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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_pgre/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.
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Phureia Tuberosum
Hanest st st1 vest 2 est 3
Pro Nomnalized _|ttest P-value |Nomalized _|t-test Pvalue |Normalized _|t-test Prlue | Normalized _|ttest Palue |Normalized |t-test P-alue |Nomalized |ttest P-alue |Nomalized |t-test P-value |Normalized |ttest Palue |Genbank Descrption
MICRO.8260.C1 490 053 0.01 0.62 018 052 0.02 071 013 138 0.08 126 019 157 008 132 0.15[NA TEJ; poly(ADP-ribos [Arabidopsis thaliana]
MICRO.1313.C1 1686 021 0.00 028 001 027 0.00 043 0.02 2.36 0.00 302 0.02 315 0.00 176 0.02|NM 127791 | 050100871300 [Oryza saiva (aponica roup)]
MICRO.2286.C62 873 017 003 022 0.19 014 005 015 001 154 0.03 249 0.00 184 002 128 0.13[NA N
bt mxlfoo 0054012, (3m scf 33 0.49 0.00 081 025 0.40 001 076 010 139 007 116 0.28 097 0.89 144 0.08[AC149301 NA
MICRO.2317.C1 560 100 0.9 062 003 085 028 056 001 153 004 127 024 L4 001 107 0.64[NA unknown protein [Arabidopsis thalianal
bt stoboocx_0040002.t3m.scf 41 034 0.00 025 0.00 054 015 172 018 106 070 256 023 5.27 0.00 32.42 0.00[NA NA
ICRO.14400.C1 894 0.45 0.00 051 0.02 072 021 069 0.08 365 0.00 271 0.00 3.40 0.00 167 0.04[NA
MICRO.438.C1 1653 0.80 0.10 066 0.01 073 0.06 138 018 143 0.04 138 011 111 057 263 0.00[BT0138: (GOP dissociation inhibitor [Nicotiana tabacum]
MICRO.5059.C1 050 0.02 069 0.10 0.60 011 076 015 180 001 164 001 167 002 111 0.60[NA
bi_mxlfo_0031103.13m scf 102 0.07 0.00 0.05 0.01 0.04 0.01 014 0.08 137 011 2.26 0.04 186 001 4.55 0.00[NA NA
MICRO.7929.C2 136 0.07 0.01 0.12 0.01 0.04 0.01 0.19 0.03 379 0.02 4.00 0.00 361 0,03 318 0.05[NA NA
bi_cswho 0062b08.13m.scf 68 0.14 0.01 0.27 0.00 0.40 0.00 0.14 0.00 4.07 0.00 278 007 3.02 003 373 0.05[NA NA
0.43 0.00 061 0.09 068 0.06 0.99 0.97 102 0.89 118 056 144 0.05 155 0.05[NA hypothetical protein Osl 000006 [Oryza sativa (indica cultivar-grou
MICRO.9105.C7 745 065 0.08 0.6 003 0.90 047 057 0.02 2.87 0.00 180 002 2.47 0.00 115 o uansferase [Solanum wberosum]
MICRO.2633.C1 702 0.6 0.04 064 0.07 068 0.09 086 0.4 L4 0.02 139 0.07 139 014 121 0.41] ABO4045: ent kaurene oxidase CYP701AS [Stevia rebaudiana]
TMDB71TV 77 0.27 0.00 0.49 011 0.43 0.03 074 0.26 132 0.14 178 002 109 0.70 128 0.38[NA NA
BF_TUBS)OX 0042D03 T3M.SCF 259 025 001 042 004 024 004 126 014 0.85 0.36 143 0.04 155 038 5.4 0.00]NA NA
T3m.scf 410 062 007 078 019 0,65 0.06 062 010 131 014 142 0.06 119 0.39 120 0.41]NA NA
432 034 0.00 0.42 002 051 010 0.76 0.28 104 081 126 012 L34 0.07 112 0.48]NA NA
MICRO.5849.C3 725 054 002 0,60 004 071 0,09 0.97 0.86 155 017 140 0.04 147 0.04 177 0.01]AC151801 inner membrane transport protein YhC [Vibrio cholerae V52]
POCCH3ITP 61 063 003 0.6 011 082 029 094 074 106 070 119 0.30 120 037 169 0.02[NM 102111 | myb-ike transcription factor 1 [Gossypium herbaceum]
MICRO.1643.C6_866 023 0.00 029 001 0.24 0.00 052 0.03 198 0.01 3.78 0.00 2.87 0.07 7.04 0.00[NA [Medicago truncatulal
TBSK02033FB05.13m.scf 117 011 0.00 0.08 0.00 0.08 0.00 0.26 0.00 2.20 0.00 251 0.00 382 0.00 1092 0.00[NA NA
BPLISE20TH 63 0.02 0.00 0.03 0.00 0.05 0.01 0.00 0.01 2.43 0.00 386 0.00 5.07 0.00 1170 0.00[NA NA
MICRO.339.C26 1241 0.07 0.00 0.21 0.02 0.17 0.00 058 0.05 147 0.08 188 0.01 173 0.01 398 0.01[NA NA
MICRO.1081.C57 303 0.33 .01 0.48 0.32 .41 0.01 031 0.05 331 0.02 345 0.04 322 0.01 319 0.00[NA NA
POCBH32TV 359 0.25 0.01 0.26 0.03 0.32 0.01 058 0.12 308 0.00 2.48 0.00 2.39 0.01 165 0.07[NA NA
MICRO.10015.C1 1103 054 0.05 0.46 0,03 0.46 0.01 064 015 183 0.01 155 0.03 1.9 0.01 164 0.03[NA [PREDICTED: similar to trophinin isoform 1 [Rattus norvegicus]
bf_arrayxoc 0034405, 7m.scf 21 015 001 022 0.04 0.06 0.02 0.38 0.26 .86 0.00 4.91 0.00 4.06 0.00 177 0.23] AF006079 dlucose [Solanum berthauli]
MICRO.9066.C3 21 0.26 0.00 0.36 001 0.25 001 0.36 004 191 0.01 2.07 0.00 2.09 0.01 153 0.0 disease resistance protein BS2 [Capsicum chacoense]
MICRO.6936.C1_657 037 0.00 057 002 063 0.05 056 0.02 362 0.03 4.56 0.01 3.30 011 356 0.02[NA [Arabidopsis thalianal
STMIB32TV_509 0.27 0.02 0.34 0.04 0.17 0.04 .67 0.32 125 0.27 162 0.04 197 0.03 184 0.03]n cytochrome P450 CYPT6ES [Glycine max]
MICRO.3155.C0 1200 0.20 0.02 0.48 0.09 047 011 0.76 .67 110 074 211 0.02 168 0.08 8.2 0.00[D0284470 | Putative DNA binding protein, identical esculentum]
bi_mxfhon 0045906, 3m.scf 202 082 0.20 0.86 0.28 081 0.16 079 0.16 157 0.03 152 0.05 143 0.08 115 0.46[NA NA
MICRO.9079.C1 751 0.04 0.01 0.15 0.02 0.07 0.01 0.25 0.06 178 0.01 2.08 0.00 194 0.01 2.06 0.02[ACI51801 n
MICRO.4619.C1 1396 116 0.38 064 0.02 081 014 0.3 0.00 183 0.01 14 0.08 169 0.01 107 0.61]AC173960 unknown protein [Arabidopsis thalianal
bi_cswhooo 0046b04.13m.scl 16 04 18 64 o 70 28.27 00[NA
MICRO.432.C14 712 49 zﬁ 1 a 56 08 60[NA
STMCC32TV 522 52| 52| 3 1. 0 oo 7 [AY303171 it resistance protein RGA3 [Solanum
f_mxfxxxx 0066c08.13m.scf 500 a7 27 o 5 77 0[NA
oo 0002€09.t3m.5cf 71 1 X14411
ICRO.11344.C3 3 2 AY960860
f_mxicxx_0037b05.13m.scl 1 7 3 A
ICRO.3271.C1 2941 protein binding [Arabidopsis thalianal
SDBNODAD20u.scf 291 7] A NA
MICRO.1643.C7 559 9 A Sulfouanserase [Medicago truncatula]
MICRO.2580.C1 1571 1 AC171736 hypothetical protein OsJ 022273 [Oryza sativa (aponica
MICRO.6.C1 100 3 3 EE AMA80357 5060612800 [Oryza sativa (japonica
b s 003908 51 11 s ) o] Janozrs T
ICRO.7174.C1 994 32 0 NA pothetical protein OsJ 007448 [Oryza sativa japonica
ICRO.1348.C1 584 67 .78 NA
Stoboox_0036d01.t3m.scf 22 3 .25 4 AK224815 A
1 .04 X 2 NA known [Petunia x hybridal
03.13m.scf 72 5 .22 .04 7 AP009299 A
bi_mxlfooc_0006h11.t3m.scf 463 .43 .00 48 K224884 A
MICRO.2286.C40_64 .30 .02 4 zﬁ A A
CSTBAANIATH 269 .04 03] 98| Q350360 'P72A56 [Nicotiana tabacum]
arrayxxx_0083d1L{7m.scf 308 X 56| 4 |NA pothetical protein OsJ 002095 [Oryza sativa (japonica
710 .04 7 sgl 4]DQ386163
.68 0 a7 4| AC122164 istone deacetylase [Arabidopsis thalianal
42] .72 . 40 17] 0[NA P82C1p [Glycine max]
044h03.13m.scf 243 37 .12 19. 2387 16] 51[NA
21 X 0o o2 05[AMA81936 | Ankyrin [Medicago truncatulal
53 X .04 .27 0| AJ617016 Li rtyl 2 psi [Arabidopsis thaliana]
a1 . .4 .08 . .56 0[NA E-class P450, group | [Medicago truncatula]
X000 0061G12_T3M.SCE 238 .31 .01 .4 47 7] 1 2| NA NA
. .01 ¢ 21] 2 4. 4. o] 7] IN:A protein kinase C inhibitor-like protein [Arabidopsis thaliana]
.2 X .00 .2 X 32| L 2 4 2 187014151 STL2P (SEC12P-LIKE PROTEIN) nucleotide binding [Arabidopsis thalianal
.5 .11 .16 .7 .1 85 L L1 4 7 1 9| X84695 [Capsicum annuum]
.5 .18 .7 .2 1 27 7] 152 15.29 0 75 3[NA NA
.4 .01 .0 .4 .0 6 7] 141 2 3 57 CT9906: transferase, transferring alycosyl groups [Arabidopsis thaliana]
.6 .08 . .1 .8 .44 o 7] 106 8 9 NA NA
.9 .82 .4 .0 .00 188 7 7] DQ274179___|Polyprotein, putative [Solanum demissum]
.5 .12 .5 .0: .19 4 141 7] 6 4 NA NA
.4 .01 .5 .0 .04 o 121 14 8 Ex| AMA37219___| ATP binding / ATP-dependent helicase/ DNA binding / helicasel nucleic acid binding / protein binding / ligase/ zinc ion binding [Arabidopsis thaliana]
1 201 .6 .5 .17 150 02| 3 a7 NA A
[bE iwootxx_0040h12.13m.scf 305 .21 .1 11 164 106 67 357 NA
[TBSK02660FF08.13m.scf 76 .12 .1 .00 0.23 3.4 o1 EE Catalase (CaCatl)
MICRO.3778.C1_491 .05 .0 X .00 013 4.4 o1 8 Ribosomal L22e protein [Medicago truncatula]
MICRO.16675.C1 562 57 .61 .6 .08 10 12 22 1 7 LK L 11[NA A
MICRO.11256.C1 744 .14 X .14 X .1 .01 54 57 6 %) 5 7.9 2.4 3[NA NA
BF_CSCH000 0009H11.T3VLSCF_269 .64 .01 .71 .04 .8 .14 45 ) 1 %) 2 2.2 L5 NA
MICRO.7554.C1 663 .66 .05 .68 .18 .5 .08 74 50 131 43 1 L7 1.8 unknown protein [Arabidopsis thalianal
MICRO.979.C1_1009 .07 .01 .15 .01 .1 .01 2 10 2 %) 265 2.4 2.4 0 [NM_001058333 |0 [Oryza sativa (japonica cultivar-group)]
POACS14TP 907 .99 .91 .65 .07 .6 .13 070 08 5 %) 100 2. L3 7| AF092913 cytochrome P450-dependent fatty acid hydroxylase [Nicotiana tabacum]
MICRO.2457.C1 626 .82 .18 .60 .02 .71 .08 10 52 10 89 0.99 127 2.0 0| AJ718001 Ribosomal protein L1 [Medicago truncatulal
m.sof 149 .39 .04 .70 .37 .63 .04 30 %) 25: %) 199 174 5 L6 4 [NA
BF_CSCH)00X 0016809, T3V, SCF_680 57 .01 .62 .02 .75 .10 65 04 13 08 145 160 2 144 7 [NA NA
MICRO.1081.C43 2249 .50 .61 17 .66 .02 50 o1 18 02 167 141 9 187 2| AP00S271
MICRO.5813.C3 492 16 11 .05 .20 .04 66 34 2.61 [ 148 179 6 2.68 Peptide chain release factor eRF/aRF subunit 1 [Medicago truncatulal
MICRO.5148.C3 760 .28 .28 .08 .25 .01 36 16 151 03 184 5 154 5 149 11| AF265664 NA
POAD767TV_188 .29 .28 .02 51 .09 71 17 227 o1 2.00 0 201 3 128 27[NA NA
BF_TUBS)0X 0039D08_T3M.SCF 21 .24 X .44 .01 .36 .00 84 2 150 17 2.06 0 192 L 350 NA
POACH7OTV_01 .68 .24 .61 .01 .62 .01 48 o1 162 06 183 2 201 L 201 00[NA NA
1100 0.27 0.00 0.29 0.00 017 0.00 022 001 252 0.00 195 0.00 2.09 0.00 2.47 0.00[NA NA
MICRO.5825.C2 1041 066 0.05 0.46 0.01 0.59 0.02 0.47 027 266 001 166 0.04 176 0.08 149 0.19|AY196158 NA
bt_mxlfxoo_0023c03.3m.scf 345 053 0.00 060 0.02 063 001 043 0.00 6.36 0.00 463 0.00 .09 0.01 167 0.02[NA NA
MICRO.2286.C53 1424 014 0.00 018 0.00 015 0.00 023 003 3.00 001 275 001 265 0.00 217 0.01]NA NA
MICRO.1865.C3 720 051 005 0.43 003 038 0.02 055 015 144 0.05 130 018 207 0.00 147 0.12[NA [NBS-LRR type resistance protein [Beta wigaris]
MICRO.11378.C1 1242 077 011 0.48 0.08 0.45 0,03 092 074 174 001 174 012 180 003 272 0.00[NA 05060571100 [Oryza safiva (japonica culivar-groug
POABXG6TV_752 0.07 0.00 011 0.00 012 0.00 017 001 2.03 0.00 2.0 0.00 251 0.00 4.22 0.00[NA NA
bf_cswhooo 0002505 t3m.scf 175 034 0.00 035 001 0.40 001 001 0.60 187 0.01 119 032 158 001 2.20 0.02[NA calmodulin binding [Arabidopss thalianal
MICRO.7120.C1 1178 0.46 011 050 005 035 004 Loa 087 167 0.02 103 0.87 1.30 0.22 139 0.19[NA A
MICRO.331.C136 1 018 0.00 0.16 0.00 0.18 0.00 037 0.01 2.06 0.00 2.27 0.00 187 0.00 189 0.01|AC149291 NA
383 059 0.07 043 0.07 066 0.08 056 0.09 4.4 0.00 308 0.02 2.74 0.00 119 0.42|AJ43999: NA
STMIH22TV_432 029 0.00 041 0.00 054 011 0.49 005 2.3 001 3.23 0.01 171 0.25 2.67 0.05|CU01206 'SCPLaa; catalytic/ serine [Arabidopsis thaliana]
MICRO.6059.C5 522 0.46 0.00 058 0.09 054 0.02 056 0.06 164 0.02 153 0.05 157 0.02 136 0.1 NA
MICRO.11483.C1_568 053 0.00 066 0.07 082 0.20 0.60 0.03 154 0.27 1.90 0.00 264 0.00 331 0.00[NM 102177 __|F26F24.12 [Arabidopsis thalianal
MICRO.1244.C1 606 0.26 0.00 043 0.02 0.42 001 0.41 0.00 5.07 0.00 7.24 0.00 512 0.03 4.65 0.0: hypothetical protein [Arabidopsis thalianal
BF_TUBS)000 0032802 T3M.SCF 427 057 0.20 0.4 004 031 0.00 039 001 117 028 140 025 105 079 123 0.21]NA NA
BF_LBCH)0OX 0053F05 T3.SCF 56 0.48 001 082 022 065 003 103 0.80 118 022 178 007 135 032 271 0.00[NA NA




MICRO.332.C3 960 077 021 085 034 061 002 039 001 201 0.00 143 004 130 000 114 [0 40S ibosomal protein S5 [Capsicum annuum]
STWHC24THE 443 0.45 015 051 021 0.4 003 0.24 001 202 0.00 142 013 168 001 154 0.24 ] AF406697 BEL1related homeotic protein 5 [Solanum tuberosum]
MICRO.331.C20 82 024 0,00 034 003 026 0.02 038 012 158 0.04 183 0,05 148 0.06 213 0,01 [AF265664
STMIAGETY 62 0.26 0.00 035 001 027 001 035 0.05 1142 0.00 508 0.00 674 0.00 205 0.01]nA
MICRO.335.C2 1852 038 0.00 037 0.02 0.39 001 0.48 0.04 177 003 146 0.10 168 0.02 150 0.05|Av182168 ATPDIL1-4; electron transporter isomerase! thiol-disulfide exchange intermediate [Arabidopsis thaliana]
MICRO.1081.C47 84; 0.10 003 0.19 0.06 014 0.00 014 0.01 308 001 331 0.00 165 001 4.89 0.02[NA NA
MICRO.14379.C1 1085 033 001 0.4 003 032 0.02 0.41 0.07 2.15 0.00 Lo 001 2.02 001 151 0.11] AMA5441 Drotein binding [Arabidopsis thalianal
bf_Swstoooc 0054h03.13m scf 601 087 0.41 065 014 064 0.10 057 018 2.48 0.00 161 0.06 151 0.08 197 0.03[NA NA
MICRO.2611.C1 1504 0.27 0.02 022 0.00 0.20 001 036 004 379 004 5.87 001 7.00 0.00 138 0.09]Us8507 pyrase precursor (A (Adenosine (ADPase) (A
MICRO.9036.C1 784 0.40 0.00 038 003 061 003 112 074 110 0.46 124 057 Lo 0.00 297 0.00[NA NrA-like [Medicago truncatulal
MICRO.2064.C4 349 035 001 059 0.05 079 056 102 0.90 120 030 115 0.60 137 054 189 0.02]NA Pyridoxal-5-phosphate-dependent enzyme, beta subunit [Medicago truncatulal
MICRO.12606.C1 446 0.20 0.00 0.28 0.02 0.22 0.01 0.40 0.06 2.15 0.02 263 0.04 211 0.04 267 0.00[NA
Scf 610 035 0.00 032 002 032 0.00 0.56 0,05 214 0.00 170 001 165 001 163 0.03] AF119040 NA
1 489 018 001 0.28 007 014 0,03 018 014 152 0.07 268 0.00 193 001 365 00! NA
MICRO.11497.C1 749 057 0.00 0.47 .01 066 0.03 088 0.40 151 0,02 120 027 152 0.02 46 0.04 [ AMA2494 o [Oryza sativa (aponica culthar-grou
MICRO.187.C2 212 0.10 0.00 0.16 0.00 034 0.08 160 0.07 0.04 073 250 021 6.64 0.00 0.00[x77373
bi_iwoobxx 005708 13m 0.42 0.03 061 0.03 066 0.03 057 0.03 212 002 149 0.06 177 0.00 o unknown [Arabidopsis thalianal
BF_LBCH)OOX 0018H10 T3M.SCF 147 037 002 044 001 053 001 037 0.02 4.08 0.00 358 001 2.3 0.04 o NA
MICRO.2286.C29 1 0.06 0.00 0.14 0.00 0.09 0.00 0.14 0.01 4.10 0.00 381 0.00 381 001 0.00[NA
MICRO.165.C11 970 0.44 0.00 0.47 0.00 066 0.03 069 0.30 183 0.00 138 0.05 181 0.00 0.00]U75694 'SRELD [Solanum tuberosum]
MICRO.6224.C: 059 0.01 037 0.00 0.39 0.00 032 001 4.29 0.00 231 0.02 2.46 0.00 0.00]DQ274179 | Polyprotein, putative [Solanum demissum]
MICRO.10199.C2 511 023 0.00 0.23 0.00 021 0.00 0.4 0.01 2.27 0.00 202 001 214 0.00 0.02[NA NA
1 0.45 0.00 059 003 055 001 108 0.65 130 0,09 130 0.10 087 0.40 0.05]NA
bi_arrayxo 0012602 17m.scf 61 0.48 0.05 051 012 031 0.00 0.64 0.06 2.47 0.00 2.00 001 L85 0.02 0.01[AMATI678 | Actin/actindike [Medicago tuncatulal
BF_LBCH)XOX 0004F09 T3VLSCF 562 035 0.15 0.39 0.06 0.30 0.02 063 0.23 128 0.18 171 0.02 182 0.02 0.01[NA NA
bf ivooxx_0023a09.t3m.scf 562 034 0.00 034 001 025 0.04 0.26 0.02 2.17 0.00 2.41 0.00 254 0.06 0.00[NA calcium ion binding [Arabidopsis thalianal
MICRO.7528.C1 769 071 0.04 0.80 0.18 0.89 0.38 004 0.66 138 0.06 136 0.05 136 0.06 0.01[NA NA
CSTSBAITH 700 0.83 0.19 0.44 0.00 054 0.15 0.44 0.03 6.60 0.00 2.8 0.01 253 0.00 0.72]NA BURP [Medicago truncatulal
bi_Ibchxo 0057e10.13m.scf 179 0.45 0.00 0.41 0.00 0.41 0.00 0.29 0.00 2.12 0.00 197 0.00 197 0.00 0.01[BT01400 NA
MICRO.1225.C2 31 0.68 0.01 065 0.02 063 0.01 053 0.01 157 0.01 130 0.10 139 011 o helical [Medicago truncatula]
MICRO.17672.C1 254 021 0.00 0.40 0.18 0.18 0.01 054 0.07 116 031 178 0.23 117 031 0.20[AP009361 NA
CPROSLETH 1 061 0.01 058 0.03 072 0.07 061 0.02 135 0.07 159 0.02 178 0.01 0.10[NA NA
BF_TUBS)OX 0065EQ4 T3M.SCF 1 074 0.22 064 011 081 0.24 0.49 0.06 175 0.02 2.13 0.01 168 0.02 0.50[NA NA
MICRO.3024.C5 395 053 0.00 069 011 074 007 067 0.06 141 011 187 0.01 149 0.04 0.02[NA hypothetical protein OsJ 018903 [Oryza sativa (aponica
MICRO.12140.C1 423 063 002 0,65 007 074 011 0.04 015 151 0.03 126 014 126 0.17 0.08[NA protein kinase [Malus x domestical
MICRO.2286.C01 1360 0.13 0.00 0.19 0.01 0.13 0.01 0.26 0.04 345 0.00 2.48 0.00 253 0.00 0.00[NA A
MICRO.3564.C2 777 0.64 0.00 056 0.02 0.66 0.02 058 0.01 137 0.04 125 021 137 0.02 0.04[BT013178 o [Oryza sativa (aponica
MICRO.9460.C2 1243 053 0.00 0.67 0.03 074 007 091 058 110 0.48 125 014 137 0.03 0.01[AMA48409 | carboxylic ester hydrolase/ catalytic/ hydrolase [Arabidopsis thalianal
bt stobooox_0060a12.t3m.scf 655 030 0.01 0.37 0.04 058 0.06 0.88 064 341 0.00 130 0.25 2.24 0.00 0.28[NA NA
03 3 66| 1 60 ) 8 ) 6 2 11]NM 116026 |aldose 1-epimerase [Arabidopsis thalianal
12] 9 7 85 o1 06 5 IEILY NA
7 3 1 13 33 | 6 04[NM 005273 |G protein beta 2 subunit [Rattus nonegicus]
14 a6 o7 7 7 16[N NA
6 27 o1 0 5 [AF082891 isoform 1 [Solanum tuberosum]
bxxxx 005712.t3m.56f 569 2 o1 9 v NA
/BS)0X 0050805 T3M.SCF 171 7] 9 0 3 N NA
MICRO,6780.C4_1 7 37 s a7 A1225048 17.6 kDa class | hea shock protein (Hsp20.0)
MICRO.10137.C2 1119 8 1;] BA000042 ATPKS, phosphatase [Arabidopsis thaliana]
MICRO.18339.C1_690 9 7 2 N
MICRO.3807.C1 710 Z1 a7 AB192882 ot chain [Solanum tuberosum]
ICRO.11936.C1 1438 1 36] N
MICRO.12123.C1 64 64 44 16] 193776
MICRO.7929.C1 557 2 2 2 4 99 N
ICR 1069 0 7 75| X % .0 42 U3gaad inositol 1 (MPase 1) (MP 1) (inositol-1(or 1)
BF_LBCH)0OX 0024C11_T3M.SCF_41 . X .37 .3 7 4 N A
ICRO.1193.C2 1223 .04 .68 .5 5 o] 8 1451749 a saiva (japonica
ICRO.17811.C1 1024 .14 .87 .19 o N drolase [Arabidopsis thaliana]
POACITP_841 .04 7 5 5[\ A
artayxxx_0093c0L3m.scf 378 .02 X 72 AF153195 A
MICRO.10297.C1 865 .02 .00 # NA A
[SDBNoDaI6u.Cf 149 .41 X 75| BT014077 contains similarty to protein Il [Arabidopsis thaliana
[MICRO.14098.C1 1335 70 AC174607 NA
MICRO.15836.C1 746 7] [nA Junknown protein [Arabidopss thalianal
089H10AF.esd_557 0 3 I% TIRNBS-LRR disease protein [Populus balsamifera]
MICRO.5245.C3 796 o4 . 0 BT014018 putative protein kinase [Nicotiana tabacum]
STMINOLTV_198 7 . .14 oo NA NA
|ACDA00788B08. T3 scf 235 9 .64 .05 X NA NA
MICRO.1081.C12_1098 0 X X .41 .02 . Y AC151804 NA
MICRO.1507.C1_1037 .61 .01 .51 .01 .54 1 F¥i| M472211 [Arabidopsis thaliana]
MICRO.1860.C1_1245 .02 53 .08 .5 6 8.49 NA NA
CSTA34L23TH 310 . .03 .80 .27 .6 0 127 AMA47070___|unknown protein [Arabidopsis thaliana]
STMGM72TV_61 .4 .01 .43 .04 .4 2.80 AP009279 precursor (ACOAT) (AOTA)
bf_iviootxx_0038g0913m.scf 207 .2 .01 54 .04 .4 s NA NA
MICRO.1081.C66 329 1 .01 .34 .04 .4 1L 3 |N:A Ina
STMEUISTV 746 .6 .01 .72 .10 .7 8 1 BT013985 TEJ; poly(ADP-ribo; [Arabidopsis thaliana]
[bf_suspoxo 0033d07.13m.scf 2 .01 .34 .04 16 2 NA NA
[MICRO.10565.C1_681 .04 .69 .06 .71 o1 1 NA NA
MICRO.2685.C3 902 .00 53 .01 .63 o 1 7 NA NA
MICRO.11023.C2_ 1535 ¥ .04 .24 .02 .21 o ) 8 C149300 FAD linked oxidase, N-terminal [Medicago truncatula]
MICRO.1022.C2 1144 .74 .05 .55 .08 .81 4 1 2.1 77' [NM_001061687_|unknown protein [Arabidopsis thalianal
MICRO.14321.C1 641 .12 .00 .13 .00 .09 19 o 2.6 o] 2] NA NA
BF_TUBS)000 0030E11 T3M.SCF 356 .25 .01 .61 .11 .31 X 51 1 L6l o7 4 37 NA NA
MICRO.432.C15 653 .91 .35 71 .05 53 .1 51 [ 6.1 [ a4 0 37 121 NA hypothetical protein MUDRAFT. [Medicago truncatulal
bi_cswhyooo 006512.3m.scf 278 .23 .01 .36 .04 .24 .0 76 4 144 08 o7 0 51 L 2.65 NA unknown [Solanum tuberosum]
BF_TUBS)0X 0012H10_T3V.SCF 122 11 .01 .10 .04 .20 .0 2 o 277 %) Lol 2 62 L 302 NA NA
MICRO.8564.C2 315 45 .01 57 .02 .68 1 61 0 130 o7 121 a1 1.2 1 123 NA unknown protein [Arabidopsis thalianal
MICRO.8318.C1_812 .64 .02 .66 .08 .73 .0 122 30 119 30 115 29 1 2 2.27 o a sativa aponica cultivar-group)]
MICRO.2708.C1_885 .78 10 .73 .15 .96 50 o1 2.61 [ 1.09 57 2 0 100 transferase, transferring glycosyl groups / transferase, transferring hexosyl groups [Arabidopsis thalianal
MICRO.12952.C1 357 .25 .11 .39 .01 .42 ) 55 191 %) 123 o 1 211 1[NA o: ativa (japonica cultivar-group)]
MICRO.3155.C8 1331 .36 .00 .37 .00 .39 X 92 62 125 15 143 6 2 472 0[DQ284470___| Putative DNA binding protein, identical esculentum]
MICRO.16373.C1_692 .46 .01 .56 .11 .60 .21 a7 10 193 o1 175 2 4 9 [NA
bf_cswhyoo_0032q06.13m.scf 84 .68 .05 .7 .08 .71 .02 78 10 160 14 2.09 2 3 4 |NA NA
MICRO.9632.C1 758 .99 .5 .38 .85 .24 59 o1 154 03 197 117 7 5[NA unknown protein [Arabidopsis thalianal
BE_LBCH)0OX 0002D10_T3M.SCF 163 .56 .3 .01 59 .13 a1 02 265 %) 2.26 282 7 1[ACI5180 NA
POCDC28TV_378 .54 .7 .11 .60 .08 69 08 162 02 191 156 4 5 1[BT013909 catalytic [Arabidopsis thalianal
MICRO.5980.C2 516 .66 .6 .05 52 .01 111 55 0.89 53 116 145 7 9 coclaurine [Arabidopsis thaliana]
MICRO.2286.C54 916 .12 X .21 .06 .14 .01 0.26 ) 3.49 %) 2.50 315 0 181 3[NA NA
MICRO.1685.C2 680 0.09 0.00 013 0.01 012 001 054 0.05 2.20 0.00 194 0.00 2.32 0.00 2.28 0.00[NM 122153 | protein binding / zin ion binding [Arabidopsis thaliana
MICRO.409.C7_117 0.24 0.02 036 0.00 0.41 0.00 050 001 2.48 0.00 235 001 353 0.00 4.00 o [ADP-ribosylation factor [Capsicum annuum]
MICRO.8766.C1 397 103 082 055 0.02 0.63 0.03 053 001 270 0.02 205 0.01 173 0.02 0.99 o
POCAGY0TO_246 0.29 0.00 033 004 037 0.02 033 005 4.39 0.00 333 0.00 384 0.00 212 0.01[NA NA
bt_cswhyooo 0014b0Lt3m.scf 310 0.28 0.00 033 001 0.24 001 0.42 0.02 342 0.00 316 0.00 3.23 0.00 2.23 0.01[NA NA
MICRO.14375.C1 872 0.44 0.02 067 0.45 038 004 0.80 0.49 152 0.06 1.89 0.02 147 0.07 132 0.35]NA [EMB1687; ribonuclease P/ ribonuclease [Arabidopsis thalianal
MICRO.6879. 017 0.01 0.26 003 015 001 0.30 011 3.84 0.00 2.32 0.00 2.00 0.00 1.69 0.07[BT012792 calcium dependent protein kinase [Solanum tuberosum]
MICRO.5133.C1_640 037 0.00 0.4 0.02 0.46 0.00 073 0.10 186 0.04 154 0.03 182 0.00 147 0.08[CU07430 A
MICRO.2286.C111 541 062 0.01 069 005 0.8 036 069 0.06 136 005 130 012 145 0.02 139 0.08[NA NA
BF_TUBS)000 0012803 T3M.SCF 304 0.42 0.02 051 0.06 0.41 001 0.49 003 195 001 195 0.09 201 001 189 0.01[NA NA
TBSK04052FB0B.13m. scf 172 014 0.00 0.24 017 036 014 022 0.04 2.03 003 4.4 0.00 257 005 503 0.0 NA
MICRO.11217.C: 0.10 0.00 005 0.00 0.06 0.00 0.08 0.00 .46 0.01 4.21 0.00 .01 003 3.54 0.02|NM_001057390 | Ribosomal protein S21e [Medicago truncatulal
MICRO.6126.C1 669 0.20 0.02 0.47 001 068 0.07 106 073 171 0.08 138 012 167 0.08 2.10 0.01BT01399: Iniiation factor elF-4 gamma, midde; Initation factor elF-4 gamma, MAS [Vedicago truncatula)
MICRO.12901.C1 745 062 001 076 011 076 0.09 132 0.08 0.85 0.28 117 0.25 150 0.04 266 o
BF_TUBS)000 0019A03 T3M.SCF 246 050 001 0.40 0.02 069 0.06 052 005 144 005 131 0.10 169 002 130 0.18]NA NA
MICRO.2144.C2 1486 0.35 0.01 036 001 033 0.00 034 001 251 001 3.59 0.00 321 0.00 4.57 0.00[NM 179662 | Probable i jutamyl-phosphate reductase, chioroplast precursor (AGPR) (N-acetyl-glutamat (NAGSA
BF_LBCH)00X 0044B10 T3M.SCF 571 035 0.00 057 0.02 0.49 0.06 0.08 0.90 105 078 128 014 147 005 2.38 0.0




BF_LBCHXOOX 0016C05 T3M.SCF 217 032 001 030 005 024 002 057 024 317 0.00 272 002 202 0.00 201 0.02]NA NA
MICRO.2560.C3 1123 0.45 0.00 055 0.02 066 004 036 0.00 178 001 2.25 0.00 2.46 0.00 Le8 0.01[AMAZ4577 [Oryza sativa (aponica -qroup)]
MICRO.13833.C2 200 037 0.00 0.39 0.00 0.45 0.00 117 024 104 070 123 022 139 0.02 3.35 0.00| A124585: external rotenone-insensitive NADPH [Solanum tuberosum]
MICRO.2286.C45 872 028 0.08 021 0.00 016 0.00 034 001 243 001 2.08 0.00 199 0.00 137 0.13[NA NA
MICRO.12400.C2 373 017 0.00 0.29 0.00 0.3 0.06 034 001 4.10 0.00 5.20 0.00 4.06 0.04 4.19 0.01] 7178 Hypothetical protein [Arabidopsis thaliana]

MICRO.12772.C1 371 086 025 064 003 077 011 066 003 152 003 177 001 172 001 150 0.04[BT013511 ATPDIL1-6; electron transporter! thiol-disulfide exchange intermediate [Arabidopsis thaliana]
BF_LBCH)00X 0031C07 T3M.SCF 366 021 0.02 033 0.00 029 0.00 038 001 255 001 332 001 2.39 0.00 2.10 0.01]NA NA
MICRO.1137.C1 1015 084 058 073 050 079 071 063 025 159 0.06 196 0.28 167 0.10 156 0.23[NA Protein kinase [Medicago truncatuial
bt mxfixo 0050hOL (3m scf 520 032 0.00 066 012 054 003 095 072 189 018 321 001 2.4 0,05 517 [0 NA
bf_cswhooo 0051h05.13m.scf 42 058 0.00 043 001 076 0.08 0.8 085 144 0.08 0.0 055 175 001 2,60 0.00[NA NA
BF_TUBS)OX 0022C12 T3M.SCF 338 013 001 015 003 014 002 043 0.06 3.00 0.02 3.46 0.00 324 001 312 0.03[NA NA
TELTK14TH 0.82 0.16 0.45 0.00 0.44 0.12 035 0.03 611 0.00 332 0.00 254 0.00 112 0.46[NA [RD22 like protein [Vits vniferal
MICRO.3564.C1 1072 062 0.01 0.42 0.00 056 0.00 035 0.00 2.20 0.00 177 001 198 0.00 193 0.00[BT013178 o [Oryza sativa (japonica cultivar-grou

(098HOBAF esd 634 058 0.00 058 001 052 0.00 109 051 103 082 139 0.28 161 001 6.18 o unknown [Solanum tuberosum]
bi_arrayxo 0015008 17m.scl 141 015 0.00 024 0.00 014 0.00 0.29 001 175 001 178 001 183 001 215 0.00]NA A
MICRO.10155.C1 1113 013 0.00 0.27 0.08 0.00 0.02 0.26 011 285 0.07 2.49 0.07 328 0.05 2.40 0.21]u71107 S-adenosylmethio homolog [Nicotiana tabacurm]
MICRO.2286.C24 866 0.26 0.00 0.42 0.02 034 0.01 0.29 0.05 652 0.00 4.08 0.00 4.42 0.00 211 0.02[NA NA
109E 11AF esd 262 021 007 020 016 0.20 002 0.42 011 2.48 0.01 251 0.00 217 0.00 181 0.04[BT013258 o [Oryza sativa (aponica culthar-grou
bi_stoboocx 0035109 13m scf 76 021 0.00 0.29 0.00 0.46 0.06 053 0.16 156 0.02 174 013 231 0.00 337 0.00[NA NA
MICRO.6688.C1_1002 035 0.01 063 051 031 0.02 0.49 011 149 011 225 011 196 0.03 1.80 0.02[NA unknown protein [Arabidopsis thalianal
MICRO.15284.C1 39 050 004 052 001 047 001 011 0.00 4.00 0.00 257 002 339 0.00 187 0.08[AJ133601 [Solanum
bi_acdaocx 0060010.13m.scf 409 053 0.07 0.48 0.00 0.43 0.08 037 0.02 515 0.00 2.60 001 139 047 217 0.09[NA nucleoporin [Lotus japonicus]

MICRO.10720.C2 566 0.80 0.00 052 0.01 052 0.01 057 0.04 315 001 184 0.04 168 0.07 150 0.04[NA ent kaurene oxidase [Prunus persical

MICRO.12079.C1 920 057 001 080 029 073 010 0.96 0.80 097 0.86 2.02 0.04 145 0.07 186 0.01]NA

MICRO.2286.C76 1794 016 0.01 0.16 0.04 0.05 0.03 0.19 014 369 0.00 2.95 0.05 314 0.01 2.30 0.01[NA

MICRO.6877.C3 114 035 0.00 0.42 0.00 054 0.00 075 0.09 155 0.03 186 0.05 241 0.03 404 0.00[X64399 C-7 [Nicotiana tabacum]

BF_TUBS)00X 0066605 T3M.SCF 316 0.18 0.00 0.34 0.01 0.38 0.01 0.42 0.05 168 0.02 172 0.01 169 0.03 2.40 0.00[NA NA

b mxlfxo_0060a09.13m.scf 190 039 0.01 050 0.06 051 0.07 078 0.44 2.16 0.01 252 0.00 128 0.23 2.05 0.02|Cu21084 NA

MICRO.1508.C1 581 039 001 0.42 0.08 035 0.04 0.10 0.27 2.40 0.05 345 0.00 2.58 0.00 5.66 0.00[NA Similar to Kinases [Arabidopsis thaliana]
S TMGUSOTY 0.84 0.37 056 0.03 056 0.05 050 0.05 191 0.02 136 011 160 0.05 119 0.44]NA NA

STMCISSTV 373 0.28 0.03 056 0.33 0.33 0.05 0.45 0.05 3123 0.00 2.2 0.00 1684 0.00 2.10 0.25U229; Polyphenol oxidase B, chioroplast precursor (PPO) (Catechol oxidase)

MICRO.250.C1 1275 0.69 0.05 0.48 0.08 0.86 0.28 071 0.06 165 0.01 131 0.21 138 0.03 176 o ribose phosphate [Arabidopsis thaliana]

MICRO.17350.C1 657 035 0.02 055 0.13 0.42 0.04 013 0.37 179 0.02 163 0.03 184 0.02 152 o protein DRP1. [Medicago truncatulal

MICRO.2286.C83 837 0.16 0.00 0.22 0.07 0.15 0.01 0.27 0.04 356 0.00 2.87 0.00 310 0.00 2.03 0.02[NA NA

CSTASPISTH 219 0.07 0.00 0.09 0.00 0.05 0.00 0.00 0.01 257 0.00 2.46 0.00 2.46 0.00 253 o NA

MICRO 13589.C4 392 0.29 0.04 035 0.05 0.29 0.04 0.89 019 167 0.10 174 0.02 2.10 0,05 264 0.00[NA NA

MICRO.1081.C17 1825 061 001 075 0.26 084 017 055 0.00 189 0.00 151 0.20 156 0.02 188 0.05| APO0S271. 'DNA binding / nucleic acid binding [Arabidopsis thalianal

MICRO.432.C7_672 093 0,69 0,65 0.06 053 0.13 0.43 0.08 6.96 0.00 3.47 0.00 2.58 0.00 117 0.35[NA [BURP-domain containing protein [Plantago major]

PPCCS52TH 663 056 0.03 081 0.39 071 0.20 0.46 0.01 2.39 0.04 2.43 0.06 164 017 279 0.01[NA NA

MICRO.206.C11472 a7 L 21 19 o 53 0 76 .00 3 0 04[NA NA

CSTE21F10TH 637 63 | 83 1 45 37 7 3 1 93'_#«

061FO2AF esd 475 Q‘ 7 70 6 26| 8 1 8 47[NM 120741 unknown protein [Arabidopsis thalianal
|ACDA04831C07.T3m.scf 21 57 7y 7 7 s1] 1 00[NA NA
MICRO.15425.C2 1257 13| 2 8 50| 03|Av240231 subunit precursor isozyme 3
MICRO.8889.C1 623 64| 54, 1 55| i7[NA protein [Arabidopsis thaliana]
TBSK02433FC09.3m.scf 324 04| 7 3 U30388
POCDD9GTV_462 28] 0 4 N
MICRO.5410.C1 710 7 7 04 2 7 a AP009358 plastid RNA polymerase [Arabidopsis thaliana]
MICRO.12374.C1 703 5 3] 04 g| 1 a v
MICRO.12521.C1 698 8 7 2 7 N 05020129000 [Oryza sativa (japonica
cPRO3CTTH 7t o] 83] 1 AP009271 NA
MICRO.12664.C2 253 27 6] 7 7 AY737315 putative protein [Solanum tuberosum]
MICRO.6658.C2 1677 0 63] 2 BT014206 leotide binding [Arabidopsis thaliana]

CSTBA211TH 300 X 14 .33 17 8 NA
SDBNOOLLOSu.cf 399 .24 60 .01 2 1 NA
[bE mxfhocxx 004901 13m.scf 159 . .69 55 .04 oo NA
[STDB002G 13u.scf 383 .13 .36 .69 .02 C149290
ICR 1 556 7 o] .64 .21 N inteqrin, beta-like 1 [Danio refio]
0033F09_T3M.SCF_247 0 .03 . .04 .00 6 N A
ICRO.10277.C1 412 2 .08 .04 .29 .10/ 7 N hypothetical protein [Arabidopsis thalianal
ICRO.2349.C2 694 Z . .07 .27 .18 .27 AMA64858 T-A70 [Medicago truncatula]
ICRO.2286.C107_376 48 .54 .0 .32 .00 4 N
02.t3m.scf 381 o] .79 .34 8 N
1141 q .00 7] AC151801 ort-chain SDR [Medicago truncatula]
747 17 .39 T 1 N
LA03u.scf 346 1] X .07 2| 0[N
293.C5_1041 77 .24 . 27 7|AMA57718 | hypothetical protein MUDRAFT_AC146572152 [Medicago truncatula]
84 55 .06 .4 46 N tochrome P450 [Petunia x hybridal
1.C65 113 .12 X .07 1 2 AP009271
.25 .01 .04 7 1 8 cU329701
14 .02 51 L 1 4 4 NA
3 492 .08 8 0 2 0 1
66 11 X a7 1. 1 8
1184 . .00 .4 08 144 4 o
341.C1 312 ¥ .4 .01 .3: o1 2.86 02
13.C2 691 .1 .31 .08 .21 1 306 7 a4
1567.C1 997 .3 .47 .00 .43 X 1 2 152 6 9 M 112083 [Medicago truncatula]
668 .4 .45 .02 .42 .01 54 2 194 L
booc_0039106.13m.cf 120 .2 .18 .01 .23 .00 50 o 378 0 oo 4
b0 0066104.13m. scf 630 .4 X .74 .04 .61 .04 7 1 150 7] 7 84 AC149287
1081.C61 557 .4 .01 .80 .20 .80 .12 6 o 284 5 2 4.13 AP009271
12973.C1 826 .31 .04 .27 .06 .27 .03 4 a4 164 12 4 9.76 symporter [Arabidopsis thaliana]
92.C: .33 .02 .40 .05 .35 .02 6 2 183 o1 197 1 1 152 4| AP009271 unknown protein [Arabidopsis thalianal
TB45D22TH 317 .14 .01 16 .01 14 .01 6 03 2.00 o1 180 2 3.04 2.64 0[NA NA
MICRO.1681.C7 547 .83 .12 .8 .14 .80 .18 1 15 151 02 122 4 113 163 NA NA
MICRO.7496.C1_1141 .29 .00 .3 .04 .31 .01 4 09 154 ) 2.08 1 201 2.45 NA o N-terminal [Medicago truncatula]
MICRO.14751.C4 464 .28 .00 .4 .01 .35 .00 4 o1 2.0 0 2.04 1 191 159 NA consened hypothetical protein [Medicago truncatulal
POCAY8ATP 876 .27 .01 .3 .04 .32 .04 3 06 5.1 %) 4.43 0 370 268 NA NA
bi_mxfbooo 0013008, Bm.scf 21 14 .00 17 .01 11 .00 2 o1 1 02 192 1 2.08 222 CI5181 NA
MICRO.6372.C1 796 .79 .25 .96 .81 .90 51 7 19 1 20 136 2 L4 5 104 5|NM_123012___[unknown protein [Arabidopsis thalianal
bf_mxlfxoo_0073b06.13m.scf 108 .28 .01 .35 .00 .43 .08 85 45 1 23 251 0 19 1 2.30 NA
MICRO.2685.C1 426 .28 .00 .46 .01 57 .01 85 27 1 03 179 5 19 2 2.81 0[NA NA
MICRO.11794.C1 874 .46 .01 .62 .09 52 .05 68 40 2 %) 2.21 0 2.3 0 129 NA NA
MICRO.10562.C1 818 .47 .08 .71 .22 .63 .01 40 %) 17 o1 171 1 L4 4 175 NA NA
MICRO.1134.C4 1401 .46 .00 .46 .00 .36 .00 48 [ 157 02 215 0 L7 0 2.29 protein kinase SAPKB-like protein [Solanum tuberosum]
MICRO.6668.C3_262 45 .01 .52 .04 .48 .02 70 10 158 05 153 3 181 L 140 NA ATP binding / kinase/ protein Kinase/ protein kinasel protein-tyrosine kinase [Arabidopsis thalianal
MICRO.1081.C46 132 .28 .00 .43 .08 .29 .01 a1 o7 4.8 ) 5.3 7 412 7 5.75 AP00S2TL NA
BF_TUBS)000( 0049802 T3W.SCF_422 0.25 0.00 035 0.00 036 0.00 025 0.00 101 001 2.10 0.00 173 0.00 191 0.00[NA NA
MICRO.56.C1 254 023 001 0.28 001 034 0.00 058 053 144 0.07 164 011 179 0.01 2.37 0.00[NA NA
MICRO.11101.C1416 085 025 066 004 074 0.08 102 0.89 0.96 019 1.09 0.53 126 023 197 0.01[NA unknown protein [Arabidopsis thalianal
MICRO.2286.C48_551 062 0.09 0.99 093 064 0,03 032 0.00 150 0,03 146 0.03 0.85 0.24 134 0.11[NA NA
bf_mxfbxoo_0071c06.3m.scf 101 050 003 072 037 0.42 0.04 0.86 057 112 0.49 163 0.09 145 0.10 2.26 0.01[NA
MICRO.12464.C1 0.45 0.00 055 005 070 0.06 082 031 164 0.08 157 0.02 167 0.02 169 0.02[NA unknown protein [Oryza sativa (aponica cultivar-group)]
MICRO.1081.C34 792 021 0.02 0.46 0.08 033 0.02 043 0.07 3.40 0.00 3.37 0.00 2.97 0.00 3.05 0.03[AC193780 NA
MICRO.12808.C1 1235 015 001 018 003 011 0.02 033 011 4.30 0.00 245 003 411 0.00 3.20 0.02| AF494083 SGT1 [Nicotiana
MICRO.13876.C1 756 0.06 0.00 0.06 0.00 0.06 0.00 016 0.00 395 0.00 195 0.00 365 0.00 2.32 0.00[NM_101502 | 05020173800 [Oryza sativa (japonica culthar-group)]
STMGXESTV._ 634 0.43 0.00 043 001 0.44 001 052 005 156 0,03 159 0.02 166 001 183 0.01[NA Zinc finger, RING-type; Zinc finger, C6HCtype; transferase, Hold [Medicago truncatula]
MICRO.5877.C1_1049 065 003 077 015 075 0.07 118 0.29 093 064 119 025 157 003 2.40 o nucleotide binding [Arabidopsis thaliana]
bf Ibchooo_0060h07.3m.scf 95 0.88 0.30 069 011 063 015 069 0.07 4.49 0.00 107 0.76 2.29 0.01 131 0.26 | AF092916 cytochrome Pa50-dependent fatty acid hydroxylase [Nicotiana tabacum]
MICRO.902.C1 677 012 0.01 022 003 015 0.02 041 0.09 152 005 2.04 0.00 170 0,03 2.10 0,01 U346 'small GTP-binding protein
MICRO.7672.C1 772 033 0.00 043 001 0.46 0.00 0.39 0.00 231 001 2.10 0.02 198 005 2.53 0.01[NA unknow protein [Oryza sativa (aponica cultivar-group)]
MICRO.716.C1_1142 081 032 026 0.00 0.49 0.00 102 0.90 197 0.01 0.86 0.52 2.20 0.00 3.65 0.00[NA unknown protein [Arabidopsis thaliana]
MICRO.1081.C36 730 018 001 031 003 036 001 025 001 217 0.00 2.39 0.01 2.16 001 255 0.01[AP00S27L DA binding / nucleic acid binding [Arabidopsis thalianal
MICRO.11337.C1 164 036 001 033 0.02 033 0.02 0.60 032 195 0.03 2.08 0.00 295 0.03 170 [0




POCCR73TP 882 008 0.00 019 002 0.06 001 020 002 277 008 200 001 211 014 180 0.0; NA
MICRO.1081.C20 687 0.49 0.06 074 031 0.41 001 035 001 L1 0.00 215 002 124 011 238 0.05[AP00271
MICRO.8956.C1 752 0.5 0.07 0.56 018 065 0.48 082 0.41 251 0.00 165 018 2.07 0.04 277 0.0: Heat shock protein Dnal [Medicago truncatulal
MICRO.1623.C1 21 037 0.04 059 024 0.46 028 Lo 0.89 163 018 277 0.07 257 0.00 300 o nucleic acid binding [Arabidopsis thalianal
bf mxlfcxoc 0003c05.t3m. scf 342 0.62 0.02 0.74 011 0.74 0.07 0.74 0.10 2.06 0.01 141 0.08 165 0.01 126 0.17 | AY426266 blight resistance protein T118 [Solanum tarijense]
MICRO.15070.C1 50 005 0.00 0.08 0.00 0.06 0.00 018 0.00 2.49 0.00 328 0.00 5.98 0.00 1590 0.00[NA NA
MICRO.432.C6 789 068 003 055 0.02 054 013 043 0.05 517 0.00 307 0.00 2.18 001 110 0.47]NA [RD22 like protein [Vitis vniferal
[TBSK04168FDO.13mscf 150 0.47 0.00 060 0.02 0.60 001 147 003 Lo 084 137 042 Lo 0.00 7.46 o NA
MICRO.2335.C2 690 057 0.02 070 022 067 0.06 0.48 010 143 0.09 155 0.06 177 0.01 165 0.06]CU372024 | unnamed protein product [Arabidopss thalianal
MICRO.12017.C1 741 035 003 043 0.04 022 0.00 050 003 158 0.02 143 0.06 128 012 162 0,04 [AK2249 NA
168 057 0.06 064 0.06 041 001 055 0.03 2.27 001 192 001 120 018 179 0.01]NA NA
POCB332TV 419 0.68 0.05 078 022 068 004 0.50 0,05 336 0.00 254 0.00 272 0.00 145 0.08]NA NA
CPROIE14TH 703 0.49 0.00 063 004 064 002 0.44 0.01 2.87 0.00 2.86 0.00 175 0.05 3.49 0.04]APO0S271. NA
MICRO.11861.CL 1015 0.10 0.01 0.18 0.04 0.15 0.01 0.36 0.10 307 0.00 262 003 3.40 0.00 2.46 00 NA
STMGJ40TV 218 029 0.00 035 004 0.40 0,03 0.08 003 135 015 120 047 161 0.07 310 o o [Oryza sativa (aponica culthar-grou
MICRO.947.C1 241 0.49 0.08 0.70 017 058 0.04 076 022 177 0.02 185 001 155 017 2.63 0.00] AC14926: NA
MICRO.10350.C2 733 0.39 0.12 0.41 011 0.25 0.00 0.39 0.00 150 018 183 012 173 0.01 2.38 0.00[cusze701 CTV.22 [Poncirus trfoliata]
bi_suspioocx_0036h06.13m.scf 630 001 0.60 0.48 0.06 0.46 0.00 031 0.00 163 0.24 161 0.05 156 025 132 0.07[NA hypothetical protein MIDRAFT A [Medicago truncatula]
MICRO.12440.C2 1173 076 0.30 071 025 054 0.01 068 0.05 100 0.99 1.6 003 116 0.26 Lod 0.00[NA u ligase paten:
TMDHOLTV 523 076 0.10 064 0.04 074 0.07 079 013 122 022 126 016 135 0.05 127 0.12[734527 Signal recognition particle 54 kDa protein 2 (SRP54)
MICRO.9982.C1 429 107 071 0.60 0.04 051 .01 035 0.02 L1 001 146 015 153 0.05 124 o ke protein [Nicotiana tabacum]
MICRO.36.C2 147 0.86 021 078 0.26 072 0.02 064 0.02 222 0.00 317 0.00 136 0.02 102 0.88]DQ284456 | unknown [Solanum tuberosum]
0.43 0.00 056 0.08 0.45 0.02 075 0.24 145 0.06 166 0.0 156 0.03 143 0.1 A
MICRO.12002.C4 1279 0.16 0.01 023 0.06 012 0.02 0.41 013 353 0.00 2.05 001 237 0.00 182 0.04[AY904339 calcium-dependent protein kinase 4 |Capsicum annuum]
BF_LBCH)0OX 0033C06 T3M.SCF 241 0.25 0.05 0.47 0.18 031 0.06 101 .97 145 014 154 010 151 015 195 0.07]NA NA
MICRO.6656.C2 1014 0.25 0.00 0.29 0.05 0.39 0.08 .76 0.68 113 0.36 128 0.25 158 0.01 371 o
MICRO 8778.C1 403 117 0.18 082 0.33 061 0.02 017 0.00 417 0.03 501 0.00 142 035 0.42 0.00]AK224774. B12Dike protein [Beta wigaris]
MICRO.3749.C3 1872 065 0.01 0.87 0.34 0.95 072 0.60 0.03 172 0.01 146 0.04 129 021 106 0.61[NA NA
MICRO.14770.C1 919 0.30 0.02 0.29 0.02 0.32 0.02 019 0.15 6.01 0.04 213 0.06 322 0.07 583 0.01[NA unknown protein [Arabidopsis thalianal
MICRO.7411 0.13 0.00 0.26 0.02 0.16 0.01 034 0.04 155 0.02 160 0.03 163 0.03 137 o A
MICRO.56.C8 721 030 0.00 0.26 001 027 001 0.3 0.03 191 0.01 2.01 0.01 187 0.01 2.00 0.01[NA Putative plant ransposon protein [Medicago truncatulal
TASBILLTH 271 065 0.04 0.86 058 0.69 0.08 0.86 052 2.01 0.00 175 0.05 157 0.02 109 0.7 NA
MICRO.11788.C1 360 051 0.00 075 0.07 0.69 0.03 013 014 154 0.02 179 0.01 134 0.06 161 0.17]AC14201 NA
MICRO.3258.C1 841 0.34 0.04 050 0.18 0.41 0.08 075 052 8.60 0.00 535 0.01 .94 0.12 6.58 o [ATMPKS [Arabidopsis thalianal
STMDF66TV 656 0.15 0.01 0.18 0.02 015 0.01 0.47 0.08 129 0.17 2.06 0.00 178 0.05 3.49 NA
283 0.34 0.01 0.44 0.05 0.19 0.02 0.60 0.24 136 0.23 189 0.02 2.00 0.01 318 unnamed protein product [Arabidopsis thaliana]
1 598 0.38 0.00 057 0.02 059 0.01 105 .69 137 0.00 157 0.10 170 0.05 2.67 protein -related [Brassica oleraceal
MICRO.2013.C7 898 050 007 089 073 0.48 0.00 0.58 0.06 125 0.19 144 0.25 141 0.03 185 Putative disease resistance protein I2C-5, identical [Solanum demissum]
BF_LBCH)0OX 0007C04 T3M.SCF 418 050 0.00 0.36 0.00 050 0.00 0.2 0.00 179 0.00 174 0.01 183 0.00 176 NA
MICRO.15838.C1 625 3 3 1 36 hypothetical protein Osl 003594 [Oryza sativa (indica
bf_mxfixx 0013603, Bm.sof 24, 7 0 5 48 NA
BF_LBCH)0OX 0050008 T3M.SCF 601 1 9 02 NA
4534.C1 986 4 3 09 NA
1 550 4 a4 putative protein [Arabidopsis thalianal
2545.C2 699 7] 4 0 73 factor [Arabidopsis thaliana]
1 397 8 66 04 a7 3 ﬁ NA
1501 6] 27] ) 4] DNA binding / transcription factor [Arabidopsis thalianal
1 306 7 o1] 7] 10[ NA
1188 4 o1] 9 3| putative DNA binding protein-like [Solanum tuberosum]
0 oo] 1 0 [Arabidopsis thaliana]
046109.17m.scf 611 8 8 3 BT013402____|unknown protein [Arabidopsis thalianal
6 604 4 49 0 DQ350360 P72A56 [Nicotiana tabacum]
56 97 4 A
4 568 X . 1 4 NA A
.C1 381 .04 .1 1 4.90 NA A
.C1 726 .04 .4 0 138 AK224798 m [Nicotiana tomentosal
artayxxx_0043005.17m.scf 659 . 314 87013217
MICRO.8033.C1 707 .4 9 A
bE_mxfhoxxx_0022(11.3m.sof 159 .3 0 A
POCDA25TV_238 43 .6 48 A
BF_TUBS)OX 0051A01 T3M.SCF 307 7 . 53] A
1043 .3 7 AY485932 salicylic acid-binding protein 2 [Nicotiana tabacum]
6 [ATMPKS [Arabidopsis thalianal
4 8 N NA
13 2 4 CU019620 unknown protein [Arabidopsis thalianal
7 . 2 3 N NA
. .8 4 AF404420 R protein [Solanum tuberosum]
8 .8 .9 . X X 5 CT990558 Similar to Beta integral membrane protein (qb|U43629). EST bIN37585,qb[T43808.qb|ablAA395424 come from this gene. [Arabidopsis thaliana]
.0 .2 X 11 a2 1 4 8 NA
.01 .26 7 4 T 7 A NA
.01 .57 1 5 AY370528 MADSbox protein 14 [Petunia x hybridal
.72 59 X 1 3 N 051090377800 [Oryza sativa aponica
.04 3 0 4 NA protein [Solanum tuberosum]
.17 1 a1 4 NA
.21 7 57 4 1 NA [BURP [Medicago truncatulal
. .05 7] 2 24 0 1 Emzsss protein ERDIS [L esculentum]
.4 .16 4 7] 2 88 o 1 NA
.3 ¥ .00 & 4 4 NA unknown protein [Arabidopsis thalianal
.2 .4: .01 3 2 % NA NA
.6 .05 5 1 94 4 AP009271 NA
. .2 .01 a4 1 3.1 45 0 .64 NA cytochrome P450 [Panax ginseng]
.37 .7 .04 % 8 08 4 a2 3 150 4 NA zinG ion binding [Arabidopsis thalianal
. .76 X .1 79 1 154 o 160 L 116 7 1 unknown [Solanum tuberosum]
¥ .01 .29 .01 .35 .0 51 o7 158 I3 195 0 165 L 255 NA
.1 .00 .28 .08 .15 .0: 44 08 306 o 2.92 0 253 2 2.28 NA NA
.3 .00 52 .08 .7 50 %) 075 15 147 4 186 6 3.9 unknown protein [Arabidopsis thalianal
1 .01 17 .04 .2 X 48 12 221 03 2.49 L 195 3 4.0 1[AB023816 synthase [Solanum tuberosum]
.6 .07 .66 .06 .6 .01 0.88 32 117 2 148 4 137 5 2.07 0[NA putative protein [Arabidopsis thaliana]
.3 .01 .70 .09 .6 .08 0.40 o1 101 04 175 5 153 3 201 5 |AP009271 N
.06 .00 .15 .00 .1 .00 0.09 o1 6.41 %) .75 0 6.44 0 1.9 0[X95513 [Solanum tuberosum]
.60 .01 54 .01 .65 .21 027 %) 150 03 197 0 176 125 UDPG olanum berthaulti]
.61 .01 .74 .12 84 .18 %) 9 114 a1 095 9 125 174 1]CT5730: 1BR5 (INDOLE-3-BUTYRIC ACID RESPONSE 5) protein phosphatase [Arabidopsis thalianal
t3m.scf 227 .08 .00 .17 .01 .13 .01 17 %) 5.4 04 879 L 4.16 4.16 4| AF060551 NA
MICRO.293.C3 544 .64 .01 .72 .10 54 .01 65 09 164 o1 159 L 137 167 (CBL1 (CALCINEURIN B-LIKE PROTEIN 1); calcium ion binding [Arabidopsis thalianal
MICRO.2286.C: .26 .00 .37 .01 .36 .00 24 o1 2.48 %) 221 0 2.00 1.99 0[NA NA
BF_CSCH)00 0012F08.T3M.SCF_668 .62 .02 .61 .09 .67 .07 76 24 113 46 111 56 1.20 1 150 7| CU302231 unknown protein [Arabidopsis thalianal
MICRO.5877.C2_1397 .55 .00 .69 .06 .61 .01 113 36 106 64 127 08 145 6 282 0| AJ617054 hypothetical protein [Arabidopsis thalianal
MICRO.1081.C33 185 050 001 077 011 071 0.02 050 0.02 166 0.02 168 001 149 0.02 219 0.00[AP00S27L NA
MICRO.1081.C27 150 0.28 0.00 036 0.02 0.45 0.00 038 001 261 0.00 215 001 2.19 0.00 241 0.03[AP00271 NA
ICRO.2286. 0.20 001 0.27 0.02 017 0.02 019 0.06 462 0.00 312 001 2.36 0.01 189 0.03[NA NA
POCDABLTV 187 0.16 0.00 013 0.02 0.20 0.00 0.42 004 5.9 0.00 3.9 0.02 4.08 0.00 2.33 0.00[NA NA
POCAGOLTV_572 018 0.00 031 001 025 0.00 041 001 198 001 2.40 0.00 2.10 0.00 212 0.00]NA NA
MICRO.339.C28 742 0.00 0.00 0.39 0,03 0.26 0.00 062 001 146 0.10 2.49 0.01 2.49 0.00 456 o NA
MICRO.2497.C1 653 0.28 0.00 063 0.49 0.65 0.06 053 0.02 162 0.02 2.3 0.00 179 021 197 o NA
BF_TUBS)000 0063G12 TaM.SCF_11 0.44 004 0.48 003 0.29 001 050 0.06 10.48 0.00 671 0.00 551 0.00 2.57 0.09[NA AOATZ (ALANINE-2-OXOGLUTARATE ERASE 2), alanine [Arabidopsis thaliana]
MICRO.9665.C1 670 0.6 013 058 004 0.60 0.02 055 004 147 005 137 007 130 0.08 135 o [Arabidopsis thaliana]
MICRO.7948.C3 753 050 001 050 0.04 0.46 0.00 052 0.07 143 011 170 0.01 140 0.04 2.21 0.00[NA NA
bf_arrayxx_0023h06 (3m.scf 625 035 001 059 0.26 0.46 0.02 084 0.60 116 036 187 001 174 0.01 .47 0.00[NA NA
MICRO.5042.C1_736 052 0.00 065 003 067 001 0.86 043 161 017 212 0.00 2.48 0.04 4.84 0.00[NA hypothetical protein OsJ_002095 [Oryza safiva (japonica cultivar-group)]
MICRO.765.C6_22 0.20 0.02 019 0.07 018 001 056 018 155 005 128 015 155 0.04 221 0,001 UDP. like protein SIUPTGL
TS29D24TH 63 0.47 001 055 0.02 0.90 058 077 014 157 022 108 065 2.04 0.00 212 0.01[AP009275 NA
MICRO.787.C2 12 0.49 001 0.46 0.06 0.40 004 043 010 3.00 0.00 2.50 0.00 2.47 007 137 0.25[NA unknown protein [Arabidopsis thalianal
MICRO.5059.C2 1439 0.46 0,09 060 0.06 0.47 0.10 052 005 163 0.10 166 0.01 161 0.02 111 0.63[NA NA
POAEB20TP 2 053 0.00 061 0.02 0.80 011 107 058 142 003 112 041 105 077 175 0.01[NA Protein kinase [Medicago truncatuial




bf arrayxoc 0083a10.17m.scf 685 085 021 079 021 067 005 068 018 133 010 131 013 143 005 178 001]NA disease resistance protein Gpa? [Solanum tuberosum]
MICRO.10625.C1 1240 0.42 004 0.4 014 0.27 0.08 051 0.19 144 0.00 158 016 123 036 151 0.21]NA 'RNA-directed DNA polymerase (Reverse ransferase, H fold [Vedicago truncatula]
MICRO.2286.C: 0.10 0.00 018 001 013 0.00 022 0.02 4.0 0.00 445 0.00 387 0.00 2.50 0.00[NA NA
PotaloF0506.scf 400 0.00 0.00 025 0.00 0.45 019 153 0.29 103 079 274 016 505 0.00 2022 0.01]NA
MICRO.7593.C1 798 0.45 011 056 014 059 0.10 0.60 0.20 137 012 137 0.08 157 0.04 233 0.01[NA Zinc finger, RING-type; Zinc finger, C6HC-type; transferase, H fold [Medicago truncatula]
MICRO.339.C7 840 0.10 0.00 033 003 028 0.00 085 0.48 155 013 103 003 102 0.00 4,01 0.00[NA NA
MICRO.1081.C25 1065 032 0.00 056 001 0.45 0.00 0.30 0.00 108 0.00 214 001 166 0.02 2.49 0.01]AP00271. [DNA binding / nucleic acid binding [Arabidopsis thalianal
POABI10TF 351 018 0.00 028 0.00 022 0.00 055 0.00 166 0.02 2.74 0.00 2.80 0.04 961 0.00]NA hypothetical protein Osl 022889 [Oryza sativa (indica cultivar-grou
MICRO.2286.C 024 0.00 031 001 025 0.00 031 001 258 0.00 2.67 001 2.00 0.00 207 0.00[NA NA
MICRO.416.C13 1087 0.45 0.00 062 001 067 003 Lo 076 130 0.30 194 011 2.26 0.00 662 [0 unknown [Solanum tuberosum]
MICRO.17600.C1 124 062 001 066 0.04 071 0.04 059 0.01 Loy 001 181 001 201 001 167 0.02|AC0916: NA
MICRO.15664.C1 464 0.20 0.00 0.23 0.01 013 0.00 0.36 0.01 185 0.01 258 0.00 186 0.02 264 0.00[NA NA
MICRO.432.C9_610 056 0.08 056 0.02 0.3 0.01 0.30 0.01 6.08 0.00 347 0.00 139 0.10 129 0.06]NA 'BURP domain-containing protein [Bruguiera qymnorthizal
MICRO.12408.C1 533 057 004 0.48 0.00 068 021 033 0.00 156 0.02 127 019 126 0.05 143 0.03]NA
bi_mxlfo 0031010.13m scf 188 081 011 069 0.04 0.80 0.06 118 0.27 113 0.44 150 002 158 0.02 4.35 0.00 N
cSTCAL2TH 53 029 003 025 011 0.32 0.06 075 0.48 2.04 0.01 151 0,08 250 0.00 333 0.00[AF006081 UDPG [Solanum berthauti]
TMHA7LTV 755 021 0.00 0.29 0.04 0.20 0.00 034 0.01 2.80 0.00 2.86 0.00 2.38 0.00 2.18 0.0 NA
MICRO.2580.C4 729 052 0.01 062 0.02 084 0.18 0.42 0.01 147 0.03 162 0.04 186 0.00 164 0.03]NA o [Oryza sativa (aponica culthar-grou
686 111 078 074 0.10 050 0.01 0.47 0.01 0.9 078 161 001 126 0.08 178 0.01[NA hypothetical protein Osl 019052 [Oryza sativa (indica cultivar-grou
STMHIGLTV 793 0.49 0.00 056 0.06 065 0.02 066 0.06 146 0.04 142 015 114 022 185 0.00/CU07430 Ubiquitin [Medicago truncatula]
POCCBE5TV_98 015 0.04 0.36 0.07 0.36 0.07 031 0.07 404 0.00 3.46 0.00 304 0.00 253 0.03]NA NA
MICRO.5462.C1 766 031 0.12 0.22 0.00 0.12 0.00 0.22 0.00 195 0.04 135 032 278 003 212 0.00]NA CYP71048v1 [Nicotiana tabacum]
MICRO.7508.C2 712 062 001 085 054 0.44 0.01 079 011 121 0.19 157 0.02 143 0.02 311 o ubiquitin thiolesterase [Arabidopsis thalianal
bf_swsbooo 000540L13m.scf 636 023 001 030 0.06 033 0.05 0.4 014 .44 0.00 355 003 371 0.00 389 0.00]NA A
bi_arrayxoc 0017601 17m.sct 535 0.26 0.00 064 056 0.28 0.01 060 0.19 .87 0.38 2.46 0.01 189 0.01 332 0.00[NA ansferase, wansferring alycosyl groups [Arabidopsis thalianal
MICRO.212.C3 1277 081 011 0.6 0.04 054 0.08 064 0.06 133 014 146 0.05 105 0.68 138 [0 u [Solanum tuberosum]
MICRO.3521.C: 072 0.20 058 011 072 012 0.68 0.19 201 0.01 130 0.32 180 0.01 109 0.74]NA NRCI [Solanum
MICRO.15949.C2 230 0.08 0.02 0.22 0.08 0.10 0.03 0.17 013 315 0.02 274 0.00 2.60 0.06 2.21 0.01[AMa6784: NA
MICRO.414.C2 1031 0.26 0.07 0.22 0.01 0.16 0.01 0.35 0.07 950 0.00 7.19 0.00 5.80 0.00 272 0.06[DQ11808: AlaT1 [Vits vinitera]
MICRO.1081.C15 758 013 0.01 0.30 0.04 0.28 0.20 055 015 283 0.06 2.95 013 301 0.07 356 0.00[NA
MICRO.1643.C3 3 0.46 0.00 0.42 0.00 0.47 0.05 053 0.01 166 0.08 2.35 0.00 2.90 0.00 382 0.00[NA [Medicago truncatulal
bi_cswhooo 0023c08.13m.scf 606 0.43 0.00 0.58 0.02 0.87 0.25 0.42 0.00 304 0.00 2.90 0.02 189 0.00 124 0.14]NA
cPRO13IL7TH 583 0.60 0.03 072 0.17 0.93 0.68 0.66 014 146 0.05 140 014 143 0.07 2.00 o unknown [Solanum tuberosum]
MICRO.7411.C4 634 0.06 0.01 0.05 0.02 0.10 0.01 0.22 0.04 174 0.02 177 0.01 2.03 0.00 2.80 0.00[NA NA
1 509 0.46 0.02 055 0.07 0.42 0.02 0.41 0.25 2.00 0.02 182 0.02 155 0.02 185 0.06]NA NA
MICRO.4828.C1 484 054 0.01 053 0.16 0.26 0.04 050 0.08 2.46 0.07 2.6 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 0.25 065 0.06 156 0.02 170 0.03 175 0.01 174 0,01 NM 128757 | RADS0; ATP binding / nuclease/ zinc ion binding [Arabidopsis thaliana]
bt arrayxo 0015001 17m.scf 731 067 0.05 062 0,03 0.86 071 0.30 0.00 398 0.00 263 0.01 231 0.00 0.98 0.87 (General substrate transporter; Sugar transporter superfamily [Medicago truncatula]
MICRO.1081.C18 1218 0.34 0.04 0.47 0.22 054 0.02 059 0.06 2.18 0.01 158 0.08 182 0.01 2.40 0.02[AP00271 NA
ICRO.2286.C84_450 2 22 2 11 0 4 2 o1nA NA
ICRO.6539.C2 595 L 69 0 30 1 a 05| AF006081 putative [Solanum
ICRO.17607.C1 302 5 28 5o 4 AJI57052 NA
ICRO.12271.C1_690 1 28 7 1 | AF265664 NA
ICRO.6211.C1 234 2 .18 2 unknown [Arabidopsis thalianal
ICRO.413.C1 1341 7 77 AY748245 cytosolic thiolase [Nicotiana tabacum]
1cr0 2502 710 s | s ETEE)
ICRO.10350.C1 158 0 67 cU329701 NA
STBASMBTH 370 7 1 145120 NA
ICRO.2286.C56 756 o A NA
ICRO.7625.C3 1438 8 (ﬂ 2] ATP binding / {RNA ligase/ ligase [Arabidopsis thalianal
f_Swstxx_005904.3m.scf 68 8 27 4 7 A inknown [Petunia x hybridal
f_Suspiooo 0026F02.13m.scf 492 34 13 10] 5 4: A
STMGS95TV_673 5 67 40 2 7 85 C151803 ucine Rich Repeat family protein [Solanum demissum]
MICRO.3766.C1_703 .47 .02 94 21| Q228326
TMCY67TV_202 2! .58 8 30| A
ICRO.536.C5 61 3 51 X 3 | 7] 226355___|40S ribosomal protein S7-like protein [Solanum tuberosum]
ICRO.4058.C1 1748 .90 .4 3 5 5 zin ion binding [Arabidopsis thaliana]
ICRO.4372.C17 298 X .0 4 2 AP009320
.4: .0 6 o N
.6 .03 1 46 3 [N iquitin hydrolase [Arabidopsis thalianal
.6 .17 7 4 7 05[AP009260 hypothetical protein Osl_016649 [Oryza sativa (indica
X 7] 0 1 0 N
1. 1 2 2] 1 N
3 . 0 7 0[DQ191654 | ARF-iike small GTPaseike protein [Solanum tuberosum]
27 .64 X 40 3 3 N
3 .62 i sE' 8 0[AMAS2493 |\
4 7 .3 2 15]DQ252483 | SGRP-1 [Solanum
3 . K 8 AC151803 Leucine Rich Repeat family protein [Solanum demissum]
MICRO.15545.C1 620 .3t .01 .31 . 1.1 [nA inknown [Arabidopsis thaliana]
POCCHE6TP 917 .4 .00 .60 .1 . 4 2.0 NA
148B11AF esd 53 .2 .00 .34 .0 .61 X 7 4 57013993 tiation factor elF-4 gamma, middle; Intation factor elF-4 gamma, MA3 [Medicago truncatulal
ICRO.1081.CA5 619 X .03 .59 .63 .01 0 3 AP009271
1209.13m.scf 495 1 .01 .25 .04 10 24 o] 4 ]
T c: .00 .31 4 4 20[ 7 48 ]
ICRO.1 47 .00 .09 X 15 2 7 4.38
I 86.C34 1239 .16 .46 .01 Eii 5 4 1.49] 7
ICRO.16061.C2_132 .01 .07 69| 0 0 297
B B06_T3M.SCF_L .05 54 7] 3 295 AP009278
mxlfoocx_0057¢04.13m.scf 283 . .06 76 0 7] 4.24 4.8 A
RO.10350.C3 968 ¥ .26 .01 ¥ X 37 2 1 4 2.48 26 s0] cU329701 TV.22, putative [Medicago truncatula]
RO.347.C57 462 .14 16 .01 1 .04 o 2 8 0 339 44 77 NA
x_0046h10.03m.cf 290 .10 X .2 .00 .1 .00 0 L 7] L 4.96 4.3 08 NA
MICRO.13126.C2 172 .90 . .8 .32 .6 .14 7] 3 4.70 0 11 2.2 143 cytochrome P450-dependent fatty acid hydroxylase [Nicotiana tabacum]
MICRO.11923.C3 1094 .17 .0 .2 .01 17 5 9 189 L 2.2 25 150 12[NA
STMCLT5TV 51 .10 .0 .16 .00 17 9 0 34 0 45 4.1 291 04[NA NA
MICRO.2286.C78_940 .67 .04 .82 .34 .80 9 10 L5 3 15 144 0.94 77[NA
MICRO.4403.C1 728 .43 15 .25 .02 .32 57 10 4.0 4 3.9 7.86 1.20 45| AF152171 pectin methyl esterase [Solanum tberosum]
STMICOSTV_315 .33 .00 44 .02 53 X 57 1 2.4 0 2.9 165 138 INLOE [Lycopersicon esculentum]
032H03AF esd_313 .44 .12 .6 .24 .56 .06 7 48 L0 1 L6 4 198 L 302 00[NA NA
MICRO.2286.C1 352 .58 .01 .6 .06 .78 .08 84 2 1. 1 15 3 162 L 185 04[NA NA
39 .46 .00 .74 .04 09 6 L1 0 117 7 17 8 177 01[nA NA
MICRO.16045.C1 120 .72 .07 .80 .12 74 9 2,01 L 84 12 0 129
440 .16 .00 .48 .18 37 L L5 6 49 2 195 1 [NA E-class P450, group | [Medicago truncatula]
MICRO.9552.C1_1124 .14 .00 ¥ .23 .01 48 5 L6 3 57 72 3.22 2[NA A
MICRO.8669.C3_1 .32 .07 .26 17 .00 34 0 2. L % 81 5.80 7538 NA
MICRO.2626.C1_680 .10 .00 .35 .32 .00 2 L 2.1 0 50 23 2.38 1[NA unknown protein [Arabidopsis thalianal
BPLIEDI6TH 122 .29 .01 .36 X .23 .01 56 7 301 3 % 48 284 1 [NA NA
MICRO. 1. 0.49 0.00 060 0.02 084 0.26 107 053 112 0.43 1.89 0.03 218 001 131 o unknown protein [Arabidopsis thalianal
TBAGDIOTH 295 066 003 072 018 083 021 057 0.06 254 0.00 2.47 0.00 256 0.00 137 0.19[NA NA
BF_TUBS)000 0013A10_T3W.SCF 564 061 013 075 033 081 014 051 003 178 001 181 007 125 025 152 o NA
bt Swstooox 0045109.t3m.scf 243 093 055 0.9 073 067 001 0.48 0.00 338 0.02 555 0.00 2.00 001 0.89 0.38 | AK224774 B12D ke protein [Beta wigaris]
MICRO.432.C4 775 077 0.07 055 0.07 0.46 011 043 0.02 672 0.00 357 0.00 282 0.00 133 0.09]NA A
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