0.37 1.13 0.45 2.50 0.00 BT014082 unknown [Gossypium hirsutum]

MICRO.5396.C1_450 0.77 0.07 0.85 0.24 1.05 0.67 2.21 0.00 0.87 0.46 0.60 0.02 1.08 0.76 2.39 0.00 DQ340255 auxin response factor 2 [Lycopersicon esculentum]

MICRO.483.C1_746 0.60 0.04 0.83 0.31 0.83 0.39 2.29 0.00 0.80 0.14 1.21 0.32 1.47 0.24 3.37 0.02 BT014337 Os06g0612800 [Oryza sativa (japonica cultivar-group)]

cSTS15L4TH_207 0.72 0.03 0.91 0.55 1.04 0.87 2.02 0.00 0.80 0.15 0.91 0.56 0.99 0.97 2.06 0.00 BT013326 Protein kinase [Medicago truncatula]

MICRO.905.C2_969 0.58 0.03 0.58 0.03 1.11 0.50 2.08 0.01 0.90 0.53 0.69 0.07 1.23 0.28 1.29 0.20 NA abscisic insensitive 1B [Populus tremula]

MICRO.4341.C2_1204 0.20 0.00 0.78 0.19 0.52 0.11 3.12 0.00 0.79 0.27 0.82 0.33 1.26 0.25 3.59 0.00 NA 2OG-Fe(II) oxygenase [Medicago truncatula]

MICRO.2443.C2_304 0.73 0.03 0.74 0.10 0.87 0.33 1.64 0.04 1.02 0.88 1.03 0.85 1.21 0.15 2.19 0.00 BT013558 NA

MICRO.1908.C2_1015 0.43 0.00 1.04 0.74 1.14 0.56 3.46 0.00 0.44 0.00 0.78 0.07 0.97 0.74 2.47 0.00 DQ207880 unknown [Solanum tuberosum]

bf_stolxxxx_0055b08.t3m.scf_97 0.42 0.00 0.86 0.25 0.99 0.98 1.87 0.02 0.75 0.29 0.83 0.35 1.43 0.05 2.90 0.00 NA NA

MICRO.8406.C1_520 0.91 0.42 1.24 0.12 0.88 0.31 1.80 0.01 0.59 0.05 0.88 0.30 0.86 0.17 2.96 0.00 X17554 WOUND-INDUCED PROTEIN 1

ACDA03593D05.T3m.scf_138 0.65 0.02 1.03 0.81 0.97 0.90 2.10 0.00 0.68 0.05 0.92 0.73 1.01 0.95 1.93 0.01 BT013751 NA

MICRO.3587.C1_1313 0.54 0.00 1.09 0.51 0.75 0.11 2.08 0.00 0.46 0.06 0.99 0.90 0.82 0.42 2.47 0.00 AM442251 unknown protein [Arabidopsis thaliana]

TBSK04168FD04.t3m.scf_150 0.47 0.00 0.60 0.02 0.60 0.01 1.47 0.03 1.04 0.84 1.37 0.42 1.92 0.00 7.46 0.00 DQ200394 NA

MICRO.2587.C1_1126 0.53 0.02 0.84 0.30 0.83 0.15 2.01 0.00 0.86 0.33 1.25 0.13 1.36 0.27 3.07 0.00 AM433292 Os02g0759800 [Oryza sativa (japonica cultivar-group)]

MICRO.6886.C1_699 0.22 0.00 1.75 0.22 0.20 0.01 6.90 0.03 0.78 0.58 0.79 0.69 0.93 0.94 40.83 0.00 NA NA

MICRO.746.C2_617 0.72 0.06 0.85 0.24 1.12 0.37 3.71 0.00 0.84 0.30 0.78 0.09 1.02 0.91 2.52 0.00 BT012706 IQ calmodulin-binding region [Medicago truncatula]

MICRO.732.C1_274 0.75 0.04 0.82 0.21 1.01 0.96 2.20 0.00 0.89 0.43 0.93 0.59 1.18 0.22 1.99 0.02 NA NA

bf_mxlfxxxx_0046g05.t3m.scf_634 0.71 0.04 1.01 0.97 1.05 0.67 3.62 0.00 0.66 0.03 0.72 0.14 0.92 0.83 2.94 0.00 NA catalytic/ phosphatidylcholine-sterol O-acyltransferase [Arabidopsis thaliana]

MICRO.1306.C4_1799 0.65 0.01 0.87 0.24 1.14 0.48 3.73 0.00 0.80 0.12 0.98 0.94 1.26 0.32 2.96 0.00 BT013526 Protein kinase [Medicago truncatula]

MICRO.1686.C1_1047 0.89 0.49 1.03 0.84 1.19 0.10 3.46 0.00 0.82 0.19 0.94 0.67 0.93 0.45 2.07 0.00 AM471515 Os07g0655300 [Oryza sativa (japonica cultivar-group)]

MICRO.14301.C1_1510 0.91 0.36 1.06 0.81 1.26 0.14 2.97 0.00 0.59 0.02 0.63 0.02 0.86 0.43 2.70 0.00 BT014223 unknown [Arabidopsis thaliana]

MICRO.2606.C1_1056 0.73 0.03 1.01 0.97 1.07 0.59 1.66 0.03 0.68 0.04 0.85 0.29 1.13 0.39 1.59 0.04 NM_120164 unknown protein [Arabidopsis thaliana]

MICRO.7166.C1_475 0.65 0.02 0.89 0.51 1.02 0.89 2.10 0.01 0.84 0.37 0.94 0.69 1.22 0.30 1.48 0.08 NA Tumour susceptibility gene 101 [Medicago truncatula]

bf_mxlfxxxx_0034e06.t3m.scf_130 0.71 0.07 0.73 0.11 0.98 0.88 1.62 0.02 0.75 0.14 0.61 0.04 1.20 0.24 1.73 0.02 NA NA

MICRO.5463.C1_757 0.55 0.02 0.87 0.33 0.92 0.62 4.12 0.00 0.75 0.05 1.15 0.32 1.00 1.00 2.65 0.00 NA RNA-binding region RNP-1 (RNA recognition motif) [Medicago truncatula]

MICRO.2158.C5_1360 0.64 0.01 0.80 0.18 1.06 0.76 2.26 0.00 0.91 0.42 0.81 0.19 1.39 0.03 2.88 0.00 BT013783 EIL2 [Lycopersicon esculentum]

MICRO.8840.C1_712 0.75 0.06 0.84 0.26 0.95 0.63 1.83 0.01 0.59 0.02 1.11 0.42 1.19 0.41 2.00 0.00 DQ359729 jasmonic acid-amino acid-conjugating enzyme [Nicotiana attenuata]

MICRO.7298.C1_1287 0.54 0.00 0.68 0.19 0.44 0.00 1.68 0.02 0.90 0.49 1.28 0.12 0.93 0.64 2.42 0.00 AM474727 Amino acid/polyamine transporter I [Medicago truncatula]

MICRO.14239.C1_30 0.49 0.00 0.93 0.56 0.79 0.16 2.63 0.02 1.00 0.97 1.48 0.11 1.05 0.83 12.16 0.01 AY442259 predicted protein [Populus alba x Populus tremula]

MICRO.12919.C1_1391 0.55 0.03 0.86 0.46 0.68 0.09 1.08 0.71 0.63 0.07 1.17 0.38 1.38 0.10 1.71 0.04 NA NA

bf_cswbxxxx_0035d11.t3m.scf_84 0.83 0.14 0.94 0.60 1.01 0.91 1.80 0.01 1.06 0.66 0.99 0.95 1.03 0.84 1.68 0.01 NA NA

MICRO.8789.C1_1071 0.60 0.01 0.84 0.44 0.85 0.29 3.36 0.00 0.52 0.01 1.47 0.06 1.18 0.21 2.59 0.00 AJ718789 unknown protein [Arabidopsis thaliana]

MICRO.15291.C1_649 0.52 0.00 0.90 0.45 0.86 0.18 2.38 0.01 0.80 0.32 1.30 0.11 1.64 0.10 3.22 0.00 AM433292 GAMYB-binding protein [Glycine max]

MICRO.2989.C1_624 0.61 0.01 0.96 0.73 1.03 0.82 2.13 0.00 0.90 0.60 0.90 0.44 0.92 0.55 2.11 0.00 AY263347 protein kinase Pti1 [Glycine max]

MICRO.4083.C8_1701 0.85 0.20 1.02 0.90 1.03 0.77 2.19 0.00 0.69 0.05 0.81 0.32 0.75 0.11 1.77 0.01 AM432066 BTB/POZ; NPH3 [Medicago truncatula]

TBSK03720FF12.t3m.scf_11 0.78 0.12 1.23 0.31 1.01 0.95 1.46 0.36 0.62 0.04 0.93 0.73 0.82 0.30 1.49 0.07 NA NA

MICRO.2443.C1_2439 0.59 0.01 0.69 0.04 0.81 0.12 1.43 0.05 1.05 0.72 1.13 0.35 1.36 0.11 2.58 0.00 BT013558 EMB1706; S-adenosylmethionine-dependent methyltransferase/ methyltransferase [Arabidopsis thaliana]

MICRO.15994.C1_577 0.66 0.03 0.99 0.96 0.99 0.93 1.93 0.00 0.71 0.07 1.10 0.49 1.17 0.44 2.01 0.01 NA hypothetical protein [Arabidopsis thaliana]

MICRO.3189.C1_494 0.56 0.01 0.93 0.66 1.01 0.92 2.31 0.00 0.77 0.17 0.80 0.19 1.30 0.12 1.96 0.01 NA Protein of unknown function DUF829, eukaryotic [Medicago truncatula]

bf_arrayxxx_0061e08.t7m.scf_16 0.48 0.00 0.78 0.10 0.77 0.05 1.60 0.02 0.83 0.22 1.08 0.56 1.22 0.07 2.03 0.00 NA NA

MICRO.11394.C2_792 0.44 0.00 0.98 0.87 0.85 0.48 2.09 0.02 0.69 0.04 1.12 0.38 1.13 0.40 2.01 0.01 NM_001069060 ATBS14A; protein transporter [Arabidopsis thaliana]

MICRO.12702.C1_200 0.78 0.16 0.87 0.62 0.96 0.82 2.27 0.00 0.82 0.37 0.80 0.44 1.13 0.57 2.18 0.01 NA NA

023G10AF.esd_269 0.63 0.02 0.90 0.46 1.02 0.86 2.39 0.00 0.76 0.11 0.88 0.36 0.96 0.72 2.02 0.00 NA unknown protein [Arabidopsis thaliana]

bf_mxflxxxx_0057d07.t3m.scf_542 0.63 0.01 0.80 0.17 1.08 0.66 3.16 0.00 0.45 0.01 0.98 0.88 1.05 0.82 2.62 0.00 BT014057 MADS box protein [Capsicum annuum]

MICRO.17051.C1_514 0.69 0.02 0.80 0.19 0.98 0.88 2.24 0.00 0.87 0.34 0.95 0.73 1.18 0.24 2.18 0.00 AM430260 unknown protein [Arabidopsis thaliana]

MICRO.2527.C1_1378 0.38 0.00 0.66 0.03 1.10 0.69 2.76 0.00 0.72 0.10 0.87 0.68 1.51 0.16 2.51 0.00 AC150162 Os01g0559200 [Oryza sativa (japonica cultivar-group)]

BF_TUBSXXXX_0016B03_T3M.SCF_676 0.67 0.06 0.95 0.83 0.97 0.89 1.75 0.03 0.82 0.35 1.02 0.93 1.12 0.64 1.97 0.02 AP009273 NA

ACDA03849A09.T3m.scf_412 0.84 0.27 1.06 0.62 1.17 0.19 3.32 0.00 0.82 0.17 0.76 0.09 0.92 0.46 2.77 0.00 BT012803 Tubulin beta-2 chain (Beta-2 tubulin)

MICRO.187.C11_515 0.14 0.00 0.21 0.00 0.46 0.18 1.76 0.08 0.85 0.28 1.93 0.46 3.77 0.00 24.76 0.00 X77373 NA

MICRO.12948.C1_628 0.43 0.01 0.82 0.18 0.89 0.51 1.98 0.00 0.89 0.34 1.26 0.09 1.30 0.18 2.52 0.00 AK224819 HMG-protein [Plantago major]

MICRO.11452.C2_686 0.64 0.02 1.02 0.91 0.99 0.92 1.62 0.03 0.75 0.18 1.15 0.33 1.06 0.74 1.83 0.02 NA NA

MICRO.1458.C3_300 0.57 0.01 0.79 0.22 0.93 0.52 1.24 0.16 0.93 0.56 0.96 0.82 1.77 0.00 2.63 0.00 NA NA

MICRO.2913.C1_2128 0.71 0.04 0.85 0.39 0.93 0.59 1.29 0.21 0.76 0.16 1.05 0.81 1.13 0.36 1.13 0.49 NA unknown protein [Arabidopsis thaliana]

MICRO.2430.C2_918 1.13 0.33 0.91 0.82 0.91 0.54 2.40 0.00 0.32 0.01 0.62 0.03 0.91 0.58 2.46 0.00 L29099 acid invertase [Solanum tuberosum]

bf_arrayxxx_0082f12.t3m.scf_696 0.82 0.12 0.96 0.76 1.23 0.16 2.36 0.00 0.96 0.78 0.76 0.11 0.94 0.62 1.48 0.03 AJ006233 putative thaumatin-like protein precursor [Nicotiana tabacum]

MICRO.3044.C2_713 0.60 0.00 0.53 0.01 0.75 0.04 2.84 0.00 0.89 0.39 1.19 0.20 1.40 0.02 3.84 0.00 NA hypothetical protein OsI_005914 [Oryza sativa (indica cultivar-group)]

bf_stolxxxx_0059e04.t3m.scf_86 0.31 0.00 0.81 0.16 0.90 0.71 2.74 0.00 0.56 0.06 1.01 0.93 1.26 0.28 3.34 0.00 DQ284482 ubiquitin-conjugating enzyme E2 7-like [Solanum tuberosum]

MICRO.3577.C1_794 0.46 0.00 1.08 0.68 0.78 0.13 2.17 0.00 0.49 0.01 1.00 0.98 1.25 0.11 2.69 0.00 BT013685 zinc ion binding [Arabidopsis thaliana]

POCDA25TV_238 0.43 0.00 0.71 0.08 0.64 0.02 1.15 0.32 1.10 0.55 1.37 0.06 1.19 0.22 2.48 0.00 NA NA

MICRO.878.C1_528 0.57 0.01 1.10 0.49 1.00 1.00 4.02 0.00 0.72 0.07 0.84 0.22 1.18 0.27 3.25 0.00 BT012803 hypothetical protein OsJ_017784 [Oryza sativa (japonica cultivar-group)]

cSTC4J5TH_320 0.60 0.02 0.81 0.24 0.99 0.96 1.46 0.06 0.77 0.19 0.81 0.21 1.31 0.12 1.92 0.01 AF411809 Hypothetical protein [Oryza sativa]

MICRO.8449.C1_331 0.60 0.00 0.40 0.00 0.85 0.56 2.83 0.00 1.11 0.42 0.75 0.08 1.68 0.00 3.88 0.00 AK224678 low temperature and salt responsive protein [Solanum tuberosum]

bf_arrayxxx_0060f05.t7m.scf_573 0.78 0.15 1.19 0.44 0.88 0.28 1.91 0.02 0.76 0.13 1.33 0.14 0.75 0.15 2.12 0.00 DQ222984 temperature-induced lipocalin' [Solanum tuberosum]

ACDA04832C08.T3m.scf_184 0.52 0.00 0.84 0.28 0.75 0.06 2.04 0.00 0.87 0.42 1.15 0.33 1.53 0.09 3.38 0.00 NA NA

STMES23TH_760 0.64 0.04 0.89 0.68 0.91 0.55 1.66 0.02 0.89 0.54 0.94 0.73 1.06 0.74 1.82 0.02 AJ492258 transcription factor/ zinc ion binding [Arabidopsis thaliana]

MICRO.16898.C1_346 0.66 0.18 0.90 0.79 0.64 0.36 5.58 0.00 0.58 0.32 1.32 0.40 1.77 0.18 22.22 0.00 NA NA

STMGH76TV_424 0.14 0.00 0.35 0.04 0.27 0.00 1.54 0.01 0.78 0.47 1.77 0.02 1.44 0.38 4.11 0.00 BA000042 NA

MICRO.9850.C1_796 0.59 0.01 0.95 0.72 0.88 0.55 2.81 0.00 0.66 0.04 1.03 0.83 1.17 0.36 2.62 0.00 AC171736 Zinc knuckle family protein, expressed [Oryza sativa (japonica cultivar-group)]

MICRO.5682.C2_772 0.63 0.11 0.95 0.86 1.01 0.98 2.86 0.01 0.54 0.17 1.08 0.80 1.10 0.76 2.54 0.02 AP009268 putative flavonoid 3'-hydroxylase cytochrome P450 [Artemisia annua]

MICRO.7086.C1_396 0.34 0.00 1.46 0.24 0.75 0.07 3.71 0.00 0.67 0.39 1.01 0.95 1.01 0.99 3.52 0.00 BT014113 phosphosulfolactate synthase-related protein [Lycopersicon esculentum]

STDB005D21u.scf_100 0.63 0.02 0.77 0.11 1.20 0.15 4.26 0.00 0.67 0.04 0.84 0.27 1.18 0.23 2.57 0.00 BT013983 NA

ACDA04180E04.T3m.scf_472 0.64 0.01 1.07 0.70 0.73 0.14 1.65 0.01 0.64 0.07 1.34 0.08 0.94 0.56 2.95 0.00 X17554 NA

MICRO.4822.C3_1682 0.75 0.05 0.85 0.43 1.14 0.46 1.94 0.03 0.51 0.01 0.85 0.28 1.20 0.25 3.05 0.00 AM431679 pepsin A [Arabidopsis thaliana]

MICRO.8582.C1_952 0.84 0.17 1.01 0.93 1.11 0.35 1.44 0.04 0.67 0.05 0.94 0.67 1.03 0.85 1.54 0.04 AM435130 hypothetical protein OsI_008470 [Oryza sativa (indica cultivar-group)]

MICRO.9010.C1_1124 0.85 0.13 1.27 0.12 1.50 0.03 2.35 0.00 0.40 0.00 0.52 0.01 0.71 0.10 1.91 0.00 EF063359 phototropin-1 [Solanum lycopersicum]

TBSK03845FA05.t3m.scf_72 0.42 0.00 1.11 0.43 1.12 0.63 2.39 0.00 0.66 0.02 0.89 0.37 0.92 0.42 2.20 0.00 DQ200379 NA

MICRO.2490.C1_691 0.56 0.03 0.89 0.48 1.07 0.53 2.21 0.00 0.61 0.03 0.91 0.47 1.22 0.22 2.52 0.00 NA NA

MICRO.11614.C2_286 0.57 0.00 1.10 0.68 0.83 0.29 4.32 0.01 0.89 0.70 1.09 0.62 0.86 0.46 3.27 0.00 NA unnamed protein product [Arabidopsis thaliana]

SDBT001O24x.scf_427 0.16 0.00 0.36 0.01 0.41 0.08 2.72 0.00 0.90 0.38 1.26 0.16 1.44 0.07 6.59 0.00 Z68138 Metallothionein-like protein type 2 B

bf_mxflxxxx_0051f11.t3m.scf_543 0.92 0.52 1.20 0.28 1.22 0.16 2.39 0.00 0.75 0.17 0.85 0.33 0.87 0.40 1.29 0.23 NA NA

MICRO.8838.C1_637 0.83 0.13 1.09 0.54 1.09 0.43 1.51 0.02 0.71 0.05 0.78 0.11 1.01 0.92 1.56 0.03 NA ReMembR-H2 protein JR702 [Arabidopsis thaliana]

MICRO.6843.C1_829 0.65 0.05 1.09 0.47 1.26 0.09 3.52 0.00 0.60 0.01 0.67 0.02 0.89 0.46 2.10 0.00 NA unknown protein [Arabidopsis thaliana]

MICRO.6780.C1_66 0.20 0.00 1.96 0.16 0.22 0.00 1.71 0.35 0.59 0.12 1.63 0.12 1.26 0.76 13.75 0.00 AJ225048 17.6 kDa class I heat shock protein (Hsp20.0)

MICRO.1908.C3_1255 0.40 0.00 1.06 0.64 1.15 0.60 3.54 0.00 0.45 0.00 0.82 0.15 1.02 0.89 2.61 0.00 DQ207880 unknown [Solanum tuberosum]

cSTC8G22TV_365 0.58 0.01 0.92 0.52 1.10 0.50 3.82 0.00 0.75 0.10 1.05 0.82 1.10 0.58 2.63 0.01 DQ222494 unknown [Solanum tuberosum]

MICRO.14427.C3_616 0.76 0.18 1.02 0.89 1.13 0.38 2.08 0.01 0.81 0.20 0.89 0.45 1.06 0.61 1.91 0.01 NA unknown protein [Arabidopsis thaliana]

POAE375TV_524 0.55 0.02 0.84 0.20 0.95 0.75 3.03 0.00 0.81 0.14 1.22 0.27 1.50 0.01 4.89 0.00 NA Putative DNA binding protein, identical [Lycopersicon esculentum]

MICRO.4341.C1_869 0.24 0.00 0.88 0.43 0.58 0.20 3.50 0.00 0.78 0.49 1.14 0.39 1.33 0.32 4.14 0.00 NA 2OG-Fe(II) oxygenase [Medicago truncatula]

MICRO.8506.C3_586 0.48 0.00 0.94 0.71 1.04 0.93 3.10 0.00 0.63 0.02 0.84 0.28 0.94 0.73 2.48 0.00 BT013262 HR7 [Hyoscyamus niger]

MICRO.712.C8_772 0.72 0.04 1.03 0.85 1.06 0.61 2.40 0.00 0.55 0.01 0.86 0.50 0.78 0.10 1.77 0.00 DQ294271 ATUBC2; ubiquitin conjugating enzyme [Arabidopsis thaliana]

bf_arrayxxx_0058g02.t7m.scf_840 0.61 0.06 0.90 0.57 0.90 0.50 1.61 0.04 0.84 0.35 1.01 0.97 0.99 0.95 1.78 0.04 NA NA

MICRO.10.C1_1441 0.87 0.26 0.91 0.48 1.09 0.47 2.63 0.00 0.75 0.09 0.85 0.28 0.92 0.46 1.50 0.03 DQ228342 unknown [Solanum tuberosum]

BF_TUBSXXXX_0013D05_T3M.SCF_232 0.70 0.04 1.04 0.83 0.85 0.30 1.21 0.26 0.86 0.43 1.35 0.13 0.99 0.97 1.33 0.19 NA NA

MICRO.14264.C1_1063 0.39 0.00 0.52 0.03 0.74 0.10 2.50 0.00 0.75 0.15 1.47 0.04 1.86 0.06 3.99 0.00 AB072918 unknown protein [Arabidopsis thaliana]

MICRO.176.C2_618 0.82 0.21 0.94 0.73 0.90 0.48 1.58 0.05 0.92 0.60 0.89 0.51 1.11 0.55 1.69 0.03 NM_103169 Os05g0513400 [Oryza sativa (japonica cultivar-group)]

MICRO.1308.C1_857 0.50 0.00 1.18 0.28 0.87 0.52 2.08 0.01 0.77 0.06 1.23 0.17 1.11 0.65 2.66 0.00 NA unknown protein [Arabidopsis thaliana]

bf_mxlfxxxx_0028f08.t3m.scf_573 0.47 0.00 1.17 0.37 0.79 0.08 2.06 0.00 0.75 0.12 1.15 0.31 1.03 0.89 2.83 0.00 DQ241843 cytochrome c oxidase family protein-like [Solanum tuberosum]

MICRO.7439.C2_79 0.40 0.09 0.93 0.82 0.83 0.23 2.56 0.00 0.74 0.12 1.00 0.99 0.95 0.79 3.30 0.00 DQ222984 temperature-induced lipocalin' [Lycopersicon esculentum]

MICRO.13092.C2_1 0.58 0.08 0.57 0.01 0.95 0.69 1.88 0.01 0.75 0.15 0.73 0.27 1.40 0.10 2.71 0.00 NA unknown protein [Arabidopsis thaliana]

ACDA03787D07.T3m.scf_245 0.47 0.01 0.97 0.87 1.03 0.86 3.27 0.00 0.71 0.19 0.73 0.12 0.82 0.19 3.67 0.00 BT012803 TUB5 [Arabidopsis thaliana]

bf_arrayxxx_0059d01.t7m.scf_731 0.56 0.01 0.87 0.33 0.89 0.36 1.86 0.03 0.81 0.15 1.00 0.98 1.21 0.17 2.72 0.00 BT014556 NA

bf_ivrootxx_0040e05.t3m.scf_539 0.58 0.00 0.76 0.21 1.74 0.09 5.18 0.00 0.45 0.01 0.90 0.82 0.78 0.49 2.04 0.01 AM462217 unknown protein [Arabidopsis thaliana]

MICRO.4152.C2_482 1.21 0.17 1.08 0.78 1.19 0.17 2.92 0.00 0.41 0.01 0.42 0.01 0.42 0.01 1.51 0.04 AF176776 xyloglucan endotransglycosylase LeXET2 [Lycopersicon esculentum]

MICRO.700.C1_741 0.88 0.23 0.96 0.82 0.98 0.86 2.48 0.00 0.89 0.45 0.99 0.92 0.96 0.77 2.03 0.00 BT012871 Os04g0683100 [Oryza sativa (japonica cultivar-group)]

MICRO.116.C5_911 0.72 0.14 0.71 0.44 1.04 0.73 1.41 0.03 0.77 0.17 0.82 0.34 1.13 0.37 1.53 0.02 AK230450 protein binding / ubiquitin-protein ligase/ zinc ion binding [Arabidopsis thaliana]

MICRO.14370.C1_900 0.78 0.34 0.98 0.92 1.01 0.98 2.21 0.00 0.73 0.14 0.84 0.31 1.05 0.75 1.64 0.03 AM452403 Strong similarity to an unknown protein F23F1.11 gi|7486038 from Arabidopsis thaliana BAC F23F1 gb|AC004680. ESTs gb|T75672, gb|N65732 and gb|AA404793 come from this gene

MICRO.7040.C1_656 0.39 0.00 0.69 0.09 0.69 0.05 2.29 0.00 0.71 0.10 1.12 0.45 1.51 0.03 3.26 0.00 NA NA

MICRO.8790.C2_101 0.39 0.01 0.90 0.83 0.88 0.75 5.20 0.00 0.42 0.04 0.90 0.78 1.11 0.61 7.63 0.00 BT013044 MYB transcription factor MYB48-2 [Arabidopsis thaliana]

MICRO.5877.C2_1397 0.55 0.00 0.69 0.06 0.61 0.01 1.13 0.36 1.06 0.64 1.27 0.08 1.45 0.06 2.82 0.00 AJ617054 hypothetical protein [Arabidopsis thaliana]

MICRO.14906.C3_372 0.80 0.20 1.08 0.74 0.85 0.40 3.08 0.00 0.51 0.07 0.80 0.35 1.01 0.97 2.84 0.00 S73826 mas-binding factor MBF3 [Solanum tuberosum]

cSTA14C9TH_12 0.62 0.02 0.70 0.08 0.97 0.82 2.18 0.00 0.87 0.48 0.90 0.44 1.21 0.16 1.96 0.01 NA NA



bf_ivrootxx_0011c09.t3m.scf_52 0.78 0.23 1.22 0.19 1.22 0.16 3.16 0.00 0.69 0.06 0.55 0.01 0.68 0.08 2.07 0.00 NA NA

bf_cswbxxxx_0006b02.t3m.scf_150 0.21 0.00 0.51 0.02 0.37 0.06 2.89 0.00 1.10 0.56 1.06 0.75 1.39 0.13 7.50 0.00 AJ786773 peripheral-type benzodiazepine receptor [Solanum tuberosum]

bf_arrayxxx_0017a11.t7m.scf_673 0.52 0.01 0.83 0.26 0.93 0.64 3.91 0.00 0.76 0.13 0.94 0.76 0.97 0.91 3.07 0.00 BT014328 hypothetical protein OsJ_017842 [Oryza sativa (japonica cultivar-group)]

MICRO.2475.C1_559 0.87 0.21 0.83 0.25 0.99 0.91 1.98 0.00 0.78 0.11 0.96 0.74 0.95 0.58 1.75 0.00 NA NA

MICRO.3378.C4_1661 0.42 0.00 0.91 0.43 0.79 0.16 2.61 0.00 0.82 0.21 1.12 0.59 1.17 0.52 2.87 0.00 NA RNA-binding protein AKIP1-like [Solanum tuberosum]

MICRO.9284.C1_372 0.62 0.01 0.67 0.13 0.81 0.32 1.96 0.01 0.74 0.07 1.12 0.53 1.25 0.11 2.89 0.00 NM_105845 antiporter/ drug transporter/ transporter [Arabidopsis thaliana]

cPRO22M21TH_661 0.87 0.29 0.91 0.56 1.19 0.18 1.98 0.01 0.83 0.23 0.87 0.35 0.96 0.77 1.58 0.05 AM467232 Cytidylyltransferase [Medicago truncatula]

MICRO.16375.C1_587 0.80 0.13 0.96 0.80 1.20 0.29 2.05 0.00 0.77 0.11 0.90 0.50 0.86 0.31 1.57 0.02 CU041360 Zinc finger, GATA-type; ZIM; CCT [Medicago truncatula]

MICRO.8046.C1_1254 0.88 0.27 1.14 0.41 1.21 0.19 1.76 0.01 0.69 0.06 0.87 0.29 1.02 0.90 1.43 0.06 NA hypothetical protein OsI_031408 [Oryza sativa (indica cultivar-group)]

ACDA04589G05.T3m.scf_598 0.50 0.00 1.16 0.33 1.14 0.62 2.55 0.00 0.43 0.00 0.66 0.04 0.88 0.47 1.89 0.01 AC171732 Zinc finger, CCCH-type; Zinc finger, RING-type [Medicago truncatula]

SSBT003N13x.scf_387 0.34 0.02 0.48 0.00 0.93 0.80 2.97 0.00 0.76 0.12 0.74 0.30 1.17 0.23 2.52 0.00 AF070967 NA

cSTS1K20TH_447 0.65 0.04 1.05 0.75 1.16 0.23 3.00 0.00 0.72 0.06 0.80 0.13 0.97 0.88 2.63 0.00 AF316320 unknown protein [Arabidopsis thaliana]

MICRO.14025.C2_1054 0.61 0.05 0.98 0.93 0.99 0.98 6.68 0.00 0.80 0.51 0.62 0.20 1.00 0.99 2.74 0.01 DQ447090 unknown protein [Arabidopsis thaliana]

bf_acdcxxxx_0003f11.t3m.scf_11 0.43 0.00 0.76 0.09 0.87 0.53 2.47 0.00 0.85 0.20 1.01 0.94 1.01 0.95 2.57 0.00 AF070967 Skp1-like protein 3 [Petunia inflata]

PotatoF0506.scf_400 0.09 0.00 0.25 0.00 0.45 0.19 1.53 0.29 1.03 0.79 2.74 0.16 5.05 0.00 29.22 0.01 NA NA

MICRO.2527.C2_400 0.57 0.01 1.01 0.92 0.73 0.06 1.31 0.09 0.60 0.03 1.10 0.44 1.09 0.64 2.26 0.00 AM477577 Os01g0559200 [Oryza sativa (japonica cultivar-group)]

MICRO.8588.C2_621 0.85 0.17 0.99 0.95 1.21 0.34 4.10 0.00 0.66 0.05 0.84 0.41 1.01 0.97 1.97 0.00 NA nodulin-like protein [Gossypium hirsutum]

MICRO.1458.C2_685 0.54 0.00 0.81 0.21 1.08 0.52 1.27 0.11 0.64 0.05 0.82 0.40 1.86 0.00 1.95 0.01 AP006730 nucleotide binding [Arabidopsis thaliana]

TBSK01586Fe02.t3m.scf_108 0.66 0.01 1.06 0.64 0.95 0.60 2.46 0.00 0.78 0.14 0.98 0.86 0.94 0.56 2.03 0.00 NA NA

MICRO.3577.C3_413 0.47 0.00 1.10 0.53 0.70 0.12 1.84 0.01 0.53 0.01 0.85 0.33 1.22 0.14 2.03 0.00 BT013685 transcription factor/ zinc ion binding [Arabidopsis thaliana]

ACDA03697E01.T3m.scf_308 0.44 0.00 0.99 0.92 0.93 0.75 1.92 0.01 0.57 0.02 0.79 0.12 1.11 0.59 1.91 0.01 DQ294268 Os07g0281000 [Oryza sativa (japonica cultivar-group)]

MICRO.416.C13_1087 0.45 0.00 0.62 0.01 0.67 0.03 1.04 0.76 1.30 0.30 1.94 0.11 2.26 0.00 6.62 0.00 DQ200394 unknown [Solanum tuberosum]

ACDA00801C09.T3m.scf_340 0.17 0.00 0.50 0.01 0.73 0.38 8.86 0.00 0.58 0.02 0.99 0.97 2.01 0.02 8.18 0.00 AK224822 NA

MICRO.10839.C1_337 0.75 0.05 0.98 0.91 0.97 0.74 1.56 0.03 0.72 0.08 0.99 0.96 0.97 0.80 1.54 0.03 NA NHL8; ubiquitin-protein ligase/ zinc ion binding [Arabidopsis thaliana]

MICRO.361.C2_1173 0.68 0.01 0.86 0.41 1.09 0.39 2.14 0.00 0.82 0.19 0.96 0.78 1.08 0.60 1.80 0.01 NA Os08g0343300 [Oryza sativa (japonica cultivar-group)]

MICRO.8425.C1_680 0.54 0.01 0.68 0.03 0.88 0.35 1.64 0.02 0.77 0.18 1.04 0.85 1.13 0.35 1.76 0.08 AM479511 Dual specificity protein phosphatase [Medicago truncatula]

MICRO.6764.C1_277 0.50 0.00 0.62 0.03 0.84 0.42 2.91 0.00 0.60 0.04 1.14 0.40 1.44 0.30 3.03 0.00 U23757 Agamous-like MADS-box protein AGL8 homolog (POTM1-1)

MICRO.2073.C5_773 0.54 0.02 1.05 0.65 1.04 0.83 3.94 0.00 0.66 0.11 0.78 0.26 1.05 0.88 3.03 0.01 NA lecithine cholesterol acyltransferase-like protein [Medicago truncatula]

MICRO.13483.C1_1094 0.73 0.06 0.98 0.92 0.95 0.88 1.66 0.03 0.62 0.15 1.05 0.77 0.98 0.97 1.61 0.05 NA F-box family protein-like [Oryza sativa (japonica cultivar-group)]

MICRO.17819.C1_417 0.39 0.00 0.77 0.49 1.06 0.83 8.81 0.00 0.42 0.01 0.79 0.78 1.46 0.56 12.18 0.00 NA O-methyltransferase [Prunus dulcis]

MICRO.416.C17_1426 0.83 0.22 1.30 0.13 1.18 0.22 2.79 0.00 0.62 0.03 0.71 0.19 0.92 0.55 1.50 0.04 DQ200394 unknown protein [Arabidopsis thaliana]

MICRO.7053.C2_571 0.41 0.00 0.84 0.21 1.04 0.89 4.24 0.00 0.75 0.04 1.02 0.89 1.07 0.79 4.19 0.00 X73419 ubiquitin-conjugating enzyme UBC2 [Mesembryanthemum crystallinum]

MICRO.1159.C1_1013 0.59 0.03 0.93 0.59 0.95 0.75 2.25 0.00 0.74 0.07 0.86 0.37 0.93 0.57 1.58 0.02 NA UBA-like [Medicago truncatula]

MICRO.5740.C1_1206 0.71 0.05 0.85 0.29 0.96 0.69 1.61 0.02 0.81 0.21 0.92 0.55 1.08 0.49 1.61 0.02 AB263748 putative serine/arginine (SR) protein kinase protein [Ipomoea trifida]

bf_suspxxxx_0061c04.t3m.scf_634 0.80 0.12 1.17 0.37 1.07 0.59 2.37 0.00 0.90 0.47 0.88 0.81 1.15 0.35 1.51 0.05 AF275345 suppressor-like protein [Lycopersicon esculentum]

ACDA03266A02.T3m.scf_59 0.41 0.00 0.93 0.61 1.06 0.79 2.31 0.00 0.69 0.09 0.83 0.42 1.10 0.61 2.46 0.00 DQ294268 NA

MICRO.6084.C1_853 0.64 0.03 1.13 0.40 1.52 0.17 3.50 0.00 0.53 0.01 0.67 0.05 1.09 0.59 1.92 0.00 BT013656 unknown protein [Arabidopsis thaliana]

MICRO.9946.C1_648 0.90 0.37 0.93 0.66 1.10 0.43 1.71 0.01 0.79 0.15 0.89 0.49 0.97 0.80 1.39 0.07 AM459794 S-adenosylmethionine-dependent methyltransferase/ catalytic [Arabidopsis thaliana]

cSTA44N20TH_252 0.63 0.01 0.71 0.05 0.84 0.15 1.45 0.03 0.97 0.80 1.09 0.42 0.89 0.49 1.65 0.01 NA putative ATP-dependent RNA helicase A [Arabidopsis thaliana]

STMIB27TV_603 0.57 0.03 0.56 0.04 0.94 0.61 2.25 0.00 0.94 0.70 0.83 0.25 1.17 0.29 1.69 0.01 NA NA

MICRO.13883.C2_157 0.47 0.01 0.68 0.06 0.77 0.35 2.17 0.00 0.79 0.28 1.16 0.47 1.13 0.36 2.31 0.00 DQ200393 putative flavonol synthase-like protein [Euphorbia esula]

ACDA04865F05.T3m.scf_96 0.39 0.03 0.90 0.46 1.11 0.45 3.41 0.00 0.64 0.01 0.85 0.55 0.99 0.98 3.34 0.01 NA NA

MICRO.3403.C4_21 0.75 0.15 0.39 0.19 0.44 0.00 1.62 0.02 1.01 0.97 0.88 0.39 1.39 0.18 3.29 0.00 AY497477 xyloglucan endotransglucosylase-hydrolase XTH6 [Lycopersicon esculentum]

bf_suspxxxx_0026B02.t3m.scf_495 0.78 0.13 0.93 0.65 1.24 0.12 2.39 0.00 0.82 0.27 0.79 0.37 0.89 0.35 1.43 0.07 NA unknown protein [Arabidopsis thaliana]

MICRO.11899.C2_170 0.14 0.00 0.35 0.00 0.51 0.26 1.89 0.01 0.63 0.01 1.30 0.05 1.20 0.07 2.79 0.00 NA unknown [Schistosoma japonicum]

056F05AF.esd_562 0.33 0.00 0.88 0.59 0.82 0.66 2.88 0.00 0.52 0.00 0.94 0.70 0.90 0.69 2.53 0.00 BT013262 NA

MICRO.2741.C1_632 0.75 0.12 1.17 0.46 0.97 0.89 2.25 0.00 0.55 0.06 0.79 0.35 1.07 0.75 1.92 0.02 AY603690 chloroplast phosphate transporter precursor [Solanum tuberosum]

MICRO.2980.C2_1999 0.66 0.03 0.83 0.20 1.02 0.87 1.94 0.00 0.78 0.07 0.92 0.49 1.04 0.82 1.95 0.00 AF316320 JD1 [Nicotiana tabacum]

MICRO.5396.C3_525 0.68 0.02 0.71 0.06 1.24 0.05 2.35 0.00 0.96 0.78 0.73 0.19 1.16 0.39 2.49 0.00 DQ340255 auxin response factor 2 [Lycopersicon esculentum]

150C09AF.esd_53 0.36 0.00 0.63 0.06 0.67 0.07 1.77 0.02 0.67 0.20 0.85 0.32 1.24 0.14 2.58 0.00 NA NA

MICRO.13303.C1_562 0.59 0.01 0.75 0.20 0.86 0.32 1.58 0.03 1.00 1.00 1.05 0.74 1.11 0.52 2.00 0.01 NA unknown protein [Arabidopsis thaliana]

MICRO.7502.C1_747 0.51 0.05 1.25 0.18 1.23 0.38 4.58 0.00 0.52 0.01 0.80 0.15 0.69 0.12 5.04 0.05 NA ripening induced protein [Ficus awkeotsang]

MICRO.1043.C1_804 0.57 0.01 0.72 0.09 1.06 0.67 1.89 0.03 0.82 0.18 0.87 0.37 1.38 0.02 2.42 0.00 NA unknown protein [Arabidopsis thaliana]

cSTS19G10TH_591 0.89 0.54 0.86 0.28 1.08 0.44 3.88 0.00 0.92 0.44 0.86 0.26 0.87 0.43 3.36 0.00 BT012803 Os01g0282800 [Oryza sativa (japonica cultivar-group)]

MICRO.2989.C3_826 0.69 0.01 1.00 1.00 1.05 0.71 2.96 0.00 0.83 0.21 0.91 0.60 1.05 0.68 2.20 0.02 AK230305 Tyrosine protein kinase, active site [Medicago truncatula]

MICRO.6807.C4_444 0.10 0.00 0.26 0.00 0.29 0.01 1.61 0.02 0.74 0.39 1.57 0.12 1.63 0.23 3.56 0.00 BA000042 NA

MICRO.12589.C2_1434 0.61 0.01 0.79 0.13 0.96 0.77 2.91 0.00 0.78 0.16 1.01 0.94 1.22 0.13 2.38 0.00 AC136471 unknown protein [Arabidopsis thaliana]

MICRO.458.C3_1317 0.59 0.01 1.02 0.87 0.74 0.13 1.97 0.02 0.61 0.04 1.05 0.72 1.21 0.52 2.42 0.00 BT012721 EMB1075; carboxy-lyase [Arabidopsis thaliana]

MICRO.7260.C2_348 0.69 0.02 0.86 0.37 0.89 0.44 1.47 0.04 0.95 0.73 0.97 0.83 1.27 0.17 1.60 0.02 AC187540 Quinonprotein alcohol dehydrogenase-like [Medicago truncatula]

bf_mxlfxxxx_0013h06.t3m.scf_532 0.86 0.31 1.06 0.79 0.90 0.46 2.66 0.00 0.61 0.03 1.21 0.34 1.04 0.77 3.01 0.00 CU222538 Os03g0858200 [Oryza sativa (japonica cultivar-group)]

POACW72TV_396 0.56 0.00 0.81 0.29 0.91 0.44 2.59 0.01 0.81 0.30 1.07 0.60 1.01 0.95 1.80 0.01 AM474727 fiber protein Fb12 [Gossypium barbadense]

MICRO.6814.C1_981 0.47 0.06 0.85 0.65 0.97 0.74 2.24 0.00 0.63 0.05 0.82 0.27 1.20 0.46 1.96 0.01 AM462494 unknown protein [Arabidopsis thaliana]

ACDA01854C06.T3m.scf_466 0.25 0.00 0.56 0.02 0.65 0.31 4.27 0.00 0.83 0.18 1.43 0.17 1.56 0.11 7.12 0.00 Z68138 NA

MICRO.3847.C2_1 0.60 0.01 1.12 0.50 0.93 0.63 1.93 0.00 0.81 0.21 1.07 0.74 1.07 0.61 1.69 0.01 AC149290 hypothetical protein SDM1_27t00015 [Solanum demissum]

MICRO.5395.C1_646 0.74 0.10 1.01 0.97 1.10 0.62 2.30 0.01 0.75 0.28 0.82 0.47 1.19 0.44 2.38 0.01 DQ340255 auxin response factor 2 [Lycopersicon esculentum]

MICRO.14387.C2_426 0.34 0.00 0.76 0.27 1.28 0.58 2.26 0.00 0.59 0.02 0.59 0.02 1.20 0.25 1.95 0.00 BT014348 AT5g51550/K17N15_10 [Arabidopsis thaliana]

047A11AF.esd_18 0.59 0.01 0.95 0.78 0.89 0.25 1.57 0.01 0.75 0.08 1.12 0.41 1.17 0.57 2.29 0.00 NA NA

MICRO.6942.C1_1945 0.49 0.00 0.89 0.45 0.82 0.29 3.15 0.00 0.79 0.10 1.11 0.59 1.27 0.31 3.85 0.00 X94289 phosphoinositide-specific phospholipase C [Solanum tuberosum]

ACDA01186C10.T3m.scf_59 0.58 0.00 0.98 0.88 0.78 0.17 3.58 0.00 0.73 0.20 1.05 0.73 0.92 0.69 3.44 0.00 BT014328 NA

MICRO.4753.C2_1391 0.63 0.13 0.70 0.14 1.15 0.75 6.82 0.00 0.81 0.19 0.84 0.33 1.75 0.21 5.45 0.02 AY220080 putative chloroplast thiazole biosynthetic protein [Nicotiana tabacum]

MICRO.6808.C1_1367 0.54 0.00 0.99 0.95 0.81 0.31 2.40 0.00 0.59 0.01 0.97 0.83 0.95 0.82 1.82 0.03 AM484589 putative DNA-damage repair protein DRT111 precursor [Oryza sativa (japonica cultivar-group)]

BF_TUBSXXXX_0016C04_T3M.SCF_150 0.42 0.00 0.97 0.82 0.92 0.81 2.92 0.00 0.57 0.00 0.92 0.52 0.91 0.69 2.22 0.00 DQ191625 NA

bf_cswbxxxx_0048a01.t3m.scf_167 0.45 0.00 0.90 0.51 0.85 0.60 1.97 0.00 0.61 0.02 1.00 0.98 1.33 0.31 2.14 0.00 AK224781 NA

MICRO.9512.C2_609 0.52 0.00 0.77 0.10 0.92 0.68 2.19 0.00 0.75 0.08 0.85 0.30 1.16 0.21 1.94 0.00 NM_001065400 Pre-mRNA processing ribonucleoprotein, binding region; NOSIC [Medicago truncatula]

ACDA00577A01.T3m.scf_94 0.82 0.12 1.00 0.98 0.95 0.66 3.45 0.00 0.69 0.04 0.87 0.37 1.03 0.85 2.40 0.00 BT012706 NA

MICRO.15960.C1_948 0.31 0.00 0.79 0.41 0.72 0.27 6.11 0.00 0.73 0.24 1.03 0.94 1.58 0.39 7.08 0.01 NA NA

MICRO.8461.C1_636 0.94 0.78 0.93 0.63 0.96 0.73 3.33 0.00 0.65 0.02 0.84 0.36 0.83 0.18 1.69 0.01 NA transporter [Arabidopsis thaliana]

MICRO.4124.C3_519 0.45 0.03 0.67 0.45 1.09 0.82 2.66 0.00 0.80 0.38 0.73 0.42 1.59 0.05 2.04 0.03 AP009288 homeobox-leucine zipper protein [Pimpinella brachycarpa]

MICRO.7373.C1_1304 1.12 0.53 0.85 0.32 1.15 0.38 2.53 0.00 0.52 0.01 0.76 0.14 0.94 0.67 1.45 0.11 AM461315 Os03g0133900 [Oryza sativa (japonica cultivar-group)]

MICRO.10031.C1_642 0.39 0.01 0.65 0.04 0.86 0.50 1.86 0.01 0.86 0.29 1.09 0.65 1.20 0.14 2.61 0.00 DQ885360 DnaJ-like protein isoform [Solanum phureja]

MICRO.15125.C1_767 0.38 0.00 1.01 0.95 1.05 0.87 2.39 0.01 0.48 0.01 0.78 0.09 0.97 0.77 1.53 0.05 AP009297 DNA binding / DNA-directed RNA polymerase [Arabidopsis thaliana]

MICRO.2073.C1_369 0.66 0.02 1.13 0.49 0.83 0.23 2.98 0.00 0.79 0.27 0.93 0.69 0.91 0.58 1.64 0.02 AP009270 NA

MICRO.7509.C1_797 0.67 0.03 0.98 0.91 0.89 0.48 2.19 0.00 0.72 0.13 0.87 0.43 1.29 0.14 1.61 0.04 AM479797 Os05g0417100 [Oryza sativa (japonica cultivar-group)]

MICRO.16227.C2_198 0.24 0.01 0.35 0.00 0.50 0.06 2.27 0.01 0.57 0.03 1.16 0.30 1.24 0.18 3.31 0.02 NA hypothetical protein MtrDRAFT_AC151425g22v2 [Medicago truncatula]

MICRO.1555.C1_843 0.79 0.07 0.74 0.07 1.51 0.16 2.80 0.00 0.77 0.18 0.75 0.23 1.67 0.03 1.96 0.04 AK224643 Os01g0920100 [Oryza sativa (japonica cultivar-group)]

MICRO.6470.C2_114 0.74 0.05 0.96 0.81 0.80 0.13 1.52 0.02 0.64 0.03 0.97 0.84 1.15 0.34 1.60 0.06 NA NA

MICRO.9337.C2_967 0.73 0.06 1.12 0.46 0.85 0.28 1.99 0.08 0.64 0.07 1.00 0.99 0.86 0.38 1.52 0.06 BT013081 pyridoxal phosphate binding [Arabidopsis thaliana]

bf_cswbxxxx_0025d02.t3m.scf_48 0.45 0.00 1.15 0.54 0.66 0.03 1.84 0.00 0.59 0.02 1.25 0.14 1.02 0.92 2.35 0.00 NA NA

MICRO.1573.C2_978 0.52 0.04 1.10 0.75 0.93 0.83 6.80 0.00 0.44 0.10 1.21 0.60 1.68 0.04 11.34 0.00 BT013320 N3 like protein [Medicago truncatula]

SDBT001F12x.scf_201 0.32 0.00 0.60 0.02 0.89 0.70 2.70 0.00 0.54 0.01 0.85 0.41 1.35 0.27 2.51 0.01 BT013279 NA

MICRO.7099.C1_150 0.65 0.07 0.92 0.66 1.11 0.54 1.72 0.02 0.70 0.11 0.94 0.69 1.27 0.14 1.20 0.40 AJ492258 transcription factor/ zinc ion binding [Arabidopsis thaliana]

MICRO.3921.C5_986 0.39 0.00 0.76 0.19 0.76 0.33 2.53 0.00 0.41 0.02 1.04 0.80 1.39 0.07 2.84 0.00 CU222538 NA

cSTS9B17TH_591 0.81 0.14 1.02 0.89 0.83 0.22 2.69 0.00 0.66 0.07 1.27 0.24 1.13 0.40 1.98 0.01 BT012871 hypothetical protein OsJ_015941 [Oryza sativa (japonica cultivar-group)]

MICRO.5959.C1_705 0.56 0.01 0.87 0.43 1.16 0.34 1.33 0.11 0.73 0.11 1.03 0.85 1.63 0.02 1.56 0.02 AM472018 unknown protein [Arabidopsis thaliana]

MICRO.6994.C1_718 0.55 0.02 0.88 0.45 1.16 0.38 2.29 0.00 0.67 0.07 0.82 0.27 1.51 0.02 1.42 0.05 AC149287 RNA-directed RNA polymerase-like [Solanum tuberosum]

MICRO.15243.C1_21 0.29 0.00 0.71 0.10 0.74 0.27 6.67 0.00 0.65 0.05 1.20 0.25 1.67 0.04 5.62 0.00 AK224822 hypothetical protein [Fragaria x ananassa]

MICRO.6939.C2_50 0.44 0.01 0.82 0.49 0.67 0.16 4.44 0.00 0.48 0.03 1.05 0.82 1.12 0.51 13.11 0.00 NA unknown protein [Arabidopsis thaliana]

MICRO.7551.C1_797 0.21 0.00 0.57 0.09 0.97 0.95 1.81 0.05 0.39 0.02 0.92 0.69 1.61 0.01 1.85 0.07 NA arsenate reductase (glutaredoxin)/ electron transporter/ thiol-disulfide exchange intermediate [Arabidopsis thaliana]

MICRO.11752.C1_671 0.44 0.00 1.00 0.99 0.82 0.29 1.16 0.42 0.60 0.04 1.22 0.27 1.21 0.25 1.96 0.01 NA NA

MICRO.7226.C2_556 0.56 0.00 1.08 0.59 0.97 0.92 2.51 0.00 0.55 0.01 0.81 0.28 1.12 0.50 1.70 0.01 BT014082 NA

MICRO.549.C1_1283 0.29 0.00 0.63 0.04 0.58 0.11 1.45 0.04 0.60 0.02 1.11 0.48 1.44 0.17 1.78 0.03 AF098636 chaperone GrpE type 2 [Nicotiana tabacum]

MICRO.14808.C1_2159 0.90 0.43 0.82 0.42 0.67 0.45 2.70 0.00 0.97 0.90 1.24 0.24 1.26 0.30 3.69 0.00 AJ492258 transcription factor/ zinc ion binding [Arabidopsis thaliana]

ACDA04085E05.T3m.scf_516 0.26 0.00 0.53 0.01 0.46 0.06 3.41 0.00 0.85 0.40 1.27 0.11 1.50 0.08 6.41 0.00 Z68138 NA

MICRO.867.C1_1240 0.60 0.00 1.75 0.00 1.65 0.09 3.48 0.00 0.55 0.01 0.74 0.04 1.06 0.80 1.42 0.23 BT013781 Mov34/MPN/PAD-1 [Medicago truncatula]

SSBT005H23x.scf_355 0.18 0.00 0.47 0.01 0.56 0.20 4.13 0.00 0.67 0.02 1.20 0.63 1.58 0.05 6.80 0.00 Z68138 NA

bf_swstxxxx_0019g03.t3m.scf_241 0.48 0.00 0.88 0.40 0.86 0.39 3.07 0.00 0.71 0.05 1.07 0.58 1.46 0.07 3.80 0.00 NA NA

MICRO.4160.C1_1082 1.10 0.60 0.46 0.11 0.43 0.04 0.15 0.01 2.49 0.00 2.88 0.00 2.17 0.05 0.30 0.00 AB032756 triacylglycerol lipase [Arabidopsis thaliana]

MICRO.18194.C1_611 2.13 0.01 0.98 0.97 1.21 0.61 0.24 0.00 2.28 0.03 1.22 0.40 1.02 0.94 0.15 0.01 AM476330 unknown [Arabidopsis thaliana]

MICRO.1026.C4_287 2.34 0.01 1.10 0.50 1.38 0.05 0.14 0.00 1.39 0.28 0.81 0.40 0.76 0.54 0.23 0.00 BT014570 histone H3 (H3-1.1)

MICRO.8672.C2_676 1.60 0.02 2.30 0.05 1.19 0.26 0.24 0.00 1.46 0.38 1.47 0.44 0.62 0.36 0.10 0.00 NA Os01g0725400 [Oryza sativa (japonica cultivar-group)]

MICRO.4094.C1_1421 1.23 0.38 1.11 0.37 1.08 0.58 0.42 0.00 1.89 0.01 0.97 0.83 1.07 0.68 0.35 0.01 AM453481 Protein kinase [Medicago truncatula]

bf_mxflxxxx_0036d12.t3m.scf_468 1.78 0.01 0.78 0.22 1.01 0.94 0.45 0.05 1.75 0.01 1.07 0.70 1.27 0.31 0.71 0.26 NA NA

MICRO.13185.C1_553 1.79 0.04 0.71 0.07 0.62 0.23 0.51 0.01 3.72 0.00 2.89 0.00 1.37 0.13 0.56 0.04 AJ560646 expansin11 [Solanum lycopersicum]

BF_TUBSXXXX_0049F11_T3M.SCF_209 1.31 0.06 1.25 0.21 1.26 0.25 0.53 0.01 1.08 0.62 1.22 0.17 1.00 0.99 0.32 0.01 NA NA

BF_TUBSXXXX_0062D04_T3M.SCF_56 1.70 0.05 1.27 0.11 1.33 0.07 0.26 0.00 1.30 0.45 0.82 0.11 0.67 0.37 0.23 0.00 BT014570 NA

MICRO.15043.C1_1109 2.06 0.00 0.66 0.27 0.56 0.35 0.79 0.46 5.18 0.00 3.20 0.00 1.12 0.67 0.33 0.12 AY356321 O-methyltransferase, family 2; Dimerisation [Medicago truncatula]

MICRO.993.C3_1139 1.08 0.70 1.29 0.32 0.81 0.29 0.34 0.03 1.01 0.94 2.23 0.00 1.50 0.08 0.42 0.06 AJ718454 hypothetical protein OsI_006306 [Oryza sativa (indica cultivar-group)]

MICRO.13032.C1_486 1.57 0.02 1.00 1.00 1.10 0.52 0.42 0.00 1.02 0.93 1.02 0.83 0.85 0.62 0.32 0.00 AM447810 unknown protein [Arabidopsis thaliana]

bf_mxlfxxxx_0004h02.t3m.scf_234 1.89 0.03 1.39 0.03 1.31 0.15 0.16 0.00 2.36 0.00 0.88 0.66 0.46 0.00 0.09 0.00 NA NA

MICRO.5245.C1_391 1.21 0.18 0.78 0.10 0.66 0.35 0.35 0.00 1.71 0.03 2.32 0.00 1.27 0.10 0.38 0.00 NA NA

MICRO.6086.C1_240 1.47 0.03 0.77 0.46 0.89 0.64 0.25 0.00 2.22 0.00 1.09 0.49 1.02 0.86 0.50 0.02 NA hypothetical protein [Cleome spinosa]

MICRO.4592.C1_710 2.10 0.00 1.30 0.13 1.52 0.02 0.42 0.00 1.10 0.57 0.78 0.14 0.65 0.09 0.18 0.00 DQ275465 glutathione S-transferase [Pisum sativum]

bf_mxlfxxxx_0028d04.t3m.scf_193 1.83 0.00 1.27 0.53 1.49 0.23 0.32 0.00 1.78 0.04 1.22 0.20 0.57 0.01 0.30 0.00 NA Os06g0665100 [Oryza sativa (japonica cultivar-group)]

bf_mxflxxxx_0069c03.t3m.scf_362 1.78 0.00 0.72 0.19 0.77 0.35 0.54 0.09 2.12 0.07 1.10 0.58 1.57 0.07 0.28 0.05 NA NA

bf_stolxxxx_0031B05.t3m.scf_398 3.37 0.00 2.18 0.00 2.28 0.04 0.47 0.00 0.90 0.53 0.76 0.10 0.91 0.74 0.23 0.01 NA NA

MICRO.15647.C2_925 2.00 0.00 1.22 0.19 1.21 0.28 0.31 0.00 1.34 0.36 0.99 0.91 0.92 0.84 0.33 0.01 Z71276 putative GTP-binding protein [Gossypium hirsutum]

BF_TUBSXXXX_0064D01_T3M.SCF_212 2.57 0.00 2.64 0.01 1.76 0.18 0.36 0.00 1.29 0.33 1.03 0.85 0.47 0.06 0.14 0.00 NA C/VIF2 (CELL WALL / VACUOLAR INHIBITOR OF FRUCTOSIDASE 2); enzyme inhibitor/ pectinesterase/ pectinesterase inhibitor [Arabidopsis thaliana]

MICRO.4423.C1_1217 2.07 0.00 1.52 0.03 0.99 0.96 0.08 0.00 1.12 0.81 1.46 0.29 0.91 0.87 0.15 0.04 AB005878 GDSL-like Lipase/Acylhydrolase family protein, expressed [Oryza sativa (japonica cultivar-group)]

MICRO.1632.C2_13 3.46 0.00 1.47 0.03 1.61 0.10 0.10 0.00 1.37 0.51 0.72 0.13 0.62 0.47 0.13 0.00 AC144343 Histone H4



MICRO.288.C1_1398 2.36 0.05 0.92 0.50 0.89 0.54 0.44 0.00 1.88 0.02 1.12 0.31 1.03 0.80 0.32 0.00 BT012930 PED1 (PEROXISOME DEFECTIVE 1) [Arabidopsis thaliana]

cSTS4I4TH_127 7.35 0.00 1.53 0.62 3.00 0.08 0.28 0.00 5.84 0.02 0.68 0.06 0.99 0.97 0.30 0.00 AY205084 sucrose synthase 2 [Solanum tuberosum]

MICRO.196.C5_699 1.68 0.10 1.95 0.03 1.84 0.04 0.32 0.00 1.30 0.12 1.14 0.46 0.53 0.01 0.19 0.00 AY205084 sucrose synthase 2 [Solanum tuberosum]

bf_suspxxxx_0028D08.t3m.scf_311 0.91 0.57 1.07 0.65 0.98 0.90 0.39 0.00 1.55 0.02 1.11 0.43 1.11 0.61 0.43 0.01 AP009262 unnamed protein product [Arabidopsis thaliana]

MICRO.11799.C1_666 2.68 0.02 1.17 0.33 1.18 0.26 0.44 0.06 1.29 0.32 0.98 0.89 0.87 0.60 0.31 0.04 AM460165 NA

MICRO.16638.C1_536 2.95 0.00 1.90 0.00 1.83 0.17 0.35 0.00 0.98 0.95 0.81 0.15 0.79 0.48 0.21 0.00 AM484370 Phosphatidylinositol 3- and 4-kinase, catalytic; Ubiquitin [Medicago truncatula]

MICRO.2261.C1_1047 3.92 0.00 1.55 0.04 1.77 0.08 0.50 0.06 1.62 0.16 0.86 0.33 0.80 0.45 0.26 0.03 NM_119436 Protein kinase [Medicago truncatula]

MICRO.15345.C1_557 4.98 0.00 1.19 0.40 1.24 0.61 0.20 0.00 2.37 0.17 0.96 0.81 0.71 0.60 0.14 0.00 NA unknown protein [Arabidopsis thaliana]

MICRO.5262.C1_1024 0.94 0.60 0.98 0.90 0.90 0.73 0.19 0.00 1.30 0.15 1.50 0.03 1.13 0.43 0.21 0.00 D12541 RAB11B [Lotus japonicus]

cSTB27K13TH_313 1.42 0.07 1.25 0.13 1.21 0.16 0.50 0.00 1.15 0.29 0.93 0.54 0.86 0.26 0.52 0.02 AM458448 Protein phosphatase 2A, regulatory B subunit, B56 [Medicago truncatula]

MICRO.213.C9_451 6.15 0.00 2.20 0.00 1.56 0.14 0.27 0.00 1.81 0.24 0.94 0.67 0.49 0.19 0.23 0.00 AY257488 unknown protein [Arabidopsis thaliana]

MICRO.6366.C1_328 1.48 0.03 1.30 0.19 1.58 0.02 1.06 0.77 1.00 0.99 0.71 0.15 0.60 0.09 0.32 0.06 CR962127 Os07g0588800 [Oryza sativa (japonica cultivar-group)]

MICRO.9127.C2_22 1.49 0.02 1.16 0.30 1.11 0.44 0.69 0.03 1.15 0.25 0.98 0.84 0.76 0.07 0.54 0.01 AM453762 unknown protein [Arabidopsis thaliana]

MICRO.1947.C1_1109 1.48 0.02 1.11 0.50 1.06 0.65 0.55 0.25 1.16 0.40 0.93 0.62 1.03 0.86 0.53 0.09 AM460502 unknown protein [Arabidopsis thaliana]

MICRO.13245.C1_691 1.82 0.01 1.22 0.29 1.57 0.02 0.65 0.16 1.14 0.46 0.77 0.21 1.08 0.70 0.47 0.10 NA hypothetical protein [Arabidopsis thaliana]

MICRO.15913.C1_1247 1.86 0.00 1.15 0.34 1.42 0.08 0.70 0.09 1.41 0.04 0.65 0.05 0.91 0.61 0.53 0.04 AM427881 ATP binding / kinase/ protein serine/threonine kinase [Arabidopsis thaliana]

MICRO.3494.C2_1549 1.47 0.04 0.76 0.27 1.02 0.90 0.36 0.00 2.09 0.05 0.94 0.64 1.15 0.24 0.46 0.01 BT014368 12-oxophytodienoate reductase 3 (12-oxophytodienoate-10,11-reductase 3) (OPDA-reductase 3) (LeOPR3)

MICRO.6037.C1_813 1.73 0.01 1.20 0.25 1.22 0.45 0.63 0.05 1.55 0.01 0.90 0.45 0.84 0.26 0.56 0.06 NA NA

MICRO.55.C2_1715 2.73 0.00 1.39 0.11 1.55 0.21 0.40 0.02 1.54 0.14 0.96 0.75 1.15 0.45 0.38 0.00 BT012722 phosphoethanolamine N-methyltransferase [Lycopersicon esculentum]

MICRO.1621.C1_1430 1.79 0.00 1.66 0.01 1.10 0.51 0.33 0.00 1.39 0.23 1.09 0.55 0.53 0.01 0.24 0.00 AF419301 Aspartate aminotransferase, cytoplasmic (Transaminase A)

MICRO.4345.C1_115 1.07 0.61 1.47 0.04 1.23 0.19 0.59 0.10 0.39 0.00 1.11 0.47 0.96 0.84 0.33 0.00 U19886 unknown

MICRO.4427.C2_1317 0.88 0.32 0.86 0.33 0.97 0.76 0.29 0.00 1.58 0.02 1.61 0.01 1.42 0.12 0.72 0.28 X99348 pectinacetylesterase precursor [Vigna radiata var. radiata]

BF_LBCHXXXX_0045E02_T3M.SCF_411 1.11 0.40 0.67 0.07 0.66 0.07 0.43 0.03 2.21 0.00 1.44 0.04 1.78 0.01 0.63 0.31 NA NA

MICRO.8922.C1_440 1.42 0.05 0.90 0.51 0.91 0.84 0.30 0.00 2.58 0.01 1.53 0.10 0.82 0.14 0.27 0.01 NA NA

MICRO.13196.C1_818 2.63 0.00 1.90 0.01 1.51 0.04 0.55 0.04 0.88 0.40 0.83 0.28 0.90 0.61 0.41 0.06 AF191823 alpha-galactosidase [Lycopersicon esculentum]

SSBT006C11x.scf_413 0.82 0.27 0.89 0.57 0.83 0.46 0.25 0.01 1.24 0.16 1.38 0.20 1.22 0.16 0.23 0.02 AM466886 RAB11B [Lotus japonicus]

MICRO.15531.C1_487 1.63 0.21 1.72 0.06 0.65 0.08 0.05 0.00 3.19 0.00 1.92 0.06 0.62 0.20 0.10 0.00 AY775042 Avr9/Cf-9 rapidly elicited protein 151 [Nicotiana tabacum]

MICRO.2301.C1_1205 2.02 0.07 1.28 0.16 0.75 0.15 0.19 0.00 2.12 0.09 1.33 0.26 0.65 0.30 0.15 0.01 BT013838 polygalacturonase-like protein [Fragaria x ananassa]

SSBT005L16x.scf_528 1.74 0.01 1.00 1.00 1.24 0.55 0.22 0.00 2.04 0.11 1.11 0.56 0.84 0.52 0.14 0.00 AM476330 Os02g0751800 [Oryza sativa (japonica cultivar-group)]

MICRO.2996.C1_65 1.08 0.56 1.08 0.54 1.18 0.18 0.38 0.00 1.16 0.30 1.04 0.70 0.85 0.15 0.36 0.00 AJ270962 non-photosynthetic ferredoxin [Ipomoea nil]

MICRO.7018.C1_1121 1.70 0.01 0.70 0.08 1.56 0.04 0.63 0.02 1.84 0.04 0.90 0.61 1.66 0.04 0.59 0.04 AY229992 transcription factor CaWRKY1 [Capsicum annuum]

MICRO.14953.C1_1199 3.08 0.00 1.77 0.21 1.79 0.01 0.44 0.01 1.46 0.25 0.88 0.45 0.66 0.11 0.33 0.01 AC166639 putative UDP-galactose transporter [Solanum demissum]

MICRO.896.C1_369 1.48 0.08 1.19 0.38 1.18 0.22 0.25 0.00 1.37 0.06 1.01 0.96 0.77 0.04 0.27 0.00 NM_112234 nucleic acid binding / transcription factor/ zinc ion binding [Arabidopsis thaliana]

MICRO.5259.C2_1563 1.66 0.01 1.35 0.14 1.38 0.31 0.49 0.01 2.33 0.00 1.14 0.48 0.72 0.16 0.28 0.00 AF006078 glucose acyltransferase [Solanum berthaultii]

MICRO.15393.C1_621 1.25 0.11 0.85 0.37 0.86 0.44 0.65 0.08 1.69 0.01 1.39 0.05 1.20 0.22 0.67 0.10 AM485182 dynein light chain [Vicia faba]

MICRO.3641.C2_896 3.07 0.00 1.16 0.52 1.06 0.86 0.51 0.01 1.47 0.03 0.97 0.83 0.76 0.11 0.59 0.05 NA ent-kaurenoic acid oxidase [Pisum sativum]

bf_suspxxxx_0041h04.t3m.scf_369 3.66 0.00 2.07 0.12 1.52 0.36 0.34 0.01 5.29 0.00 0.86 0.26 0.91 0.39 0.35 0.00 AK224796 wound induced protein [Solanum lycopersicum]

MICRO.17593.C1_323 1.26 0.10 0.82 0.44 0.80 0.38 0.44 0.01 3.43 0.00 1.26 0.14 0.95 0.89 0.31 0.02 NA carbonate dehydratase/ zinc ion binding [Arabidopsis thaliana]

MICRO.288.C3_891 1.54 0.01 1.02 0.91 0.93 0.76 0.44 0.00 1.87 0.01 1.28 0.11 0.90 0.41 0.36 0.00 BT012930 PED1 (PEROXISOME DEFECTIVE 1) [Arabidopsis thaliana]

MICRO.18053.C1_471 1.76 0.01 1.00 0.99 1.05 0.85 0.53 0.00 1.38 0.06 1.20 0.20 0.87 0.36 0.64 0.04 AF032386 aldose-1-epimerase-like protein [Nicotiana tabacum]

MICRO.12125.C1_585 2.55 0.05 2.26 0.03 1.72 0.08 0.19 0.01 0.72 0.28 1.05 0.75 0.40 0.00 0.13 0.00 BT014571 ACR4; amino acid binding [Arabidopsis thaliana]

MICRO.12357.C1_583 2.38 0.00 1.23 0.16 1.28 0.16 0.55 0.03 1.71 0.01 0.78 0.15 0.87 0.34 0.47 0.03 NA Multi antimicrobial extrusion protein MatE [Medicago truncatula]

MICRO.10101.C1_842 1.75 0.02 1.14 0.50 1.27 0.17 0.28 0.01 1.29 0.13 0.97 0.86 0.92 0.73 0.18 0.02 AM449480 unknown protein [Arabidopsis thaliana]

MICRO.6150.C1_676 1.08 0.60 1.39 0.07 1.07 0.67 0.54 0.01 1.48 0.05 1.23 0.19 1.03 0.83 0.41 0.01 NA hypothetical protein [Plantago major]

MICRO.12524.C1_1446 2.13 0.00 1.09 0.67 1.03 0.88 0.63 0.16 1.44 0.05 1.23 0.36 0.77 0.26 0.41 0.09 AM476204 oxidoreductase/ zinc ion binding [Arabidopsis thaliana]

MICRO.4693.C1_1269 2.04 0.01 1.49 0.12 1.52 0.02 0.64 0.07 1.70 0.10 0.85 0.35 0.79 0.21 0.35 0.03 NA NA

SSBT002A20x.scf_264 6.35 0.03 1.21 0.45 1.62 0.02 0.18 0.01 2.86 0.25 0.69 0.14 0.78 0.71 0.06 0.02 NA NA

MICRO.5336.C1_563 2.30 0.00 1.15 0.56 1.32 0.24 0.36 0.00 1.34 0.06 0.93 0.54 1.18 0.38 0.82 0.25 BT014526 phosphoethanolamine N-methyltransferase [Lycopersicon esculentum]

MICRO.1368.C12_575 1.43 0.02 0.46 0.00 0.93 0.64 0.60 0.01 2.67 0.00 1.32 0.17 1.42 0.17 0.88 0.67 AB049816 isopentenyl diphosphate isomerase 2 [Nicotiana tabacum]

MICRO.2881.C3_1382 2.04 0.00 1.00 1.00 1.01 0.96 0.48 0.02 1.73 0.05 1.12 0.43 0.94 0.69 0.38 0.00 AM471015 unknown protein [Arabidopsis thaliana]

MICRO.12264.C2_1170 2.35 0.00 0.97 0.83 1.00 0.99 0.29 0.00 1.99 0.01 1.04 0.81 0.89 0.72 0.29 0.01 BT013310 cinnamoyl-CoA reductase [Arabidopsis thaliana]

MICRO.1813.C1_922 1.35 0.08 1.01 0.98 0.90 0.53 1.01 0.97 1.48 0.04 0.98 0.90 0.86 0.43 0.66 0.20 AM441514 SCPL45; catalytic/ serine carboxypeptidase [Arabidopsis thaliana]

cSTS5K6TH_557 1.87 0.00 1.27 0.15 1.26 0.14 0.62 0.01 1.03 0.83 0.98 0.89 0.80 0.15 0.32 0.00 BT013885 DNA photolyase protein [Solanum chilense]

MICRO.3928.C1_669 2.38 0.00 1.44 0.24 1.87 0.01 0.20 0.01 1.48 0.15 0.83 0.31 0.81 0.41 0.15 0.01 S40549 Deoxyuridine 5'-triphosphate nucleotidohydrolase (dUTPase) (dUTP pyrophosphatase) (P18)

MICRO.5528.C3_1817 1.16 0.18 0.97 0.77 0.95 0.69 0.20 0.00 1.57 0.05 1.28 0.10 1.17 0.57 0.49 0.01 BT014191 unknown protein [Arabidopsis thaliana]

MICRO.6611.C1_676 1.77 0.00 1.07 0.83 1.15 0.59 0.31 0.00 1.58 0.01 0.91 0.69 0.85 0.30 0.37 0.01 NM_120556 unknown [Arabidopsis thaliana]

STMEA31TH_223 6.61 0.00 1.18 0.39 1.34 0.54 0.40 0.02 1.97 0.10 0.68 0.07 0.73 0.49 0.19 0.03 AM473362 transporter [Arabidopsis thaliana]

MICRO.967.C1_414 1.12 0.74 1.49 0.54 1.29 0.73 0.13 0.00 1.33 0.15 1.26 0.42 2.10 0.11 0.10 0.00 AC187538 Polygalacturonase non-catalytic subunit AroGP3 precursor

cSTA5I12TH_479 1.34 0.04 0.97 0.88 0.72 0.11 0.50 0.03 1.44 0.03 1.04 0.85 1.05 0.72 0.85 0.46 BT014205 3-oxoacyl-[acyl-carrier-protein] reductase 1, chloroplast precursor (3-ketoacyl-acyl carrier protein reductase 1) (Beta-keto acyl-carrier protein reductase 1)

MICRO.14989.C1_1509 2.04 0.00 0.75 0.65 1.54 0.23 0.24 0.01 3.97 0.01 0.50 0.00 1.16 0.24 0.12 0.00 AM455304 unknown protein [Arabidopsis thaliana]

MICRO.7141.C1_849 1.57 0.04 0.92 0.60 0.82 0.34 0.33 0.00 1.79 0.00 1.29 0.11 0.99 0.95 0.69 0.05 NA Lipase, class 3 [Medicago truncatula]

MICRO.7141.C2_1556 1.43 0.07 0.73 0.11 0.71 0.11 0.22 0.00 1.97 0.01 1.18 0.24 1.00 1.00 0.55 0.01 NA Lipase, class 3 [Medicago truncatula]

STMGS15TV_572 1.79 0.01 1.15 0.50 1.17 0.44 0.55 0.04 1.09 0.58 0.87 0.40 0.84 0.49 0.36 0.04 NA hypothetical protein OsI_011098 [Oryza sativa (indica cultivar-group)]

MICRO.2304.C1_1297 1.65 0.06 2.51 0.01 1.73 0.06 0.29 0.00 1.09 0.77 1.01 0.93 0.43 0.01 0.16 0.00 AC122727 PPAK motif; Heavy metal transport/detoxification protein [Medicago truncatula]

cSTE8K1TH_549 2.30 0.00 1.12 0.45 0.99 0.97 0.26 0.00 2.26 0.00 0.86 0.50 0.90 0.73 0.21 0.01 NA unknown protein [Arabidopsis thaliana]

MICRO.7798.C2_1639 1.74 0.01 1.29 0.16 1.27 0.17 0.69 0.13 1.74 0.01 0.91 0.57 1.02 0.92 0.69 0.20 AB084669 hypothetical protein [Nicotiana tabacum]

MICRO.1345.C1_1453 2.37 0.00 0.69 0.04 0.69 0.36 0.15 0.00 2.82 0.00 1.62 0.02 1.59 0.22 0.37 0.01 NA ent-kaurenoic acid hydroxylase [Arabidopsis thaliana]

MICRO.9107.C1_473 3.11 0.00 1.29 0.22 0.97 0.94 0.30 0.00 1.68 0.10 1.14 0.34 0.75 0.10 0.40 0.00 AM475255 Os01g0238500 [Oryza sativa (japonica cultivar-group)]

bf_suspxxxx_0015f08.t3m.scf_520 1.44 0.06 1.64 0.08 0.94 0.89 0.24 0.00 1.89 0.18 1.24 0.41 0.73 0.32 0.26 0.00 EF051128 pyruvate decarboxylase [Citrus sinensis]

MICRO.12935.C2_152 1.35 0.05 0.92 0.82 1.08 0.57 0.30 0.00 1.68 0.01 0.82 0.40 0.99 0.94 0.45 0.00 BT012903 NA

SSBN001P10u.scf_414 1.90 0.00 1.15 0.39 1.26 0.39 0.41 0.00 2.13 0.00 0.94 0.67 0.93 0.59 0.34 0.00 BT014279 Alpha/beta hydrolase [Medicago truncatula]

cSTA20M18TH_465 2.02 0.00 1.35 0.12 1.26 0.40 0.76 0.26 1.84 0.01 0.80 0.25 1.00 0.99 0.42 0.07 X87826 cellulose synthase-like protein D4 [Populus tremuloides]

bf_suspxxxx_0041c08.t3m.scf_237 3.94 0.00 3.12 0.18 1.16 0.89 0.05 0.00 2.40 0.13 1.31 0.49 0.19 0.00 0.05 0.00 NA NA

MICRO.9527.C2_580 2.76 0.00 1.27 0.30 1.38 0.15 0.61 0.18 2.64 0.00 0.61 0.09 0.75 0.20 0.30 0.04 BT013540 Pectinesterase-3 precursor (Pectin methylesterase 3) (PE 3)

MICRO.17806.C1_530 4.88 0.00 1.37 0.20 1.23 0.61 0.73 0.13 3.17 0.01 0.63 0.05 1.35 0.41 0.51 0.06 NA calcium-binding protein [Lotus japonicus]

MICRO.14575.C1_1172 1.31 0.16 1.28 0.43 1.02 0.96 0.29 0.00 2.13 0.00 0.96 0.84 0.98 0.94 0.18 0.01 NA unknown protein [Arabidopsis thaliana]

MICRO.3882.C1_874 5.11 0.00 0.94 0.86 1.08 0.87 0.47 0.03 8.96 0.00 1.36 0.07 0.83 0.27 0.43 0.10 AJ560647 Alpha-expansin 1 precursor , putative [Solanum demissum]

MICRO.13040.C1_618 2.05 0.01 1.17 0.32 1.10 0.60 0.58 0.01 1.81 0.00 1.00 0.98 0.89 0.41 0.40 0.00 BX823539 transporter [Arabidopsis thaliana]

SDBN006N02u.scf_207 1.20 0.16 0.88 0.49 1.30 0.10 0.49 0.02 1.49 0.02 0.87 0.36 1.19 0.26 0.54 0.08 AM475307 hypothetical protein MtrDRAFT_AC152057g33v2 [Medicago truncatula]

bf_mxlfxxxx_0061b07.t3m.scf_454 1.53 0.02 0.92 0.56 0.88 0.54 0.17 0.00 1.38 0.06 1.50 0.02 0.95 0.69 0.29 0.00 NA antiporter/ drug transporter/ transporter [Arabidopsis thaliana]

MICRO.2858.C2_962 1.41 0.03 1.03 0.82 0.92 0.75 0.24 0.00 1.56 0.20 1.28 0.12 0.98 0.92 0.32 0.00 AY135641 allene oxide cyclase [Solanum tuberosum]

MICRO.15572.C1_468 3.36 0.00 2.71 0.00 2.77 0.00 0.41 0.08 1.39 0.18 0.77 0.11 0.63 0.05 0.14 0.00 NA EDGP precursor [Daucus carota]

MICRO.15946.C1_641 1.20 0.18 1.37 0.10 1.24 0.15 0.56 0.02 1.07 0.59 0.94 0.63 0.81 0.21 0.43 0.01 CU210888 hypothetical protein [Arabidopsis thaliana]

MICRO.3286.C2_1094 1.18 0.25 0.93 0.79 0.58 0.28 0.22 0.00 1.67 0.06 3.87 0.00 1.23 0.60 0.22 0.00 AB029338 beta-cyanoalanine synthase like protein [Solanum tuberosum]

MICRO.5480.C1_1248 1.48 0.03 1.28 0.17 1.36 0.08 0.43 0.01 1.30 0.13 0.89 0.41 0.70 0.07 0.40 0.02 BT014145 aldo-keto reductase/ oxidoreductase [Arabidopsis thaliana]

MICRO.2365.C1_1702 2.53 0.00 1.11 0.75 1.03 0.94 0.53 0.12 1.65 0.02 0.84 0.39 0.97 0.86 0.26 0.07 AM469045 Sugar transporter superfamily; Major facilitator superfamily MFS_1 [Medicago truncatula]

MICRO.2298.C1_980 1.56 0.01 0.90 0.46 0.95 0.75 0.17 0.00 1.94 0.05 1.76 0.01 0.69 0.41 0.31 0.00 DQ120940 Caffeoyl-CoA O-methyltransferase (Trans-caffeoyl-CoA 3-O-methyltransferase) (CCoAMT) (CCoAOMT)

MICRO.13468.C2_697 1.49 0.10 0.95 0.73 0.97 0.79 0.30 0.00 2.45 0.01 2.07 0.00 1.25 0.44 0.50 0.01 NA NA

MICRO.4523.C1_945 1.30 0.06 0.78 0.21 1.17 0.44 0.57 0.02 1.67 0.01 0.82 0.17 0.94 0.60 0.29 0.00 CU012067 SCPL42; catalytic/ serine carboxypeptidase [Arabidopsis thaliana]

MICRO.10945.C1_131 1.53 0.01 1.04 0.78 1.07 0.74 0.31 0.00 1.04 0.79 0.96 0.76 0.96 0.84 0.43 0.02 BT013453 NA

MICRO.8643.C1_858 2.36 0.00 1.45 0.21 1.64 0.09 0.35 0.00 1.48 0.31 1.05 0.71 0.76 0.06 0.41 0.01 AF065885 thioredoxin 2 [Plantago major]

BF_TUBSXXXX_0007B10_T3M.SCF_197 2.31 0.03 1.57 0.16 1.20 0.19 0.10 0.00 1.65 0.17 0.86 0.27 0.98 0.93 0.13 0.00 NA NA

MICRO.12675.C1_269 2.99 0.00 0.93 0.65 1.41 0.42 0.57 0.03 3.35 0.01 0.82 0.29 1.57 0.14 0.24 0.04 AF211538 Avr9/Cf-9 rapidly elicited protein 180 [Nicotiana tabacum]

MICRO.15483.C1_151 1.26 0.08 1.02 0.86 0.88 0.38 0.39 0.00 1.47 0.09 1.29 0.08 0.87 0.66 0.36 0.00 NA unknown protein [Arabidopsis thaliana]

MICRO.1068.C2_1019 2.42 0.00 1.51 0.03 1.19 0.36 0.26 0.01 1.37 0.31 0.92 0.56 0.71 0.35 0.18 0.01 BT014393 Inorganic pyrophosphatase [Medicago truncatula]

SDBN005L22u.scf_466 0.84 0.31 0.65 0.04 0.72 0.06 0.23 0.01 2.57 0.00 2.89 0.00 2.27 0.01 0.90 0.63 AY196155 NA

MICRO.6637.C1_670 2.71 0.00 1.48 0.06 0.73 0.57 0.21 0.01 2.17 0.05 1.24 0.29 0.48 0.10 0.13 0.01 AM441001 Uncharacterized Cys-rich domain [Medicago truncatula]

MICRO.1279.C1_399 4.13 0.00 4.25 0.00 1.82 0.19 0.26 0.02 0.82 0.56 1.36 0.14 0.41 0.00 0.18 0.00 BT014244 DNA binding / nucleoside-triphosphatase/ nucleotide binding [Arabidopsis thaliana]

MICRO.15499.C1_637 6.36 0.00 1.41 0.10 1.36 0.52 0.45 0.11 2.36 0.19 1.03 0.88 1.03 0.95 0.16 0.07 AJ249504 Knolle [Capsicum annuum]

MICRO.8715.C3_996 1.41 0.10 1.35 0.22 1.30 0.32 0.32 0.00 2.03 0.07 0.92 0.52 1.20 0.62 0.30 0.00 AC187538 Polygalacturonase-1 non-catalytic subunit beta precursor (AroGP1) (Polygalacturonase converter) (PG converter)

MICRO.3482.C1_886 2.95 0.00 1.22 0.65 1.16 0.79 0.07 0.00 2.59 0.02 1.09 0.50 0.41 0.03 0.09 0.00 AY506804 unknown [Arabidopsis thaliana]

cSTS17E12TH_729 1.18 0.22 0.84 0.25 1.12 0.37 0.68 0.03 1.55 0.03 1.04 0.76 0.99 0.92 0.60 0.02 BT013771 acyl CoA thioesterase [Arabidopsis thaliana]

MICRO.5384.C1_286 0.96 0.79 0.80 0.22 0.81 0.43 0.19 0.00 2.29 0.01 3.05 0.00 1.78 0.08 0.41 0.01 BT013342 unknown [Arabidopsis thaliana]

bf_suspxxxx_0039b07.t3m.scf_614 6.26 0.00 3.04 0.26 2.74 0.25 0.24 0.02 5.23 0.03 1.24 0.41 0.37 0.02 0.15 0.01 AM452103 unknown protein [Arabidopsis thaliana]

MICRO.15101.C1_1512 1.07 0.68 1.08 0.59 1.27 0.22 0.39 0.00 1.30 0.11 1.15 0.54 1.18 0.19 0.34 0.00 NA nucellin-like protein [Daucus carota]

bf_lbchxxxx_0065f01.t3m.scf_257 1.99 0.00 0.74 0.20 0.89 0.70 0.43 0.08 3.94 0.00 1.00 0.98 1.44 0.15 0.21 0.07 AP009261 CYP72A54 [Nicotiana tabacum]

MICRO.1632.C1_1 2.53 0.00 1.48 0.06 1.29 0.32 0.08 0.00 1.42 0.44 0.85 0.25 0.70 0.52 0.11 0.00 AC144343 Histone H4

bf_mxflxxxx_0035c02.t3m.scf_546 1.95 0.00 1.32 0.27 1.15 0.61 0.40 0.01 1.81 0.12 0.96 0.86 0.73 0.29 0.25 0.02 NA Prephenate dehydratase with ACT region [Medicago truncatula]

MICRO.13945.C1_630 1.97 0.00 0.86 0.32 1.31 0.08 0.42 0.01 1.72 0.07 1.00 0.99 1.06 0.85 0.33 0.01 NA Histidine triad (HIT) protein [Medicago truncatula]

MICRO.3809.C1_1101 1.22 0.32 0.88 0.39 1.05 0.71 0.42 0.00 1.38 0.03 1.33 0.08 1.15 0.39 0.50 0.01 BT014245 PAA1; ATPase, coupled to transmembrane movement of ions, phosphorylative mechanism [Arabidopsis thaliana]

cSTB24P3TH_197 1.74 0.04 1.07 0.74 0.97 0.89 0.45 0.05 4.38 0.00 1.77 0.12 1.31 0.23 0.44 0.06 AF029349 Ornithine decarboxylase (ODC) (LeODC)

MICRO.9581.C1_655 1.99 0.00 1.31 0.10 1.71 0.01 0.67 0.32 1.36 0.22 0.79 0.11 1.02 0.91 0.45 0.03 NA unknown protein [Arabidopsis thaliana]

MICRO.16137.C1_602 0.99 0.91 1.14 0.42 1.02 0.89 0.20 0.01 1.31 0.07 1.10 0.67 1.04 0.84 0.37 0.00 AC142505 NA

STMJN01TV_198 0.97 0.80 0.92 0.63 0.82 0.14 0.48 0.01 3.86 0.00 2.09 0.00 2.74 0.00 0.58 0.03 NA NA

MICRO.3739.C1_1567 1.45 0.02 0.96 0.89 1.05 0.73 0.37 0.00 1.24 0.15 0.80 0.42 0.98 0.82 0.26 0.00 NM_127787 catalytic/ trehalose-phosphatase [Arabidopsis thaliana]

MICRO.3829.C5_840 4.46 0.00 1.38 0.12 1.70 0.09 0.51 0.02 1.78 0.07 0.75 0.08 0.75 0.08 0.22 0.02 AM483358 unknown protein [Arabidopsis thaliana]

MICRO.6970.C3_61 1.22 0.13 0.81 0.21 0.92 0.71 0.38 0.00 1.25 0.18 1.32 0.12 1.25 0.15 0.46 0.02 NA unknown protein [Arabidopsis thaliana]

MICRO.4752.C1_686 4.78 0.00 1.58 0.35 2.60 0.04 0.23 0.00 2.59 0.00 0.80 0.27 0.88 0.34 0.26 0.00 NA putative lipid acyl hydrolase [Oryza sativa]

MICRO.2834.C1_771 1.64 0.07 1.01 0.98 1.05 0.90 0.40 0.00 1.64 0.09 0.95 0.83 1.25 0.16 0.26 0.00 AF150687 4-coumarate--CoA ligase 2 (4CL 2) (4-coumaroyl-CoA synthase 2)

MICRO.9519.C2_740 2.76 0.00 0.96 0.86 0.71 0.36 0.32 0.01 1.87 0.01 1.58 0.01 0.89 0.65 0.34 0.02 DQ460179 acid phosphatase [Arabidopsis thaliana]

MICRO.4119.C1_1162 7.32 0.00 1.90 0.01 1.42 0.50 0.28 0.02 2.57 0.14 0.98 0.91 0.78 0.68 0.13 0.03 NA unknown protein [Arabidopsis thaliana]

MICRO.1743.C1_547 1.29 0.08 1.05 0.81 1.23 0.18 0.62 0.04 1.37 0.06 0.83 0.15 0.97 0.82 0.44 0.00 AJ240053 Phosphoglucomutase, chloroplast precursor (Glucose phosphomutase) (PGM)

MICRO.196.C2_1792 1.14 0.51 1.11 0.70 0.70 0.34 0.18 0.00 2.46 0.00 1.50 0.02 0.74 0.49 0.24 0.00 AY205084 sucrose synthase 2 [Solanum tuberosum]

MICRO.1528.C2_776 2.71 0.01 1.32 0.05 1.11 0.57 0.29 0.00 1.89 0.28 0.88 0.59 0.90 0.84 0.18 0.01 NA Thaumatin, pathogenesis-related [Medicago truncatula]

bf_suspxxxx_0060h04.t3m.scf_416 1.45 0.07 1.30 0.09 1.16 0.28 0.50 0.01 0.99 0.96 1.06 0.64 0.99 0.96 0.39 0.01 NA Pto-like kinase SG5-3f [Phaseolus vulgaris]

MICRO.4392.C2_766 2.51 0.00 1.55 0.15 1.35 0.10 0.61 0.07 1.36 0.22 0.94 0.77 0.76 0.22 0.39 0.05 NM_119017 electron transporter/ thiol-disulfide exchange intermediate [Arabidopsis thaliana]

MICRO.5897.C1_551 1.24 0.11 0.87 0.53 0.79 0.13 0.35 0.00 1.15 0.31 1.18 0.25 1.22 0.23 0.61 0.06 NM_129979 Methylenetetrahydrofolate reductase 1 (ZmMTHFR1)

MICRO.2534.C2_1232 1.39 0.33 1.23 0.14 1.35 0.04 0.15 0.00 1.61 0.11 0.96 0.90 0.70 0.20 0.12 0.00 BT014226 protein disulfide isomerase [Ipomoea batatas]

bf_mxflxxxx_0060d11.t3m.scf_519 1.38 0.03 1.26 0.11 0.95 0.81 0.39 0.00 0.97 0.85 1.26 0.09 0.84 0.21 0.26 0.00 AJ006379 SBT2 [Solanum lycopersicum]



bf_stolxxxx_0063g03.t3m.scf_457 1.16 0.21 1.37 0.06 1.31 0.09 0.73 0.03 1.10 0.47 0.99 0.94 0.81 0.16 0.39 0.00 EF141196 squamosa promoter binding-like protein [Lycopersicon esculentum]

MICRO.456.C1_1399 1.41 0.02 1.02 0.90 0.89 0.48 0.39 0.01 1.46 0.04 1.25 0.14 0.94 0.85 0.41 0.02 AM429709 unknown protein [Arabidopsis thaliana]

MICRO.9265.C1_400 1.22 0.10 0.84 0.47 1.16 0.50 0.22 0.00 1.88 0.00 1.00 0.98 1.24 0.39 0.52 0.03 NA lipid binding [Arabidopsis thaliana]

bf_ivrootxx_0054h06.t3m.scf_300 1.17 0.31 0.82 0.22 0.94 0.83 0.37 0.01 1.35 0.07 1.34 0.08 1.41 0.03 0.55 0.05 BT014588 ATP binding / kinase/ protein kinase/ protein serine/threonine kinase/ protein-tyrosine kinase [Arabidopsis thaliana]

MICRO.5914.C1_1088 1.90 0.02 1.23 0.28 0.98 0.94 0.54 0.04 1.51 0.05 1.04 0.82 0.75 0.13 0.45 0.05 NA ATP binding / kinase/ protein serine/threonine kinase [Arabidopsis thaliana]

MICRO.8084.C1_892 1.26 0.07 1.04 0.76 1.29 0.07 0.65 0.05 1.31 0.09 0.86 0.27 0.84 0.20 0.54 0.03 AM428798 ATP binding / kinase/ protein serine/threonine kinase [Arabidopsis thaliana]

MICRO.2520.C1_402 2.37 0.00 0.90 0.47 0.89 0.79 0.38 0.00 2.25 0.01 1.30 0.50 0.98 0.93 0.25 0.00 NA NA

MICRO.9632.C1_758 0.99 0.95 0.89 0.38 0.85 0.24 0.59 0.01 1.54 0.03 1.97 0.00 1.17 0.23 0.97 0.85 NA unknown protein [Arabidopsis thaliana]

MICRO.12517.C1_560 1.32 0.03 0.87 0.27 1.13 0.42 0.31 0.00 1.33 0.29 1.34 0.07 1.08 0.80 0.38 0.01 AM475401 histidine-containing phosphotransfer protein [Catharanthus roseus]

MICRO.17639.C1_535 2.17 0.00 1.14 0.45 1.19 0.27 0.50 0.02 1.24 0.41 1.04 0.78 0.85 0.47 0.30 0.01 NA hypothetical protein [Arabidopsis thaliana]

MICRO.3759.C1_842 2.05 0.01 1.46 0.16 1.62 0.04 0.87 0.69 1.22 0.38 0.86 0.60 0.75 0.44 0.40 0.15 NA Leucine-rich repeat, plant specific [Medicago truncatula]

PPCCR45TH_55 1.25 0.18 0.82 0.22 1.05 0.70 0.35 0.01 1.36 0.13 1.30 0.09 1.06 0.74 0.60 0.05 NA NA

MICRO.8341.C1_744 1.56 0.02 0.96 0.80 1.32 0.22 0.41 0.06 1.58 0.06 1.37 0.09 0.88 0.71 0.09 0.03 AC122164 ATPase, coupled to transmembrane movement of substances [Arabidopsis thaliana]

MICRO.4931.C1_702 1.71 0.14 0.77 0.22 0.76 0.07 0.18 0.00 3.81 0.00 2.46 0.08 2.33 0.01 0.51 0.01 AY568721 wound/stress protein [Lycopersicon esculentum]

MICRO.5005.C2_806 2.10 0.00 0.86 0.66 1.74 0.12 0.68 0.24 3.75 0.00 0.54 0.09 1.34 0.42 0.38 0.11 AY161302 alcohol acyl transferase [Lycopersicon esculentum]

SDBT002F03x.scf_152 2.18 0.01 1.59 0.27 1.69 0.12 0.42 0.02 3.29 0.00 0.88 0.46 1.01 0.92 0.52 0.00 AK224796 wound induced protein [Solanum lycopersicum]

BF_LBCHXXXX_0042C02_T3M.SCF_65 1.28 0.21 2.48 0.00 0.84 0.74 0.14 0.00 1.07 0.61 1.24 0.17 0.28 0.00 0.16 0.00 AB061257 Pyruvate decarboxylase/indolepyruvate decarboxylase [Medicago truncatula]

MICRO.14666.C1_1862 1.40 0.11 1.12 0.47 0.97 0.83 0.69 0.14 1.19 0.30 0.89 0.49 0.89 0.50 0.65 0.20 AM477397 ATP binding / DNA binding / damaged DNA binding [Arabidopsis thaliana]

MICRO.6216.C1_553 1.72 0.03 1.21 0.23 1.28 0.06 0.25 0.00 1.41 0.36 0.87 0.27 0.84 0.68 0.26 0.00 BT014560 Histone H2B.1 (LeH2B-1)

MICRO.8239.C1_642 1.64 0.01 1.08 0.58 1.20 0.17 0.58 0.03 1.42 0.13 0.86 0.32 0.85 0.32 0.49 0.06 NA unknown protein [Arabidopsis thaliana]

bf_cswcxxxx_0003h03.t3m.scf_323 2.02 0.05 2.09 0.01 1.92 0.03 0.21 0.02 0.93 0.84 0.83 0.64 0.54 0.07 0.13 0.00 AJ537575 sucrose synthase [Solanum tuberosum]

bf_mxflxxxx_0029g02.t3m.scf_692 3.70 0.03 2.04 0.07 1.37 0.16 0.10 0.00 1.10 0.59 0.95 0.71 0.55 0.08 0.14 0.01 M95197 Polyphenol oxidase E, chloroplast precursor (PPO) (Catechol oxidase)

cSTB40I11TH_150 1.73 0.01 1.11 0.51 1.39 0.07 0.77 0.28 0.98 0.89 0.71 0.09 1.20 0.26 0.39 0.05 X59016 NA

STMCK48TV_429 1.44 0.01 0.99 0.94 1.28 0.12 0.31 0.00 1.38 0.07 0.97 0.83 0.95 0.68 0.33 0.01 NA protein phosphatase type 2A regulator [Arabidopsis thaliana]

bf_swstxxxx_0017h07.t3m.scf_154 1.42 0.05 1.04 0.84 0.80 0.28 0.67 0.17 1.42 0.07 1.30 0.16 0.86 0.46 0.52 0.14 NA Os11g0708400 [Oryza sativa (japonica cultivar-group)]

bf_arrayxxx_0063a05.t7m.scf_468 2.10 0.02 2.01 0.01 0.70 0.31 0.07 0.01 0.84 0.75 1.41 0.16 0.45 0.26 0.07 0.01 NA NA

bf_arrayxxx_0037d10.t7m.scf_643 1.42 0.04 1.11 0.52 1.00 0.97 0.22 0.00 1.27 0.12 1.07 0.64 0.78 0.30 0.26 0.00 NA Os02g0730400 [Oryza sativa (japonica cultivar-group)]

bf_ivrootxx_0020g09.t3m.scf_570 1.50 0.01 0.90 0.51 1.19 0.45 0.49 0.05 1.41 0.05 0.86 0.39 0.94 0.74 0.34 0.01 AM482270 TMKL1 (TRANSMEMBRANE KINASE-LIKE 1); ATP binding / kinase/ protein serine/threonine kinase [Arabidopsis thaliana]

MICRO.12587.C1_1585 1.90 0.00 1.13 0.40 1.14 0.60 0.43 0.02 1.68 0.01 1.17 0.34 0.86 0.41 0.35 0.04 AY957608 putative sterol esterification protein [Citrus sinensis]

MICRO.12705.C3_1466 1.53 0.01 0.60 0.01 0.69 0.44 0.22 0.00 2.20 0.00 1.09 0.55 1.94 0.01 0.22 0.00 DQ458998 aromatic amino acid decarboxylase 1A [Lycopersicon esculentum]

MICRO.389.C2_584 1.23 0.19 2.26 0.00 0.98 0.97 0.16 0.00 1.03 0.84 1.24 0.12 0.47 0.00 0.13 0.00 AB061257 pyruvate decarboxylase [Solanum tuberosum]

MICRO.4792.C2_2060 2.03 0.01 1.30 0.15 1.16 0.53 0.73 0.16 1.21 0.31 0.68 0.08 0.96 0.80 0.41 0.02 BT013651 acyltransferase [Arabidopsis thaliana]

MICRO.1498.C1_1152 9.12 0.00 1.68 0.03 1.27 0.70 0.31 0.05 2.55 0.10 0.93 0.74 0.62 0.29 0.24 0.06 AJ297917 B2-type cyclin dependent kinase [Solanum lycopersicum]

MICRO.248.C1_1461 5.97 0.00 1.53 0.05 1.53 0.43 0.24 0.01 2.28 0.17 0.93 0.58 0.75 0.60 0.16 0.02 AC122544 alpha-tubulin [Nicotiana tabacum]

MICRO.15641.C1_670 3.16 0.00 1.22 0.32 1.33 0.29 0.49 0.02 3.25 0.00 0.90 0.55 0.90 0.44 0.43 0.02 NA unknown protein [Arabidopsis thaliana]

STMEH61TV_303 1.97 0.02 1.44 0.38 1.11 0.83 0.13 0.01 1.75 0.10 1.34 0.09 0.43 0.01 0.17 0.01 NA Peptidase aspartic, catalytic [Medicago truncatula]

MICRO.16347.C1_414 1.26 0.10 1.21 0.36 1.24 0.31 0.55 0.02 1.32 0.11 0.92 0.71 0.86 0.40 0.42 0.02 NA Os01g0631700 [Oryza sativa (japonica cultivar-group)]

MICRO.4860.C1_1308 1.59 0.02 1.20 0.35 1.44 0.07 0.36 0.05 1.00 0.99 0.96 0.80 0.86 0.45 0.33 0.06 NA protein phosphatase type 2A regulator [Arabidopsis thaliana]

bf_swstxxxx_0063e11.t3m.scf_490 1.05 0.68 1.15 0.41 0.87 0.31 0.49 0.03 1.89 0.01 1.81 0.01 1.22 0.41 0.37 0.03 AM476356 unknown protein [Arabidopsis thaliana]

MICRO.8604.C1_748 1.32 0.04 1.02 0.87 1.18 0.19 0.55 0.01 1.38 0.07 0.93 0.57 0.98 0.87 0.61 0.02 NA NA

bf_arrayxxx_0067f11.t3m.scf_577 1.90 0.01 1.07 0.71 0.81 0.27 0.43 0.07 1.35 0.16 1.09 0.60 1.00 0.98 0.56 0.14 NA exo-1,3-beta-glucanase [Lilium longiflorum]

MICRO.1592.C1_749 2.92 0.00 1.17 0.64 1.44 0.33 0.18 0.00 2.58 0.00 0.87 0.47 0.93 0.42 0.42 0.01 AM446587 hydrolase, hydrolyzing O-glycosyl compounds [Arabidopsis thaliana]

MICRO.15026.C1_590 3.84 0.00 1.20 0.44 0.48 0.32 0.06 0.00 2.07 0.03 1.50 0.03 0.16 0.04 0.05 0.00 AC188781 polygalacturonase [Pisum sativum]

MICRO.16047.C1_411 4.30 0.00 1.75 0.18 0.64 0.46 0.08 0.00 1.99 0.18 1.97 0.00 0.39 0.28 0.06 0.00 NA Plant lipid transfer/seed storage/trypsin-alpha amylase inhibitor [Medicago truncatula]

MICRO.6205.C1_723 1.70 0.01 1.25 0.45 1.41 0.41 0.37 0.03 1.51 0.03 0.67 0.07 1.09 0.62 0.42 0.01 CR955008 SCL3; transcription factor [Arabidopsis thaliana]

MICRO.2534.C1_1263 1.77 0.09 1.19 0.22 1.40 0.02 0.15 0.00 1.75 0.01 0.87 0.61 0.61 0.11 0.16 0.00 BT014226 protein disulfide isomerase [Ipomoea batatas]

MICRO.10997.C1_265 1.37 0.05 0.89 0.43 0.99 0.95 1.02 0.88 2.48 0.00 0.88 0.41 1.20 0.22 0.70 0.16 AF211533 Avr9/Cf-9 rapidly elicited protein 146 [Nicotiana tabacum]

MICRO.4128.C1_973 3.09 0.00 1.11 0.48 1.20 0.40 0.28 0.01 3.21 0.02 1.06 0.76 1.18 0.55 0.31 0.01 AC149472 unknown protein [Arabidopsis thaliana]

MICRO.13677.C1_1380 1.95 0.00 1.38 0.34 0.85 0.61 0.05 0.00 0.82 0.76 1.18 0.31 0.60 0.42 0.03 0.00 AC141435 pectate lyase [Gossypium hirsutum]

MICRO.7726.C2_1529 1.85 0.00 0.96 0.78 1.36 0.05 0.68 0.05 1.39 0.05 0.86 0.30 1.02 0.90 0.65 0.05 BT014069 unknown protein [Arabidopsis thaliana]

STMGP96TH_652 1.59 0.00 0.83 0.30 0.40 0.11 0.06 0.00 1.55 0.09 1.81 0.04 0.49 0.29 0.15 0.04 U22922 polyphenol oxidase

MICRO.922.C1_1510 1.95 0.00 0.89 0.40 0.81 0.39 0.28 0.00 1.98 0.02 1.18 0.27 1.01 0.97 0.42 0.03 AY083164 enoyl-ACP reductase [Petunia x hybrida]

MICRO.2089.C3_771 1.26 0.21 1.11 0.51 0.97 0.73 0.29 0.00 1.66 0.13 1.30 0.11 1.08 0.48 0.66 0.04 DQ235175 dehydroascorbate reductase-like protein [Solanum tuberosum]

MICRO.2045.C2_524 1.08 0.48 0.98 0.89 0.74 0.06 0.50 0.00 1.50 0.02 1.43 0.03 0.99 0.91 0.59 0.01 BT014416 putative spermine synthase [Lycopersicon esculentum]

MICRO.4997.C1_734 1.47 0.02 1.07 0.55 1.13 0.60 0.63 0.01 1.65 0.01 0.99 0.96 0.92 0.69 0.32 0.00 AB269915 4-coumarate:CoA ligase 4 [Populus balsamifera subsp. trichocarpa x Populus deltoides]

MICRO.14868.C1_1472 1.91 0.00 0.90 0.66 1.41 0.04 0.45 0.05 1.44 0.22 0.59 0.09 0.91 0.66 0.14 0.04 AM452290 unknown protein [Arabidopsis thaliana]

MICRO.845.C2_2423 1.25 0.20 0.91 0.46 1.06 0.66 0.54 0.01 1.71 0.01 1.18 0.22 0.95 0.75 0.47 0.00 M69038 Alpha-glucan phosphorylase, H isozyme (Starch phosphorylase H)

cSTE13J23TH_551 2.32 0.00 1.14 0.52 1.17 0.56 0.42 0.09 1.58 0.03 0.93 0.71 0.96 0.83 0.46 0.11 NA NA

MICRO.2303.C1_1176 2.16 0.00 1.35 0.22 1.40 0.06 0.18 0.00 1.42 0.14 0.88 0.35 0.87 0.69 0.25 0.01 X92443 Ribonucleoside-diphosphate reductase small chain (Ribonucleotide reductase small subunit) (Ribonucleoside-diphosphate reductase R2 subunit)

MICRO.2394.C2_826 1.15 0.33 0.78 0.08 0.87 0.27 0.32 0.00 1.95 0.01 1.55 0.04 1.53 0.02 0.69 0.08 AY442185 PII-like protein [Lycopersicon esculentum]

MICRO.2879.C1_361 2.93 0.00 1.80 0.01 0.99 0.97 0.48 0.02 1.95 0.25 1.37 0.08 0.53 0.02 0.30 0.00 AM474228 Wiscott-Aldrich syndrome, C-terminal [Medicago truncatula]

MICRO.4841.C1_1678 1.25 0.11 1.26 0.20 1.40 0.10 0.68 0.05 0.87 0.29 0.98 0.91 0.98 0.87 0.41 0.01 AM440149 catalytic [Arabidopsis thaliana]

MICRO.12081.C1_682 2.39 0.00 1.16 0.73 1.25 0.37 0.45 0.00 2.70 0.02 1.05 0.69 0.97 0.79 0.40 0.00 NA PnFL-2 [Ipomoea nil]

MICRO.2059.C1_834 1.35 0.03 1.01 0.98 1.51 0.02 0.61 0.01 1.44 0.04 0.82 0.16 0.85 0.26 0.35 0.00 CU012067 SCPL42; catalytic/ serine carboxypeptidase [Arabidopsis thaliana]

cSTS1D8TH_572 4.09 0.00 1.73 0.01 1.72 0.09 0.41 0.05 1.61 0.08 0.71 0.12 0.83 0.31 0.11 0.04 NA ATTOC120; protein translocase [Arabidopsis thaliana]

bf_arrayxxx_0039a06.t7m.scf_671 2.35 0.00 0.88 0.47 1.11 0.68 0.80 0.33 1.71 0.02 0.88 0.50 0.94 0.77 0.53 0.07 AC188778 TGF-beta receptor, type I/II extracellular region [Medicago truncatula]

MICRO.14771.C1_1373 2.19 0.02 1.36 0.11 1.69 0.01 0.72 0.17 1.19 0.38 0.63 0.06 0.85 0.36 0.31 0.05 AM459992 teosinte glume architecture 1 [Zea mays]

MICRO.3974.C4_1500 5.55 0.00 2.43 0.22 2.15 0.14 0.31 0.01 3.69 0.03 1.12 0.71 0.63 0.06 0.28 0.02 AF353615 glutamate decarboxylase isozyme 3 [Nicotiana tabacum]

MICRO.8715.C1_657 1.16 0.39 1.70 0.09 1.12 0.86 0.14 0.01 1.05 0.73 1.24 0.51 1.24 0.53 0.11 0.00 AC187538 Polygalacturonase non-catalytic subunit AroGP2 precursor

MICRO.155.C3_717 1.21 0.13 0.64 0.05 0.75 0.14 0.33 0.01 2.09 0.01 1.59 0.06 1.24 0.19 0.48 0.03 EF053504 auxin/indole-3-acetic acid [Solanum tuberosum]

bf_arrayxxx_0103g02.t7m.scf_490 1.83 0.00 1.13 0.64 1.55 0.17 0.47 0.01 1.61 0.04 0.81 0.19 1.11 0.53 0.42 0.01 AM432274 SCL3; transcription factor [Arabidopsis thaliana]

bf_mxflxxxx_0050g05.t3m.scf_248 1.43 0.01 1.77 0.05 1.11 0.80 0.19 0.00 1.09 0.73 0.94 0.75 0.65 0.26 0.16 0.00 AC187538 Polygalacturonase non-catalytic subunit AroGP2 precursor

BF_TUBSXXXX_0035F10_T3M.SCF_81 1.23 0.07 0.99 0.94 1.04 0.83 0.44 0.00 1.78 0.01 1.12 0.55 0.80 0.25 0.51 0.00 NA NA

MICRO.15316.C1_607 2.47 0.00 1.78 0.16 1.09 0.52 0.13 0.01 1.15 0.52 1.28 0.24 0.49 0.24 0.07 0.00 NA Allergen V5/Tpx-1 related [Medicago truncatula]

MICRO.8922.C2_1 2.03 0.00 1.00 0.99 0.97 0.94 0.38 0.00 3.24 0.00 1.89 0.14 0.78 0.07 0.43 0.01 NA NA

MICRO.6604.C2_1078 1.44 0.01 1.40 0.12 1.40 0.14 0.62 0.05 1.16 0.30 0.90 0.46 0.77 0.19 0.34 0.00 DQ672601 NA

MICRO.11744.C1_1429 1.42 0.06 1.02 0.88 0.90 0.51 0.40 0.03 1.81 0.11 1.05 0.74 1.40 0.07 0.64 0.14 AM462940 Thaumatin, pathogenesis-related [Medicago truncatula]

MICRO.1890.C1_572 3.57 0.00 0.85 0.64 0.64 0.46 0.16 0.02 3.29 0.01 2.47 0.00 0.68 0.13 0.12 0.02 AF308936 endo-beta-1,4-glucanase precursor [Nicotiana tabacum]

MICRO.2782.C1_733 2.14 0.00 1.20 0.29 1.09 0.67 0.36 0.03 1.34 0.19 0.94 0.77 0.90 0.68 0.27 0.04 AM449831 hypothetical protein OsJ_010342 [Oryza sativa (japonica cultivar-group)]

MICRO.6037.C2_2010 1.70 0.03 1.19 0.30 1.14 0.45 0.54 0.01 1.69 0.02 0.94 0.65 0.92 0.50 0.49 0.01 NA unknown protein [Arabidopsis thaliana]

MICRO.4938.C1_689 1.60 0.01 0.93 0.63 1.08 0.57 0.43 0.02 1.38 0.08 1.02 0.87 1.12 0.60 0.63 0.11 DQ297413 microtubule-associated protein [Nicotiana benthamiana]

SSBN002C02u.scf_527 1.54 0.02 0.89 0.56 0.80 0.26 0.25 0.00 2.05 0.00 1.39 0.07 1.03 0.80 0.66 0.02 BT013652 Lipase, class 3 [Medicago truncatula]

MICRO.3446.C1_357 1.88 0.00 1.21 0.35 1.13 0.54 0.55 0.07 1.62 0.03 1.11 0.55 0.90 0.61 0.37 0.08 NA Prephenate dehydratase with ACT region [Medicago truncatula]

bf_swstxxxx_0055e12.t3m.scf_616 1.67 0.00 1.59 0.03 1.07 0.79 0.21 0.00 1.28 0.39 0.94 0.67 0.52 0.12 0.13 0.01 NA hypothetical protein [Arabidopsis thaliana]

MICRO.811.C1_668 1.31 0.13 0.42 0.00 0.58 0.15 0.10 0.00 1.64 0.02 1.78 0.01 1.28 0.42 0.41 0.16 NA Transferase [Medicago truncatula]

MICRO.5958.C1_1177 2.93 0.00 1.37 0.33 1.04 0.90 0.51 0.06 3.01 0.00 1.07 0.67 0.90 0.67 0.38 0.04 NA Sterol desaturase [Medicago truncatula]

MICRO.9462.C1_217 2.86 0.00 1.95 0.22 2.76 0.00 0.25 0.00 2.91 0.00 0.93 0.67 0.85 0.17 0.21 0.01 AF492633 unknown [Capsicum annuum]

STMCG29TH_467 2.57 0.00 1.46 0.09 1.40 0.03 0.12 0.00 0.88 0.79 0.63 0.17 0.57 0.35 0.12 0.00 BT013280 PREDICTED: similar to histone 1, H2ai (predicted) [Canis familiaris]

MICRO.13267.C1_911 3.06 0.00 1.86 0.06 2.03 0.01 0.77 0.18 1.36 0.18 0.83 0.20 0.72 0.03 0.40 0.03 AY157062 WRKY21; transcription factor [Arabidopsis thaliana]

MICRO.2045.C1_828 1.29 0.04 1.00 1.00 0.77 0.15 0.44 0.00 1.54 0.02 1.58 0.02 0.92 0.42 0.65 0.02 AY335900 putative spermine synthase [Lycopersicon esculentum]

MICRO.389.C1_879 1.28 0.06 1.89 0.01 0.83 0.70 0.15 0.00 1.05 0.69 1.23 0.16 0.40 0.00 0.14 0.00 AB061257 pyruvate decarboxylase [Solanum tuberosum]

MICRO.3125.C1_888 2.43 0.00 1.41 0.38 1.93 0.08 0.43 0.01 1.76 0.02 0.73 0.06 1.04 0.85 0.34 0.03 AC155228 SKU5; copper ion binding [Arabidopsis thaliana]

MICRO.16770.C1_780 1.16 0.20 1.45 0.03 1.43 0.04 0.58 0.02 1.14 0.37 0.89 0.63 0.80 0.17 0.32 0.01 NA DNA binding , related [Medicago truncatula]

STMEA36TV_3 2.30 0.06 1.39 0.14 0.83 0.31 0.18 0.00 2.27 0.08 1.40 0.17 0.64 0.31 0.14 0.00 BT013838 polygalacturonase [Eucalyptus globulus subsp. globulus]

MICRO.16241.C1_463 1.57 0.01 0.98 0.89 1.26 0.07 0.41 0.01 1.45 0.09 0.94 0.60 1.04 0.68 0.52 0.01 NA hypothetical protein MtrDRAFT_AC152057g33v2 [Medicago truncatula]

MICRO.4697.C1_1348 2.30 0.00 1.49 0.05 1.56 0.35 0.32 0.03 0.92 0.80 1.01 0.97 1.25 0.32 0.29 0.02 AJ492229 leucine rich repeat protein [Cicer arietinum]

MICRO.5266.C1_1960 1.00 1.00 0.92 0.53 0.98 0.88 0.54 0.09 1.40 0.07 1.04 0.78 1.25 0.12 0.49 0.01 AB047476 MGDG synthase type A [Nicotiana tabacum]

cSTB23K11TH_323 1.31 0.70 2.34 0.03 2.36 0.02 0.13 0.02 1.05 0.93 1.17 0.59 0.55 0.06 0.09 0.00 L16450 Multicystatin (MC)

bf_arrayxxx_0043a02.t7m.scf_88 2.79 0.00 1.71 0.01 1.60 0.04 0.64 0.05 1.02 0.88 0.91 0.64 0.94 0.67 0.58 0.38 NA NA

MICRO.15427.C1_709 0.89 0.79 0.97 0.94 1.01 0.97 0.07 0.00 2.35 0.01 1.82 0.05 1.12 0.70 0.10 0.00 NA NA

MICRO.13246.C1_682 1.64 0.01 1.46 0.04 1.25 0.12 0.41 0.01 1.13 0.45 0.88 0.46 0.92 0.57 0.48 0.01 NA hypothetical protein [Arabidopsis thaliana]

MICRO.5528.C1_91 1.01 0.97 1.19 0.19 0.99 0.94 0.19 0.00 1.23 0.20 1.08 0.52 1.11 0.61 0.42 0.03 BT014191 unnamed protein product [Arabidopsis thaliana]

MICRO.3432.C1_421 0.96 0.69 1.12 0.42 1.11 0.38 0.48 0.01 1.19 0.24 0.97 0.84 1.01 0.93 0.57 0.11 EF447217 ovule receptor-like kinase 28 [Solanum chacoense]

MICRO.9062.C1_1 1.78 0.06 1.64 0.39 0.89 0.88 0.07 0.00 2.41 0.14 1.75 0.13 0.27 0.00 0.08 0.00 NA NA

MICRO.2282.C1_997 1.51 0.02 2.01 0.01 1.39 0.37 0.18 0.00 0.79 0.25 1.58 0.03 0.58 0.01 0.39 0.00 CT832472 LOL1 (LSD ONE LIKE 1) [Arabidopsis thaliana]

bf_ivrootxx_0031e05.t3m.scf_313 1.84 0.02 0.86 0.68 1.08 0.85 0.51 0.01 2.83 0.00 0.94 0.78 0.92 0.51 0.31 0.00 AB028022 WIZZ [Nicotiana tabacum]

MICRO.8443.C1_423 1.13 0.30 2.31 0.02 0.60 0.58 0.02 0.00 1.18 0.76 2.15 0.05 0.14 0.00 0.03 0.00 NA early nodulin 93 protein [Populus alba x Populus tremula var. glandulosa]

bf_ivrootxx_0013h04.t3m.scf_687 2.09 0.00 1.48 0.05 1.19 0.56 0.82 0.36 1.89 0.01 0.90 0.55 0.90 0.49 0.48 0.07 X87826 cellulose synthase-like protein D4 [Populus tremuloides]

MICRO.15300.C2_519 1.46 0.07 1.01 0.95 0.81 0.10 0.42 0.00 1.57 0.08 1.57 0.02 0.91 0.71 0.40 0.01 NA hypothetical protein [Arabidopsis thaliana]

MICRO.1026.C2_455 2.68 0.00 1.36 0.16 1.48 0.14 0.14 0.00 1.57 0.15 0.95 0.72 0.72 0.43 0.14 0.00 BT013280 Histones H3 and H4 (ISS) [Ostreococcus tauri]

MICRO.2226.C1_612 1.28 0.16 1.38 0.08 1.25 0.20 0.52 0.02 0.81 0.28 1.16 0.31 1.11 0.48 0.34 0.01 AJ006379 SBT2 [Solanum lycopersicum]

MICRO.5169.C1_1681 1.47 0.01 1.48 0.03 1.16 0.42 0.58 0.00 1.06 0.73 1.36 0.36 0.80 0.08 0.53 0.00 AB061260 ATALN; allantoinase/ hydrolase [Arabidopsis thaliana]

MICRO.3746.C11_232 0.91 0.53 1.11 0.45 1.03 0.78 0.24 0.00 1.11 0.43 1.00 0.98 1.19 0.18 0.58 0.11 AF258808 aldehyde oxidase [Lycopersicon esculentum]

MICRO.960.C1_679 1.10 0.54 0.65 0.48 1.01 0.99 0.04 0.00 2.02 0.00 0.83 0.22 1.75 0.07 0.07 0.00 NA Os04g0474800 [Oryza sativa (japonica cultivar-group)]

bf_arrayxxx_0048c07.t7m.scf_416 3.68 0.00 1.39 0.12 1.07 0.90 0.23 0.00 1.96 0.06 1.24 0.14 0.74 0.07 0.26 0.00 NA NA

MICRO.8181.C1_909 1.75 0.01 1.04 0.84 0.91 0.72 0.22 0.00 1.55 0.04 1.10 0.52 0.86 0.31 0.42 0.01 AB009029 Cycloartenol Synthase [Panax ginseng]

MICRO.3389.C1_793 1.60 0.01 1.26 0.52 1.17 0.74 0.27 0.00 1.94 0.01 1.01 0.93 0.81 0.06 0.29 0.00 AM475128 NA

STMGR29TV_725 1.84 0.00 1.02 0.89 1.32 0.17 0.38 0.01 1.38 0.07 0.93 0.58 0.82 0.20 0.32 0.03 NA ARF6 (AUXIN RESPONSE FACTOR 6) [Arabidopsis thaliana]

MICRO.18215.C1_325 1.21 0.24 0.96 0.80 1.13 0.45 0.34 0.04 1.40 0.17 1.04 0.81 1.30 0.13 0.34 0.05 NA unknown protein [Arabidopsis thaliana]

MICRO.3850.C1_1101 1.66 0.07 1.15 0.43 0.65 0.09 0.06 0.00 1.62 0.05 1.09 0.63 0.53 0.36 0.04 0.00 NA lanatoside 15'-O-acetylesterase [Digitalis lanata]

bf_suspxxxx_0063d02.t3m.scf_591 1.65 0.01 1.76 0.06 1.12 0.77 0.28 0.00 1.26 0.21 1.45 0.05 0.46 0.03 0.24 0.00 U24088 sucrose synthase [Bambusa oldhamii]

cSTA30B9TH_68 2.71 0.00 1.39 0.36 1.00 1.00 0.46 0.05 2.59 0.00 1.66 0.20 0.72 0.26 0.32 0.05 AF098292 endo-beta-1,4-D-glucanase [Lycopersicon esculentum]

MICRO.4054.C15_959 1.05 0.56 1.04 0.75 0.99 0.95 0.47 0.01 1.10 0.50 1.18 0.25 0.98 0.90 0.59 0.03 DQ056433 hypothetical protein SDM1_19t00009 [Solanum demissum]

STMCK56TV_127 1.29 0.08 1.33 0.12 1.31 0.06 0.66 0.03 0.84 0.27 1.04 0.77 0.96 0.71 0.49 0.01 NA catalytic [Arabidopsis thaliana]

MICRO.7975.C2_907 1.52 0.02 1.02 0.90 0.97 0.89 0.40 0.00 1.46 0.19 1.25 0.25 1.06 0.75 0.44 0.00 AM449135 6-phosphogluconate dehydrogenase [Glycine max]

MICRO.8625.C2_612 1.71 0.01 1.31 0.40 0.63 0.13 0.36 0.01 1.45 0.13 1.81 0.01 0.81 0.39 0.37 0.04 AB190178 phospholipase A2 [Nicotiana tabacum]

MICRO.14869.C1_971 1.42 0.03 1.13 0.36 1.29 0.05 0.61 0.03 1.54 0.03 0.92 0.44 0.97 0.80 0.65 0.07 AJ496228 putative rac protein [Nicotiana tabacum]

cSTB20E7TH_316 1.23 0.10 1.12 0.43 0.97 0.85 0.73 0.04 1.99 0.01 0.91 0.48 1.07 0.53 0.75 0.07 AJ007739 w-3 desaturase [Solanum tuberosum]

MICRO.8778.C1_403 1.17 0.18 0.82 0.33 0.61 0.02 0.17 0.00 4.17 0.03 5.01 0.00 1.42 0.35 0.42 0.00 AK224774 B12D-like protein [Beta vulgaris]



MICRO.2673.C1_626 1.25 0.10 1.08 0.52 1.01 0.92 0.54 0.01 1.71 0.01 0.96 0.73 0.99 0.90 0.54 0.01 AJ007739 w-3 desaturase [Solanum tuberosum]

MICRO.3623.C1_1138 1.38 0.17 1.85 0.05 0.99 0.98 0.12 0.00 1.83 0.19 1.36 0.27 0.69 0.33 0.20 0.00 EF051128 pyruvate decarboxylase [Citrus sinensis]

bf_mxlfxxxx_0051g11.t3m.scf_732 1.58 0.02 0.98 0.89 1.09 0.57 0.59 0.04 1.87 0.01 1.01 0.93 1.04 0.84 0.69 0.10 NA NA

MICRO.2851.C1_604 1.71 0.01 1.27 0.23 0.93 0.72 0.48 0.10 1.24 0.21 0.91 0.63 0.88 0.58 0.36 0.10 NM_123425 Glycerol-3-phosphate dehydrogenase [NAD+]

MICRO.561.C1_1451 1.75 0.02 0.96 0.88 0.85 0.43 0.23 0.00 3.15 0.00 1.47 0.11 0.97 0.89 0.27 0.00 AF029349 Ornithine decarboxylase (ODC) (LeODC)

MICRO.17012.C1_583 2.35 0.00 1.13 0.81 1.33 0.57 0.16 0.00 3.04 0.02 1.06 0.68 0.80 0.11 0.14 0.00 NA NA

MICRO.1906.C1_1200 1.20 0.09 0.94 0.70 0.85 0.38 0.40 0.00 1.02 0.90 1.30 0.18 0.78 0.33 0.26 0.00 X71430 catechol O-methyltransferase [Nicotiana tabacum]

MICRO.12466.C1_775 1.95 0.00 1.41 0.09 1.06 0.69 0.60 0.03 1.98 0.00 1.10 0.52 0.63 0.04 0.51 0.04 AM457677 hypothetical protein MtrDRAFT_AC146757g30v2 [Medicago truncatula]

MICRO.896.C2_1443 1.62 0.01 1.16 0.41 1.19 0.27 0.22 0.00 1.29 0.16 1.03 0.82 0.65 0.06 0.17 0.00 AK226933 nucleic acid binding / transcription factor/ zinc ion binding [Arabidopsis thaliana]

MICRO.9105.C2_14 1.69 0.12 1.01 0.98 1.49 0.24 0.42 0.00 2.40 0.03 0.71 0.04 1.35 0.14 0.49 0.01 AB061243 N-hydroxycinnamoyl-CoA:tyramine N-hydroxycinnamoyl transferase THT1-3 [Lycopersicon esculentum]

MICRO.13509.C1_686 2.03 0.00 1.17 0.20 1.35 0.06 0.10 0.00 1.27 0.17 0.85 0.48 0.57 0.12 0.09 0.00 AF514775 TK1-like deoxyribonucleoside kinase [Lycopersicon esculentum]

cSTA37H3TH_539 0.92 0.66 0.95 0.84 1.14 0.70 0.16 0.00 1.57 0.01 0.81 0.50 1.17 0.37 0.32 0.00 AM461070 Sulphate transporter [Medicago truncatula]

MICRO.4755.C1_544 1.31 0.05 1.15 0.25 1.08 0.57 0.66 0.01 2.07 0.00 1.00 0.98 1.11 0.37 0.68 0.02 AJ007739 Omega-3 fatty acid desaturase, chloroplast precursor, putative, expressed [Oryza sativa (japonica cultivar-group)]

MICRO.15471.C1_1038 1.19 0.34 0.84 0.46 1.06 0.85 0.32 0.00 1.56 0.04 1.33 0.10 1.13 0.39 0.43 0.00 NA DNA binding / transcription factor [Arabidopsis thaliana]

MICRO.8672.C3_663 1.91 0.02 1.82 0.01 1.16 0.30 0.21 0.00 1.64 0.22 1.25 0.55 0.56 0.27 0.09 0.00 NA Os01g0725400 [Oryza sativa (japonica cultivar-group)]

bf_suspxxxx_0025D01.t3m.scf_599 1.29 0.10 1.46 0.08 1.18 0.43 0.37 0.01 1.38 0.03 0.91 0.72 0.60 0.01 0.25 0.00 U77655 ethylene-binding protein [Lycopersicon esculentum]

STMCI55TH_592 1.36 0.05 0.78 0.18 0.37 0.14 0.07 0.00 3.80 0.01 4.18 0.00 1.47 0.46 0.25 0.09 U22922 Polyphenol oxidase B, chloroplast precursor (PPO) (Catechol oxidase)

MICRO.646.C3_150 2.72 0.03 1.37 0.18 1.14 0.39 0.26 0.00 1.24 0.36 1.14 0.31 0.74 0.14 0.28 0.00 U22922 polyphenol oxidase

MICRO.3774.C1_930 3.57 0.00 1.37 0.14 0.54 0.36 0.14 0.00 2.10 0.00 1.63 0.02 0.22 0.01 0.20 0.02 NA F20B24.8 [Arabidopsis thaliana]

MICRO.4279.C1_708 1.50 0.01 0.91 0.63 0.85 0.30 0.32 0.00 1.20 0.22 1.60 0.03 1.01 0.96 0.39 0.00 X80008 Cytochrome b5

MICRO.5622.C1_1116 1.66 0.05 1.13 0.42 1.09 0.52 0.36 0.02 1.68 0.17 1.04 0.77 0.82 0.30 0.32 0.03 BT013054 aldose 1-epimerase [Arabidopsis thaliana]

cSTS27E21TH_622 1.49 0.09 0.99 0.91 1.02 0.90 0.31 0.00 1.96 0.00 1.64 0.01 1.08 0.69 0.45 0.00 NA NA

MICRO.1689.C3_1473 1.04 0.74 0.97 0.85 1.30 0.10 0.44 0.00 1.27 0.33 0.94 0.67 1.08 0.58 0.28 0.00 X69805 1,4-alpha-glucan branching enzyme [Solanum tuberosum]

MICRO.9519.C1_603 2.86 0.00 0.93 0.69 0.69 0.36 0.34 0.01 1.97 0.07 1.37 0.10 0.84 0.66 0.37 0.02 DQ460179 acid phosphatase [Arabidopsis thaliana]

MICRO.13468.C1_820 2.00 0.03 1.21 0.28 1.31 0.09 0.42 0.00 1.12 0.56 0.99 0.91 0.66 0.08 0.26 0.00 NA NA

MICRO.1689.C4_21 1.05 0.76 1.01 0.92 1.25 0.05 0.43 0.01 1.37 0.21 0.98 0.85 0.98 0.82 0.31 0.00 Y08786 1,4-alpha-glucan branching enzyme [Solanum tuberosum]

cSTS7P11TH_496 1.79 0.02 1.23 0.20 1.60 0.01 0.63 0.01 1.42 0.22 0.80 0.18 0.84 0.24 0.43 0.01 AY310759 protein translocase [Arabidopsis thaliana]

bf_suspxxxx_0022E02.t3m.scf_242 1.45 0.08 0.73 0.13 0.50 0.15 0.02 0.00 5.99 0.00 3.75 0.00 0.99 0.99 0.03 0.00 NA lipid binding [Arabidopsis thaliana]

MICRO.2583.C1_1311 1.76 0.01 1.36 0.12 1.40 0.11 0.47 0.04 1.10 0.56 0.73 0.12 0.78 0.38 0.33 0.04 AY077639 MCM; Nucleic acid-binding, OB-fold [Medicago truncatula]

MICRO.9248.C1_1126 1.78 0.02 1.03 0.93 1.05 0.87 0.21 0.00 1.69 0.17 1.06 0.70 0.77 0.22 0.15 0.00 AM476330 unknown [Arabidopsis thaliana]

MICRO.499.C1_1039 1.75 0.03 0.94 0.67 1.41 0.08 0.08 0.00 1.70 0.24 1.02 0.92 1.18 0.81 0.11 0.00 AF154655 peroxidase

MICRO.9929.C1_752 1.18 0.15 1.08 0.63 1.29 0.07 0.64 0.01 1.33 0.08 0.99 0.97 0.72 0.03 0.41 0.00 AC161034 ATNAP3 [Arabidopsis thaliana]

MICRO.4480.C1_1107 1.63 0.04 1.19 0.35 1.36 0.04 0.51 0.03 1.61 0.02 0.70 0.09 0.95 0.68 0.48 0.03 AM444185 ATP binding / kinase/ protein kinase/ protein serine/threonine kinase/ protein-tyrosine kinase/ structural constituent of cell wall [Arabidopsis thaliana]

bf_suspxxxx_0013d07.t3m.scf_21 1.03 0.78 1.13 0.39 0.89 0.55 0.28 0.00 1.66 0.00 1.25 0.15 0.63 0.08 0.30 0.00 AY192368 NA

MICRO.7897.C1_488 1.05 0.71 1.30 0.08 1.03 0.75 0.58 0.01 1.47 0.05 1.39 0.04 0.73 0.03 0.75 0.05 AM447034 Os03g0775500 [Oryza sativa (japonica cultivar-group)]

MICRO.9266.C1_1586 0.83 0.24 0.93 0.67 0.95 0.91 0.17 0.00 2.18 0.08 2.15 0.00 1.04 0.92 0.20 0.01 AF368379 elicitor-inducible cytochrome P450 [Nicotiana tabacum]

MICRO.9527.C1_718 1.22 0.25 1.17 0.25 0.95 0.68 0.22 0.00 1.29 0.12 1.67 0.01 0.67 0.26 0.24 0.00 BT013540 Pectinesterase-3 precursor (Pectin methylesterase 3) (PE 3)

MICRO.1989.C1_116 1.46 0.06 1.22 0.18 0.82 0.37 0.29 0.00 1.52 0.02 0.93 0.67 0.84 0.56 0.37 0.00 DQ294252 plasma membrane intrinsic protein PIP2-like protein [Solanum tuberosum]

MICRO.5920.C1_1285 1.32 0.04 0.95 0.65 0.87 0.58 0.19 0.00 1.47 0.03 1.17 0.20 0.89 0.53 0.35 0.00 AB009029 Cycloartenol Synthase [Panax ginseng]

MICRO.12887.C1_1136 1.06 0.62 1.09 0.58 1.16 0.23 0.33 0.02 1.12 0.45 0.94 0.74 0.97 0.84 0.34 0.02 X79794 Eukaryotic translation initiation factor 3 subunit 10 (eIF-3 theta) (Eukaryotic translation initiation factor 3 large subunit) (eIF3a) (PNLA-35)

MICRO.1733.C1_38 1.04 0.73 0.90 0.48 1.02 0.90 0.65 0.05 1.81 0.02 1.24 0.25 1.35 0.10 0.57 0.08 NA NA

MICRO.9490.C2_418 1.39 0.11 0.82 0.57 0.66 0.04 0.18 0.00 1.66 0.03 2.25 0.00 1.08 0.77 0.46 0.04 AJ003220 extensin-like protein [Solanum tuberosum]

MICRO.4332.C2_626 3.43 0.00 1.12 0.46 0.76 0.55 0.21 0.02 1.89 0.12 1.35 0.09 1.00 1.00 0.31 0.07 AJ538437 hypothetical protein [Arabidopsis thaliana]

MICRO.16578.C1_251 2.24 0.21 4.39 0.01 2.98 0.02 0.20 0.05 1.15 0.85 1.06 0.83 0.56 0.23 0.06 0.00 X67844 NA

MICRO.10988.C3_905 1.11 0.55 1.07 0.62 0.93 0.57 0.61 0.01 1.95 0.00 1.29 0.10 0.94 0.54 0.56 0.01 NA unknown protein [Arabidopsis thaliana]

bf_ivrootxx_0036d10.t3m.scf_523 1.10 0.69 0.71 0.19 0.94 0.82 0.59 0.04 3.43 0.00 1.51 0.04 1.06 0.62 0.37 0.02 NA MAP3K-like protein kinase [Arabidopsis thaliana]

MICRO.18159.C1_556 2.10 0.01 1.37 0.06 1.44 0.08 0.32 0.00 1.33 0.22 0.87 0.37 0.81 0.51 0.25 0.01 NA NA

MICRO.4649.C1_836 2.26 0.00 1.23 0.35 1.22 0.46 0.40 0.00 1.73 0.01 0.96 0.67 0.83 0.14 0.39 0.00 BT014279 Alpha/beta hydrolase [Medicago truncatula]

MICRO.477.C1_1081 4.48 0.00 4.03 0.01 1.80 0.18 0.24 0.00 1.10 0.65 1.32 0.41 0.50 0.00 0.24 0.00 Z25862 Aminomethyltransferase, mitochondrial precursor (Glycine cleavage system T protein) (GCVT)

MICRO.8482.C1_756 2.36 0.06 2.55 0.01 1.55 0.49 0.28 0.06 1.48 0.28 1.34 0.20 0.36 0.02 0.18 0.05 NA NA

cSTA12F14TH_337 1.73 0.01 1.06 0.69 0.87 0.59 0.35 0.00 1.29 0.11 1.10 0.54 0.78 0.45 0.37 0.02 AJ277244 alpha-glucosidase [Solanum tuberosum]

MICRO.2151.C1_1028 1.89 0.00 1.08 0.57 1.18 0.21 0.41 0.00 1.17 0.54 1.06 0.63 0.92 0.72 0.49 0.00 BT013910 farnesyl pyrophosphate synthase [Lycopersicon esculentum]

MICRO.302.C2_885 2.33 0.01 1.25 0.17 1.04 0.88 0.24 0.00 1.52 0.24 0.94 0.61 0.93 0.80 0.31 0.01 AF026148 plastid 3-keto-acyl-ACP synthase I [Helianthus annuus]

MICRO.4647.C1_1386 6.43 0.00 1.61 0.44 1.58 0.61 0.10 0.00 5.65 0.01 0.99 0.90 0.64 0.24 0.12 0.00 NM_101157 DNA binding / transcription factor [Arabidopsis thaliana]

MICRO.3312.C1_806 2.04 0.00 1.60 0.06 1.43 0.24 0.49 0.01 1.34 0.07 0.96 0.75 0.84 0.30 0.63 0.02 AY789640 tyrosine specific protein phosphatase family protein [Capsicum annuum]

MICRO.17063.C1_149 1.77 0.00 1.27 0.20 0.92 0.67 0.24 0.00 1.59 0.01 1.32 0.10 0.69 0.09 0.20 0.00 NM_116011 BRH1 (BRASSINOSTEROID-RESPONSIVE RING-H2); protein binding / ubiquitin-protein ligase/ zinc ion binding [Arabidopsis thaliana]

STMGF63TV_420 1.36 0.04 1.10 0.55 1.05 0.69 0.17 0.00 0.60 0.12 1.33 0.17 1.10 0.80 0.18 0.00 AF152172 pectin methyl esterase [Solanum tuberosum]

MICRO.196.C8_1 1.25 0.42 1.42 0.12 1.50 0.07 0.17 0.01 1.05 0.88 0.91 0.71 0.73 0.11 0.12 0.00 M18745 sucrose synthase 4 [Solanum tuberosum]

bf_lbchxxxx_0061d11.t3m.scf_169 2.03 0.00 1.25 0.20 0.92 0.63 0.25 0.00 1.59 0.06 1.26 0.15 0.85 0.53 0.34 0.00 NA NA

POCCE47TP_774 1.12 0.37 1.18 0.54 1.25 0.06 0.15 0.00 2.03 0.01 0.96 0.71 0.86 0.19 0.16 0.00 CU222537 RNA binding protein-like [Arabidopsis thaliana]

SSBT003N12x.scf_71 4.13 0.00 0.86 0.63 0.92 0.84 0.24 0.01 6.70 0.00 1.51 0.06 0.68 0.28 0.39 0.15 AC154033 NA

MICRO.235.C1_1027 1.55 0.01 1.04 0.75 1.22 0.14 0.27 0.00 1.25 0.32 0.92 0.46 0.91 0.62 0.39 0.01 BT013318 RNA-binding region RNP-1 (RNA recognition motif) [Medicago truncatula]

MICRO.4363.C2_789 1.47 0.03 1.62 0.03 1.01 0.90 0.32 0.00 1.40 0.11 1.31 0.12 0.59 0.02 0.23 0.00 M91238 Acyl-[acyl-carrier-protein] desaturase, chloroplast precursor (Stearoyl-ACP desaturase)

MICRO.13704.C1_381 2.35 0.01 1.05 0.77 0.97 0.80 0.47 0.01 1.43 0.05 1.01 0.95 0.83 0.18 0.40 0.02 NA carboxylic ester hydrolase/ hydrolase, acting on ester bonds [Arabidopsis thaliana]

MICRO.1673.C1_1198 1.23 0.10 1.06 0.66 0.97 0.81 0.29 0.00 1.39 0.13 1.13 0.34 0.77 0.15 0.33 0.00 BT012975 annexin p35 [Lycopersicon esculentum]

SSBT006B09x.scf_256 2.07 0.00 0.85 0.41 0.88 0.72 0.43 0.00 1.64 0.04 1.51 0.06 0.90 0.71 0.41 0.00 AJ277244 alpha-glucosidase [Solanum tuberosum]

MICRO.8288.C1_1607 1.62 0.01 1.44 0.10 1.35 0.10 0.55 0.03 1.29 0.13 0.87 0.48 0.96 0.77 0.39 0.03 NM_129858 ATP binding / kinase/ protein kinase/ protein serine/threonine kinase/ protein-tyrosine kinase [Arabidopsis thaliana]

MICRO.13873.C1_1247 1.67 0.12 0.96 0.86 0.97 0.90 0.35 0.00 2.19 0.03 1.17 0.31 0.62 0.04 0.40 0.00 NM_001057710 Os03g0733800 [Oryza sativa (japonica cultivar-group)]

bf_arrayxxx_0102h05.t7m.scf_658 1.44 0.07 0.92 0.65 0.69 0.03 0.23 0.00 1.74 0.01 1.45 0.05 1.06 0.62 0.58 0.02 NA Lipase, class 3 [Medicago truncatula]

MICRO.15334.C1_698 1.51 0.07 1.22 0.21 1.25 0.22 0.45 0.02 1.13 0.50 1.27 0.10 0.94 0.66 0.35 0.00 AC174342 Protein of unknown function DUF260 [Medicago truncatula]

cSTB29A8TH_341 1.93 0.00 1.44 0.07 1.46 0.05 0.40 0.03 1.26 0.18 0.82 0.24 0.85 0.61 0.35 0.04 NM_001062370 mini-chromosome maintenance protein MCM3 [Pisum sativum]

MICRO.6887.C3_660 1.45 0.01 1.09 0.49 1.31 0.05 0.80 0.09 1.12 0.36 0.88 0.33 0.87 0.28 0.61 0.02 NA Os12g0170300 [Oryza sativa (japonica cultivar-group)]

MICRO.14726.C1_1 2.20 0.00 1.16 0.60 1.07 0.77 0.65 0.18 2.72 0.02 0.89 0.59 1.15 0.47 0.40 0.06 NM_129362 carbohydrate transporter/ organic anion transporter/ sugar porter [Arabidopsis thaliana]

MICRO.4875.C1_901 1.29 0.04 1.92 0.00 0.90 0.80 0.15 0.00 1.18 0.29 1.24 0.10 0.42 0.00 0.14 0.00 AB061257 pyruvate decarboxylase [Solanum tuberosum]

MICRO.1743.C2_1865 1.16 0.32 0.83 0.51 1.36 0.10 0.53 0.01 1.53 0.04 0.78 0.16 1.03 0.86 0.38 0.01 AJ240053 Phosphoglucomutase, chloroplast precursor (Glucose phosphomutase) (PGM)

cPRO13E3TH_630 1.52 0.01 1.22 0.18 0.79 0.50 0.46 0.01 1.26 0.16 1.12 0.58 0.78 0.33 0.29 0.03 NA UCC3 (UCLACYANIN 3); copper ion binding / electron transporter [Arabidopsis thaliana]

STMCP13TV_541 2.93 0.00 1.57 0.03 1.33 0.25 0.53 0.05 1.36 0.32 0.90 0.52 0.71 0.23 0.32 0.02 NA NA

bf_mxflxxxx_0070b06.t3m.scf_24 0.86 0.26 1.51 0.04 0.99 0.95 0.18 0.00 1.25 0.15 1.55 0.13 1.36 0.23 0.19 0.01 NA NA

MICRO.15420.C1_546 2.91 0.01 2.06 0.01 1.92 0.13 0.37 0.00 0.95 0.73 0.78 0.13 0.67 0.31 0.23 0.00 NM_001053126 Phosphatidylinositol 3- and 4-kinase, catalytic; Ubiquitin [Medicago truncatula]

MICRO.16701.C1_447 2.23 0.00 2.44 0.00 1.55 0.20 0.29 0.00 1.00 0.99 0.94 0.64 0.49 0.13 0.13 0.00 NA C/VIF2 (CELL WALL / VACUOLAR INHIBITOR OF FRUCTOSIDASE 2); enzyme inhibitor/ pectinesterase/ pectinesterase inhibitor [Arabidopsis thaliana]

MICRO.13260.C2_427 1.39 0.11 0.92 0.54 0.85 0.59 0.17 0.00 1.53 0.06 2.63 0.00 1.50 0.03 0.45 0.00 NA NA

bf_suspxxxx_0024D12.t3m.scf_610 1.06 0.72 0.96 0.89 0.77 0.33 0.32 0.00 2.70 0.00 1.86 0.00 1.06 0.72 0.63 0.02 AF118843 ethylene receptor homolog [Lycopersicon esculentum]

STMEA61TV_300 5.83 0.00 1.56 0.04 1.51 0.41 0.26 0.02 2.05 0.21 0.92 0.75 0.83 0.75 0.10 0.02 NA NA

MICRO.11020.C1_2081 2.98 0.00 1.23 0.31 1.26 0.36 0.51 0.15 1.79 0.07 0.96 0.86 1.13 0.68 0.27 0.10 AM438657 unknown protein [Arabidopsis thaliana]

MICRO.6205.C3_1717 1.74 0.04 1.46 0.15 1.63 0.15 0.40 0.00 1.61 0.03 0.83 0.23 1.00 1.00 0.39 0.00 AP004485 SCL3; transcription factor [Arabidopsis thaliana]

cPRO31A18TH_669 0.95 0.76 1.04 0.80 0.97 0.85 0.70 0.52 3.89 0.00 2.12 0.03 2.53 0.00 0.75 0.34 AY341252 stigma/style ABC transporter [Nicotiana tabacum]

MICRO.4112.C1_1091 1.44 0.07 0.99 0.93 1.02 0.89 0.44 0.01 1.35 0.09 0.96 0.78 0.84 0.40 0.32 0.03 NA unknown protein [Arabidopsis thaliana]

MICRO.15321.C1_721 1.23 0.15 1.06 0.73 1.25 0.14 0.49 0.01 1.28 0.16 0.75 0.13 1.06 0.68 0.35 0.01 NA receptor-like protein kinase [Arabidopsis thaliana]

MICRO.1733.C2_1713 1.46 0.01 1.05 0.65 0.86 0.62 0.26 0.00 1.98 0.05 1.46 0.03 0.83 0.40 0.22 0.00 NA DNA binding / transcription factor [Arabidopsis thaliana]

MICRO.653.C1_703 1.16 0.24 1.18 0.27 1.18 0.25 0.58 0.02 1.18 0.45 1.11 0.48 1.14 0.33 0.66 0.08 BT013234 RING-H2 finger protein RHF2a, putative, expressed [Oryza sativa (japonica cultivar-group)]

MICRO.16548.C1_521 4.89 0.00 1.69 0.02 1.21 0.65 0.30 0.02 1.99 0.17 1.06 0.81 0.68 0.42 0.23 0.03 NA phytocyanin-related protein [Ipomoea nil]

BF_LBCHXXXX_0031A08_T3M.SCF_243 2.62 0.03 1.11 0.90 1.10 0.88 0.13 0.00 5.73 0.02 0.90 0.52 1.09 0.74 0.19 0.00 NA NA

027D03AF.esd_415 1.28 0.40 1.48 0.14 1.41 0.13 0.22 0.01 1.23 0.51 0.99 0.95 0.69 0.05 0.19 0.00 M18745 sucrose synthase 4 [Solanum tuberosum]

MICRO.11793.C1_1 1.50 0.11 0.98 0.91 0.87 0.31 0.28 0.01 1.90 0.04 2.17 0.00 1.38 0.25 0.34 0.03 BT014282 Omega-3 fatty acid desaturase, endoplasmic reticulum

bf_arrayxxx_0002h07.t7m.scf_270 0.98 0.86 1.27 0.14 1.17 0.29 0.59 0.04 1.09 0.59 1.07 0.58 0.95 0.77 0.39 0.00 X87988 NA

cSTE6O13TH_282 1.37 0.15 1.38 0.05 1.53 0.07 0.15 0.00 1.44 0.18 0.93 0.73 0.66 0.01 0.14 0.00 AY205084 NA

MICRO.135.C16_767 0.84 0.53 1.49 0.30 1.06 0.86 0.22 0.02 1.68 0.03 1.85 0.02 0.75 0.20 0.25 0.00 X53242 Alcohol dehydrogenase 3

bf_arrayxxx_0104b07.t7m.scf_645 3.33 0.00 1.57 0.07 0.49 0.33 0.05 0.01 2.17 0.02 1.88 0.01 0.19 0.03 0.08 0.01 AC188781 putative style polygalacturonase [Turnera subulata]

MICRO.13477.C1_629 1.60 0.01 1.08 0.56 0.89 0.55 0.41 0.01 1.04 0.76 1.22 0.18 0.81 0.41 0.42 0.03 AY705976 phenylalanine ammonialyase 1 [Petunia x hybrida]

MICRO.960.C2_1012 1.17 0.50 0.89 0.86 1.28 0.58 0.09 0.00 2.07 0.00 0.91 0.44 1.98 0.01 0.11 0.00 NA Glycoside hydrolase, family 1 [Medicago truncatula]

MICRO.646.C10_1098 1.84 0.07 1.20 0.35 0.85 0.35 0.27 0.00 1.52 0.11 1.53 0.02 0.82 0.63 0.39 0.01 M95197 Catechol oxidase B, chloroplast precursor (Polyphenol oxidase) (PPO)

cPRO5D18TH_790 1.72 0.03 0.74 0.09 1.45 0.03 0.06 0.00 2.14 0.09 1.16 0.31 1.25 0.75 0.11 0.00 L13653 peroxidase

MICRO.11678.C1_606 1.02 0.88 1.13 0.45 1.30 0.10 0.37 0.01 1.05 0.72 1.04 0.79 1.20 0.28 0.44 0.07 NA NA

MICRO.1201.C1_1402 2.00 0.00 1.15 0.34 1.06 0.79 0.39 0.01 1.34 0.11 0.93 0.54 0.84 0.46 0.37 0.01 AY111087 dihydrolipoamide S-acetyltransferase [Arabidopsis thaliana]

MICRO.9304.C1_704 1.38 0.02 1.46 0.09 1.11 0.49 0.70 0.18 1.08 0.68 1.02 0.90 0.60 0.04 0.48 0.05 X97688 protein kinase like protein [Arabidopsis thaliana]

STMJJ71TV_781 2.22 0.00 1.58 0.06 1.91 0.02 0.58 0.09 1.12 0.51 0.82 0.28 1.00 1.00 0.36 0.09 AF153195 tetracycline transporter [Arabidopsis thaliana]

MICRO.1995.C2_878 1.41 0.15 1.40 0.03 1.89 0.00 0.42 0.04 1.26 0.33 0.85 0.44 0.90 0.56 0.42 0.11 AF440271 water channel protein [Nicotiana excelsior]

bf_lbchxxxx_0063h09.t3m.scf_204 1.87 0.01 1.17 0.79 2.44 0.00 0.24 0.00 2.38 0.03 0.77 0.42 0.90 0.36 0.21 0.00 AF492633 NA

MICRO.9427.C1_1147 1.09 0.43 0.87 0.46 0.90 0.60 0.39 0.00 1.81 0.00 1.87 0.01 1.20 0.12 0.58 0.01 BT013011 unknown protein [Arabidopsis thaliana]

PPCBE53TH_170 1.71 0.41 2.75 0.01 2.44 0.03 0.14 0.02 1.33 0.49 1.51 0.10 0.79 0.30 0.12 0.01 L16450 Multicystatin (MC)

bf_suspxxxx_0025A12.t3m.scf_449 1.37 0.16 1.12 0.50 1.04 0.68 0.25 0.00 0.89 0.68 1.65 0.03 1.19 0.69 0.26 0.00 AF152172 pectin methyl esterase [Solanum tuberosum]

MICRO.17928.C1_538 1.24 0.08 1.00 1.00 1.15 0.33 0.60 0.05 1.30 0.12 0.94 0.68 0.96 0.75 0.41 0.02 AY775047 Avr9/Cf-9 rapidly elicited protein 261 [Nicotiana tabacum]

MICRO.135.C15_375 2.08 0.01 1.32 0.45 1.24 0.70 0.43 0.01 3.71 0.00 0.95 0.82 0.86 0.43 0.33 0.01 M25153 Alcohol dehydrogenase 3

MICRO.2830.C1_1022 1.24 0.25 1.09 0.44 0.70 0.64 0.03 0.00 2.42 0.00 1.80 0.01 0.53 0.11 0.06 0.00 AY098939 ACC oxidase [Solanum tuberosum]

bf_suspxxxx_0002f05.t3m.scf_373 2.22 0.00 1.04 0.85 1.43 0.09 0.75 0.21 1.67 0.03 0.94 0.73 0.90 0.58 0.32 0.06 NA NA

MICRO.17010.C1_621 1.07 0.57 1.02 0.92 0.81 0.21 0.32 0.04 1.34 0.12 1.25 0.24 1.22 0.39 0.24 0.04 BT013085 putative endo-1,4-beta-glucanase [Eucalyptus globulus]

MICRO.3154.C3_519 0.96 0.70 1.93 0.04 0.63 0.41 0.17 0.00 1.88 0.01 3.38 0.00 0.61 0.01 0.46 0.00 AF242733 Universal stress protein (Usp) [Medicago truncatula]

STMET34TV_743 2.42 0.00 1.18 0.55 1.29 0.31 0.22 0.00 2.09 0.16 0.87 0.33 1.02 0.94 0.27 0.00 AY187625 Erwinia induced protein 1 [Solanum tuberosum]

bf_suspxxxx_0035b03.t3m.scf_11 1.26 0.10 0.79 0.19 1.14 0.34 0.62 0.01 1.31 0.11 1.02 0.90 1.16 0.19 0.65 0.03 AY229992 transcription factor CaWRKY1 [Capsicum annuum]

MICRO.106.C2_1364 1.33 0.04 1.30 0.11 0.88 0.31 0.27 0.00 0.71 0.11 1.41 0.04 1.03 0.95 0.32 0.00 AF152172 pectin methyl esterase [Solanum tuberosum]

MICRO.3548.C1_687 1.30 0.06 1.06 0.74 1.25 0.16 0.64 0.12 1.02 0.88 0.93 0.64 0.95 0.77 0.59 0.12 NA unknown protein [Arabidopsis thaliana]

POCCK05TP_780 1.01 0.98 1.15 0.37 0.85 0.33 0.37 0.02 6.49 0.00 2.81 0.01 1.36 0.37 0.51 0.07 AY490250 NA

MICRO.7709.C1_1158 1.09 0.50 0.98 0.92 0.78 0.17 0.40 0.01 1.49 0.10 1.17 0.26 1.34 0.12 0.33 0.00 NA structural molecule [Arabidopsis thaliana]

MICRO.2614.C1_1820 1.02 0.87 0.93 0.63 1.03 0.79 0.52 0.01 1.17 0.27 1.22 0.12 1.23 0.10 0.58 0.02 BT013651 acyltransferase [Arabidopsis thaliana]

MICRO.901.C1_1720 1.28 0.15 1.18 0.27 1.04 0.79 0.41 0.02 1.51 0.04 0.99 0.93 1.07 0.67 0.46 0.09 AM453481 Protein kinase [Medicago truncatula]

MICRO.920.C1_108 2.18 0.00 2.30 0.01 1.36 0.35 0.22 0.00 1.45 0.09 0.87 0.70 0.68 0.11 0.15 0.00 AY948720 granule-bound starch synthase

MICRO.4380.C2_630 1.10 0.42 1.33 0.10 0.85 0.17 0.15 0.00 1.01 0.98 1.47 0.03 0.98 0.92 0.15 0.00 NA unknown protein [Arabidopsis thaliana]

MICRO.3866.C2_1 2.08 0.00 1.26 0.23 0.91 0.68 0.28 0.05 1.05 0.82 1.10 0.58 0.88 0.53 0.38 0.07 NA putative glycosyl hydrolase family 17 protein [Medicago truncatula]

MICRO.914.C2_1507 5.18 0.00 2.35 0.00 0.94 0.87 0.23 0.04 1.70 0.40 1.26 0.18 0.58 0.30 0.19 0.04 AM442522 hypothetical protein [Trifolium pratense]



MICRO.5384.C2_677 1.01 0.96 1.10 0.56 0.76 0.37 0.20 0.01 2.10 0.00 3.24 0.00 1.93 0.06 0.42 0.02 BT013342 unknown protein [Arabidopsis thaliana]

bf_arrayxxx_0037c06.t7m.scf_1 0.91 0.49 1.69 0.01 1.69 0.01 0.72 0.08 1.02 0.90 1.11 0.48 1.08 0.68 0.32 0.01 NA hypothetical protein OsI_035032 [Oryza sativa (indica cultivar-group)]

MICRO.322.C1_894 1.31 0.05 0.87 0.60 1.02 0.87 0.35 0.00 0.99 0.96 1.48 0.03 1.33 0.20 0.47 0.06 AJ237988 putative ripening-related protein [Vitis vinifera]

bf_mxlfxxxx_0012e02.t3m.scf_192 4.42 0.00 2.20 0.03 1.32 0.34 0.43 0.00 1.08 0.84 1.49 0.08 0.60 0.00 0.44 0.00 DQ822994 proteinase inhibitor isoform [Solanum phureja]

bf_arrayxxx_0067g07.t7m.scf_435 1.03 0.79 1.36 0.22 0.91 0.33 0.40 0.00 0.99 0.93 1.54 0.02 1.10 0.56 0.76 0.24 NA polygalacturonase-inhibiting protein [Prunus americana]

bf_swstxxxx_0045f09.t3m.scf_243 0.93 0.55 0.96 0.73 0.67 0.01 0.48 0.00 3.38 0.02 5.55 0.00 2.00 0.01 0.89 0.38 AK224774 B12D-like protein [Beta vulgaris]
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